
420946|420946                               1 ------------------------------------------------------------	 0------------------------------------------------
440930|440930                               1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G083984|GRMZM2G083984_T01             1 ------------------------------------------------------------	 0------------------------------------------------
28753.t000003|28753.m000078                 1 ------------------------------------------------------------	 0------------------------------------------------
CMQ089C|CMQ089CT                            1 ------------------------------------------------------------	 0------------------------------------------------
Esi0011_0084                                1 ------------------------------------------------------------	 0------------------------------------------------
34269.t000001|34269.m000014                 1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G007715|GRMZM2G007715_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G118074|GRMZM2G118074_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G324991|GRMZM2G324991_T03             1 ------------------------------------------------------------	 0------------------------------------------------
gi|17553678|ref|NP_498202.1|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|71999683|ref|NP_501576.2|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|46593007|ref|NP_003356.2|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|94538354|ref|NP_004270.2|                1 ------------------------------------------------------------	 0------------------------------------------------
CMM104C|CMM104CT                            1 ------------------------------------------------------------	 0------------------------------------------------
gi|111226358|ref|XP_001134518.1|            1 ------------------------------------------------------------	 0------------------------------------------------
Esi0098_0070                                1 ------------------------------------------------------------	 0------------------------------------------------
gi|85119638|ref|XP_965680.1|                1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM5G827505|GRMZM5G827505_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os01g51390|LOC_Os01g51390.1             1 ------------------------------------------------------------	 0------------------------------------------------
Cre12.g523850|Cre12.g523850.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20014031m.g|Vocar20014031m             1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10000696m.g|Carubv10000696m           1 ------------------------------------------------------------	 0------------------------------------------------
AT3G02090                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10013366m.g|Carubv10013366m           1 ------------------------------------------------------------	 0------------------------------------------------
Bra021477|Bra021477                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra039151|Bra039151                         1 ------------------------------------------------------------	 0------------------------------------------------
146300|146300                               1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os03g11410|LOC_Os03g11410.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G091563|GRMZM2G091563_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G100511|GRMZM2G100511_T01             1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.016G072700|Phpat.016G072700.1         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400028380|PGSC0003DMT40007295    1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01012193001|GSVIVT01012193001         1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.081570|Cucsa.081570.1                 1 ------------------------------------------------------------	 0------------------------------------------------
29630.t000033|29630.m000808                 1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343    1 ------------------------------------------------------------	 0------------------------------------------------
Potri.004G118900|Potri.004G118900.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.017G092400|Potri.017G092400.1         1 ------------------------------------------------------------	 0------------------------------------------------
Glyma16g10360|Glyma16g10360.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma08g46020|Glyma08g46020.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma18g31550|Glyma18g31550.3               1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.H00078|Eucgr.H00078.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01011510001|GSVIVT01011510001         1 ------------------------------------------------------------	 0------------------------------------------------
gi|111226878|ref|XP_001134603.1|            1 ------------------------------------------------------------	 0------------------------------------------------
gi|66803202|ref|XP_635444.1|                1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20001314m.g|Vocar20001314m             1 ------------------------------------------------------------	 0------------------------------------------------
Esi0268_0010                                1 ------------------------------------------------------------	 0------------------------------------------------
CMK260C|CMK260CT                            1 ------------------------------------------------------------	 0------------------------------------------------
gi|85109350|ref|XP_962874.1|                1 ------------------------------------------------------------	 0------------------------------------------------
gi|24308013|ref|NP_055975                   1 ------------------------------------------------------------	 0------------------------------------------------
gi|453222763|ref|NP_490888.2|               1 ------------------------------------------------------------	 0------------------------------------------------
gi|50592988|ref|NP_003357.2|                1 ------------------------------------------------------------	 0------------------------------------------------
Esi0111_0016                                1 ------------------------------------------------------------	 0------------------------------------------------
Cre12.g509750|Cre12.g509750.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20001024m.g|Vocar20001024m             1 ------------------------------------------------------------	 0------------------------------------------------
Cre17.g722800|Cre17.g722800.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01021441001|GSVIVT01021441001         1 ------------------------------------------------------------	 0------------------------------------------------
448827|448827                               1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.011G047500|Phpat.011G047500.1         1 ------------------------------------------------------------	 0------------------------------------------------
183257|183257                               1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.004G049300|Phpat.004G049300.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.003G045700|Phpat.003G045700.1         1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.013G074200|Phpat.013G074200.1         1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os01g73550|LOC_Os01g73550.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G167767|GRMZM2G167767_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G174137|GRMZM2G174137_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G166646|GRMZM2G166646_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os01g09560|LOC_Os01g09560.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G103725|GRMZM2G103725_T01             1 MAPPSVPRLFPSAASPLSTAMSLLSSASFLRLLRTRRAHALAPRRHAQPPRPRPHRQPLQ	 60DGIGCHPPRHGEKRVTAFARKIDLARRWDPLPNPRPPESSAGAAGSC
GRMZM2G068336|GRMZM2G068336_T01             1 ------------------------------------------------------------	 0------------------------------------------------
AT1G51980                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10008921m.g|Carubv10008921m           1 ------------------------------------------------------------	 0------------------------------------------------
Bra014305|Bra014305                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra018939|Bra018939                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra030405|Bra030405                         1 ------------------------------------------------------------	 0------------------------------------------------
Bra022162|Bra022162                         1 ------------------------------------------------------------	 0------------------------------------------------
AT3G16480                                   1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10015621m.g|Carubv10015621m           1 ------------------------------------------------------------	 0------------------------------------------------
29912.t000079|29912.m005353                 1 ------------------------------------------------------------	 0------------------------------------------------
Potri.008G193200|Potri.008G193200.1         1 ------------------------------------------------------------	 0------------------------------------------------
Potri.010G036700|Potri.010G036700.1         1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os05g44916|LOC_Os05g44916.1             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G005036|GRMZM2G005036_T01             1 ------------------------------------------------------------	 0------------------------------------------------
LOC_Os01g53700|LOC_Os01g53700.1             1 ------------------------------------------------------------	 0------------------------------------------------
Potri.001G191100|Potri.001G191100.1         1 ------------------------------------------------------------	 0------------------------------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078    1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.116810|Cucsa.116810.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Cucsa.021700|Cucsa.021700.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Glyma13g43000|Glyma13g43000.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma15g02390|Glyma15g02390.1               1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g014660|Medtr8g014660.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma07g01720|Glyma07g01720.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma08g21380|Glyma08g21380.1               1 ------------------------------------------------------------	 0------------------------------------------------
30146.t000067|30146.m003490                 1 ------------------------------------------------------------	 0------------------------------------------------
Medtr8g102230|Medtr8g102230.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma05g36040|Glyma05g36040.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma08g03580|Glyma08g03580.1               1 ------------------------------------------------------------	 0------------------------------------------------
Glyma14g13370|Glyma14g13370.1               1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.F03085|Eucgr.F03085.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Eucgr.C03704|Eucgr.C03704.1                 1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01015273001|GSVIVT01015273001         1 ------------------------------------------------------------	 0------------------------------------------------
GSVIVG01016955001|GSVIVT01016955001         1 ------------------------------------------------------------	 0------------------------------------------------



420946|420946                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
440930|440930                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G083984|GRMZM2G083984_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
28753.t000003|28753.m000078                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMQ089C|CMQ089CT                            1 ----MAPGSRCA	 8SSRAPVL--PS--------------------------------------------VTFCS	 22SENIGTRFA------------------------
Esi0011_0084                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
34269.t000001|34269.m000014                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G007715|GRMZM2G007715_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G118074|GRMZM2G118074_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G324991|GRMZM2G324991_T03             1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|17553678|ref|NP_498202.1|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|71999683|ref|NP_501576.2|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|46593007|ref|NP_003356.2|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|94538354|ref|NP_004270.2|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMM104C|CMM104CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|111226358|ref|XP_001134518.1|            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0098_0070                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85119638|ref|XP_965680.1|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM5G827505|GRMZM5G827505_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os01g51390|LOC_Os01g51390.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre12.g523850|Cre12.g523850.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20014031m.g|Vocar20014031m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10000696m.g|Carubv10000696m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT3G02090                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10013366m.g|Carubv10013366m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra021477|Bra021477                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra039151|Bra039151                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
146300|146300                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os03g11410|LOC_Os03g11410.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G091563|GRMZM2G091563_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G100511|GRMZM2G100511_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.016G072700|Phpat.016G072700.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400028380|PGSC0003DMT40007295    1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01012193001|GSVIVT01012193001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.081570|Cucsa.081570.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
29630.t000033|29630.m000808                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.004G118900|Potri.004G118900.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.017G092400|Potri.017G092400.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma16g10360|Glyma16g10360.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma08g46020|Glyma08g46020.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma18g31550|Glyma18g31550.3               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.H00078|Eucgr.H00078.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01011510001|GSVIVT01011510001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|111226878|ref|XP_001134603.1|            1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66803202|ref|XP_635444.1|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20001314m.g|Vocar20001314m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0268_0010                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
CMK260C|CMK260CT                            1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85109350|ref|XP_962874.1|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|24308013|ref|NP_055975                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|453222763|ref|NP_490888.2|               1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|50592988|ref|NP_003357.2|                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Esi0111_0016                                1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre12.g509750|Cre12.g509750.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vocar20001024m.g|Vocar20001024m             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre17.g722800|Cre17.g722800.t1.2            1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01021441001|GSVIVT01021441001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
448827|448827                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.011G047500|Phpat.011G047500.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
183257|183257                               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.004G049300|Phpat.004G049300.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.003G045700|Phpat.003G045700.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.013G074200|Phpat.013G074200.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os01g73550|LOC_Os01g73550.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G167767|GRMZM2G167767_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G174137|GRMZM2G174137_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G166646|GRMZM2G166646_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os01g09560|LOC_Os01g09560.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G103725|GRMZM2G103725_T01           108 DPWQGTFLGSRVH	 120RRRSALVSPPTTPRCCRHGLLIDACSVHGLMRARQMTARLALDEVTDTGAFDRSPSTFRS	 180SVSRDGRFPAMAGRYHLYVSYACPWASRC
GRMZM2G068336|GRMZM2G068336_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT1G51980                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10008921m.g|Carubv10008921m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra014305|Bra014305                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra018939|Bra018939                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra030405|Bra030405                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Bra022162|Bra022162                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
AT3G16480                                   1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10015621m.g|Carubv10015621m           1 ------------	 0------------------------------------------------------------	 0----------------------------------
29912.t000079|29912.m005353                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.008G193200|Potri.008G193200.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.010G036700|Potri.010G036700.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os05g44916|LOC_Os05g44916.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
GRMZM2G005036|GRMZM2G005036_T01             1 ------------	 0------------------------------------------------------------	 0----------------------------------
LOC_Os01g53700|LOC_Os01g53700.1             1 ------------	 0------------------------------------------------------------	 0----------------------------------
Potri.001G191100|Potri.001G191100.1         1 ------------	 0------------------------------------------------------------	 0----------------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078    1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.116810|Cucsa.116810.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cucsa.021700|Cucsa.021700.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma13g43000|Glyma13g43000.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma15g02390|Glyma15g02390.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr8g014660|Medtr8g014660.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma07g01720|Glyma07g01720.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma08g21380|Glyma08g21380.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
30146.t000067|30146.m003490                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Medtr8g102230|Medtr8g102230.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma05g36040|Glyma05g36040.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma08g03580|Glyma08g03580.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Glyma14g13370|Glyma14g13370.1               1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.F03085|Eucgr.F03085.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Eucgr.C03704|Eucgr.C03704.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01015273001|GSVIVT01015273001         1 ------------	 0------------------------------------------------------------	 0----------------------------------
GSVIVG01016955001|GSVIVT01016955001         1 ------------	 0------------------------------------------------------------	 0----------------------------------



420946|420946                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
440930|440930                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G083984|GRMZM2G083984_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
28753.t000003|28753.m000078                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMQ089C|CMQ089CT                           32 ---------------------------	 31------------------------------------VAVALSGCKVCYNSLFAHHDRTLK	 55QL---DLVRRSVNPPAG
Esi0011_0084                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
34269.t000001|34269.m000014                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G007715|GRMZM2G007715_T01             1 --------------------------	 0---------------------------------------------MTRHDLFNIN-----	 10-------------------
GRMZM2G118074|GRMZM2G118074_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G324991|GRMZM2G324991_T03             1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|17553678|ref|NP_498202.1|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|71999683|ref|NP_501576.2|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|46593007|ref|NP_003356.2|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|94538354|ref|NP_004270.2|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMM104C|CMM104CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|111226358|ref|XP_001134518.1|            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0098_0070                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|85119638|ref|XP_965680.1|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM5G827505|GRMZM5G827505_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os01g51390|LOC_Os01g51390.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cre12.g523850|Cre12.g523850.t1.2            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vocar20014031m.g|Vocar20014031m             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10000696m.g|Carubv10000696m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT3G02090                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10013366m.g|Carubv10013366m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra021477|Bra021477                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra039151|Bra039151                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
146300|146300                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os03g11410|LOC_Os03g11410.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G091563|GRMZM2G091563_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G100511|GRMZM2G100511_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.016G072700|Phpat.016G072700.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400028380|PGSC0003DMT40007295    1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01012193001|GSVIVT01012193001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.081570|Cucsa.081570.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
29630.t000033|29630.m000808                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400001355|PGSC0003DMT40000343    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.004G118900|Potri.004G118900.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.017G092400|Potri.017G092400.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma16g10360|Glyma16g10360.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma08g46020|Glyma08g46020.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma18g31550|Glyma18g31550.3               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.H00078|Eucgr.H00078.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01011510001|GSVIVT01011510001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|111226878|ref|XP_001134603.1|            1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|66803202|ref|XP_635444.1|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vocar20001314m.g|Vocar20001314m             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0268_0010                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
CMK260C|CMK260CT                            1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|85109350|ref|XP_962874.1|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|24308013|ref|NP_055975                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|453222763|ref|NP_490888.2|               1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|50592988|ref|NP_003357.2|                1 --------------------------	 0------------------------------------------------------------	 0--------------------
Esi0111_0016                                1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cre12.g509750|Cre12.g509750.t1.2            1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vocar20001024m.g|Vocar20001024m             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cre17.g722800|Cre17.g722800.t1.2            1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01021441001|GSVIVT01021441001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
448827|448827                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.011G047500|Phpat.011G047500.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
183257|183257                               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.004G049300|Phpat.004G049300.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.003G045700|Phpat.003G045700.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Phpat.013G074200|Phpat.013G074200.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os01g73550|LOC_Os01g73550.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G167767|GRMZM2G167767_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G174137|GRMZM2G174137_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G166646|GRMZM2G166646_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os01g09560|LOC_Os01g09560.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G103725|GRMZM2G103725_T01           210 LAFLKLKGLDHAIDVMVVKPIFERTKESDEH	 240LGWVFPAADEEPDAEPDPLNGAWSVRELYEIASSNYAGKPTVPCSIAFRVLWDKQLKMVV	 300NNESSEIIRML
GRMZM2G068336|GRMZM2G068336_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT1G51980                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10008921m.g|Carubv10008921m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra014305|Bra014305                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra018939|Bra018939                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra030405|Bra030405                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Bra022162|Bra022162                         1 --------------------------	 0------------------------------------------------------------	 0--------------------
AT3G16480                                   1 --------------------------	 0------------------------------------------------------------	 0--------------------
Carubv10015621m.g|Carubv10015621m           1 --------------------------	 0------------------------------------------------------------	 0--------------------
29912.t000079|29912.m005353                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.008G193200|Potri.008G193200.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.010G036700|Potri.010G036700.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os05g44916|LOC_Os05g44916.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
GRMZM2G005036|GRMZM2G005036_T01             1 --------------------------	 0------------------------------------------------------------	 0--------------------
LOC_Os01g53700|LOC_Os01g53700.1             1 --------------------------	 0------------------------------------------------------------	 0--------------------
Potri.001G191100|Potri.001G191100.1         1 --------------------------	 0------------------------------------------------------------	 0--------------------
PGSC0003DMG400000289|PGSC0003DMT40000078    1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.116810|Cucsa.116810.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Cucsa.021700|Cucsa.021700.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma13g43000|Glyma13g43000.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma15g02390|Glyma15g02390.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr8g014660|Medtr8g014660.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma07g01720|Glyma07g01720.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma08g21380|Glyma08g21380.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
30146.t000067|30146.m003490                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Medtr8g102230|Medtr8g102230.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma05g36040|Glyma05g36040.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma08g03580|Glyma08g03580.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Glyma14g13370|Glyma14g13370.1               1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.F03085|Eucgr.F03085.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Eucgr.C03704|Eucgr.C03704.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01015273001|GSVIVT01015273001         1 --------------------------	 0------------------------------------------------------------	 0--------------------
GSVIVG01016955001|GSVIVT01016955001         1 --------------------------	 0------------------------------------------------------------	 0--------------------



420946|420946                               1 ----------------------------------------	 0------------------------------------------------------------	 0------
440930|440930                               1 ---------------------------------------M	 1SRVFSC-------CQAHPRVV--------------TEGILLAELF------------QAW	 28GERER
GRMZM2G083984|GRMZM2G083984_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
28753.t000003|28753.m000078                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
CMQ089C|CMQ089CT                           70 ETRVPAVRQVHRLPAPLLRFRKVPHGFLAASTLRTRYTRACPC	 112ARVLACHRNCLPTCQRNLPMYTCAYVACLHEAFVRARTMRLGGDFPV--------QVHFC	 16
Esi0011_0084                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
34269.t000001|34269.m000014                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G007715|GRMZM2G007715_T01            11 ----------------------AGIIKG-----LYIA----	 20---IAKHR-------SNLKMVGV--VTA--------KDILEGGNTVI--------FGGAG	 52QQQ
GRMZM2G118074|GRMZM2G118074_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G324991|GRMZM2G324991_T03             1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|17553678|ref|NP_498202.1|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|71999683|ref|NP_501576.2|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|46593007|ref|NP_003356.2|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|94538354|ref|NP_004270.2|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
CMM104C|CMM104CT                            1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|111226358|ref|XP_001134518.1|            1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0098_0070                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|85119638|ref|XP_965680.1|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM5G827505|GRMZM5G827505_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os01g51390|LOC_Os01g51390.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cre12.g523850|Cre12.g523850.t1.2            1 ----------------------------------------	 0------------------------------------------------------------	 0------
Vocar20014031m.g|Vocar20014031m             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Carubv10000696m.g|Carubv10000696m           1 ----------------------------------------	 0------------------------------------------------------------	 0------
AT3G02090                                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
Carubv10013366m.g|Carubv10013366m           1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra021477|Bra021477                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra039151|Bra039151                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
146300|146300                               1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os03g11410|LOC_Os03g11410.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G091563|GRMZM2G091563_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G100511|GRMZM2G100511_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.016G072700|Phpat.016G072700.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400028380|PGSC0003DMT40007295    1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01012193001|GSVIVT01012193001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cucsa.081570|Cucsa.081570.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
29630.t000033|29630.m000808                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400001355|PGSC0003DMT40000343    1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.004G118900|Potri.004G118900.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.017G092400|Potri.017G092400.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma16g10360|Glyma16g10360.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma08g46020|Glyma08g46020.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma18g31550|Glyma18g31550.3               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Eucgr.H00078|Eucgr.H00078.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01011510001|GSVIVT01011510001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|111226878|ref|XP_001134603.1|            1 ------------------------MNI-----IFL-----	 6---------------------KV--PSIF-------KKLNVGNIKIL--------NVN--	 26-QNSP
gi|66803202|ref|XP_635444.1|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
Vocar20001314m.g|Vocar20001314m             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0268_0010                                1 ------------------------MNS-----V-------	 4--------------------------------------LARGGKSVL--------APAAR	 18GQQHR
CMK260C|CMK260CT                            1 ------------------------MLS-------------	 3------------------------------------------------------------	 3-FASRG
gi|85109350|ref|XP_962874.1|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|24308013|ref|NP_055975                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|453222763|ref|NP_490888.2|               1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|50592988|ref|NP_003357.2|                1 ----------------------------------------	 0------------------------------------------------------------	 0------
Esi0111_0016                                1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cre12.g509750|Cre12.g509750.t1.2            1 ----------------------------------------	 0------------------------------------------------------------	 0------
Vocar20001024m.g|Vocar20001024m             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cre17.g722800|Cre17.g722800.t1.2            1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01021441001|GSVIVT01021441001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
448827|448827                               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.011G047500|Phpat.011G047500.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
183257|183257                               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.004G049300|Phpat.004G049300.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.003G045700|Phpat.003G045700.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Phpat.013G074200|Phpat.013G074200.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os01g73550|LOC_Os01g73550.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G167767|GRMZM2G167767_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G174137|GRMZM2G174137_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G166646|GRMZM2G166646_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os01g09560|LOC_Os01g09560.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G103725|GRMZM2G103725_T01           312 NAEFNGIARNPRL---DLYPAHL----------RAS-------------	 334----IDEANELVYDAINNGVYKCGFAKKKDGCVLV---QDLGSLTSIHDSARELFYY
GRMZM2G068336|GRMZM2G068336_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
AT1G51980                                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
Carubv10008921m.g|Carubv10008921m           1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra014305|Bra014305                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra018939|Bra018939                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra030405|Bra030405                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Bra022162|Bra022162                         1 ----------------------------------------	 0------------------------------------------------------------	 0------
AT3G16480                                   1 ----------------------------------------	 0------------------------------------------------------------	 0------
Carubv10015621m.g|Carubv10015621m           1 ----------------------------------------	 0------------------------------------------------------------	 0------
29912.t000079|29912.m005353                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.008G193200|Potri.008G193200.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.010G036700|Potri.010G036700.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os05g44916|LOC_Os05g44916.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
GRMZM2G005036|GRMZM2G005036_T01             1 ----------------------------------------	 0------------------------------------------------------------	 0------
LOC_Os01g53700|LOC_Os01g53700.1             1 ----------------------------------------	 0------------------------------------------------------------	 0------
Potri.001G191100|Potri.001G191100.1         1 ----------------------------------------	 0------------------------------------------------------------	 0------
PGSC0003DMG400000289|PGSC0003DMT40000078    1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cucsa.116810|Cucsa.116810.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Cucsa.021700|Cucsa.021700.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma13g43000|Glyma13g43000.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma15g02390|Glyma15g02390.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr8g014660|Medtr8g014660.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma07g01720|Glyma07g01720.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma08g21380|Glyma08g21380.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
30146.t000067|30146.m003490                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Medtr8g102230|Medtr8g102230.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma05g36040|Glyma05g36040.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma08g03580|Glyma08g03580.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Glyma14g13370|Glyma14g13370.1               1 ----------------------------------------	 0------------------------------------------------------------	 0------
Eucgr.F03085|Eucgr.F03085.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Eucgr.C03704|Eucgr.C03704.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01015273001|GSVIVT01015273001         1 ----------------------------------------	 0------------------------------------------------------------	 0------
GSVIVG01016955001|GSVIVT01016955001         1 ----------------------------------------	 0------------------------------------------------------------	 0------



420946|420946                               1 ------------------------------------------------------	 0------------------------------------------------------
440930|440930                              34 GRGRGRLAENHPVM--------------Q--M--------KRTRRARYQHLANAV	 64TVDSILEKKFVSL----DAVMEVV---VLDIHVLPGSNS------------Y
GRMZM2G083984|GRMZM2G083984_T01             1 ------------------------------------------------------	 0------------------------------------------------------
28753.t000003|28753.m000078                 1 ------------------------------------------------------	 0------------------------------------------------------
CMQ089C|CMQ089CT                          165 4CARTTSMQRQEVSTRRKALMFAH-----FIPCKHLLSKAARSLP-YRLFRGA--------	 210--------QYARKG-----F-----QSPQGGSCCSCCCRGRARE-
Esi0011_0084                                1 ------------------------------------------------------	 0--------------------MVL-------------------------------
34269.t000001|34269.m000014                 1 ------------------------------------------------------	 0------------------------------------------------------
GRMZM2G007715|GRMZM2G007715_T01            56 PRGDNALGVAQRGGQ--------------GR--RRQGAELM-YRLVRDLYAMLDE--	 93-------VNYEEAPHDLKNLMIS--------LLLDLPSRSRRRLPIDELK
GRMZM2G118074|GRMZM2G118074_T01             1 ------------------------------------------------------	 0--------------------MVH--------SD---------------------
GRMZM2G324991|GRMZM2G324991_T03             1 ------------------------------------------------------	 0----------------------M--------VL---------------------
gi|17553678|ref|NP_498202.1|                1 ------------------------------------------------------	 0------------------------------------------------------
gi|71999683|ref|NP_501576.2|                1 ------------------------------------------------------	 0------------------------------------------------------
gi|46593007|ref|NP_003356.2|                1 ------------------------------------------------------	 0--------------------MAA-------------------------------
gi|94538354|ref|NP_004270.2|                1 ------------------------------------------------------	 0--------------------MAA-------------------------------
CMM104C|CMM104CT                            1 ------------------------------------------------------	 0-------------------MSEW--LLPVRASWIGLTRR-----CFAF------
gi|111226358|ref|XP_001134518.1|            1 ------------------------------------------------------	 0------------------------------------------------------
Esi0098_0070                                1 ------------------------------------------------------	 0-------------------MLSG--M-----RVTKVGSTTLRRSA------GVV
gi|85119638|ref|XP_965680.1|                1 ------------------------------------------------------	 0------------------------------------------------------
GRMZM5G827505|GRMZM5G827505_T01             1 ------------------------------------------------------	 0--------------------MAA----------LASAA----------------
LOC_Os01g51390|LOC_Os01g51390.1             1 ------------------------------------------------------	 0--------------------MAA----------TSIVR----------------
Cre12.g523850|Cre12.g523850.t1.2            1 ------------------------------------------------------	 0-------------------MRSL--K-----QILRIG-----------------
Vocar20014031m.g|Vocar20014031m             1 ------------------------------------------------------	 0-------------------MRSL--K-----QILRLQK----------------
Carubv10000696m.g|Carubv10000696m           1 ------------------------------------------------------	 0--------------------MAI--K-----QLLTVARRSPIRLCLNQAIRL--
AT3G02090                                   1 ------------------------------------------------------	 0--------------------MAM--K-----NLLSLARRSQRRLFLTQATRS--
Carubv10013366m.g|Carubv10013366m           1 ------------------------------------------------------	 0--------------------MAM--K-----NLLSLARRSQRRLSLNQVTRS--
Bra021477|Bra021477                         1 ------------------------------------------------------	 0--------------------MAI--K-----NLLTSALRSQRRLALNQATRA--
Bra039151|Bra039151                         1 ------------------------------------------------------	 0--------------------MAM--K-----NLLTSALRSQRRLALNRAARA--
146300|146300                               1 ------------------------------------------------------	 0------------------------------------------------------
LOC_Os03g11410|LOC_Os03g11410.1             1 ------------------------------------------------------	 0--------------------MAF--R-----RLLSAAVRRRSAAAAAAAG----
GRMZM2G091563|GRMZM2G091563_T01             1 ------------------------------------------------------	 0--------------------MAF--R-----RILSTAVRRRSAVAAAAA-----
GRMZM2G100511|GRMZM2G100511_T01             1 ------------------------------------------------------	 0--------------------MAF--R-----RILSTAVRRRSAIAAAAA-----
Phpat.016G072700|Phpat.016G072700.1         1 ------------------------------------------------------	 0--------------------MAG--R-----LVTTVA-----------------
PGSC0003DMG400028380|PGSC0003DMT40007295    1 ------------------------------------------------------	 0--------------------MAT--R-----HLLNLTRRRSRITPFTV------
GSVIVG01012193001|GSVIVT01012193001         1 ------------------------------------------------------	 0------------------------------------------------------
Cucsa.081570|Cucsa.081570.1                 1 ------------------------------------------------------	 0--------------------MAI--R-----HLLTLARTSHRRSPALFSQ----
29630.t000033|29630.m000808                 1 ------------------------------------------------------	 0--------------------MAL--K-----HLLSLARRSHRPSTAAFSAT---
PGSC0003DMG400001355|PGSC0003DMT40000343    1 ------------------------------------------------------	 0--------------------MTI--R-----QLLTLARRSRNLTTSHS------
Potri.004G118900|Potri.004G118900.1         1 ------------------------------------------------------	 0--------------------MAW--K-----RLLTLSRRSHRPLSTTAS-----
Potri.017G092400|Potri.017G092400.1         1 ------------------------------------------------------	 0--------------------MAW--K-----RLLTLARRPHRPLSATTA-----
Glyma16g10360|Glyma16g10360.1               1 ------------------------------------------------------	 0--------------------MAS--N-----HLLTLTRRLRRRLPSLR------
Glyma08g46020|Glyma08g46020.1               1 ------------------------------------------------------	 0--------------------MSL--N-----RLLSVARRSDRRASA---LSSL-
Glyma18g31550|Glyma18g31550.3               1 ------------------------------------------------------	 0--------------------MSL--N-----RLLSAARRSDRRASA---LSSL-
Eucgr.H00078|Eucgr.H00078.1                 1 ------------------------------------------------------	 0--------------------MAI--K-----QLLALAGRSRGSRAGAAAASSLL
GSVIVG01011510001|GSVIVT01011510001         1 ------------------------------------------------------	 0------------------------------------------------------
gi|111226878|ref|XP_001134603.1|           31 ---SIIVNSNN------------------------------------TKSIKN--	 44-------HNYSSFTNNNNNNNKNQVNLVQNKSILSSSSS------------Y
gi|66803202|ref|XP_635444.1|                1 ------------------------------------------------------	 0------------------------------------------------------
Vocar20001314m.g|Vocar20001314m             1 ------------------------------------------------------	 0------------------------------------------------------
Esi0268_0010                               24 GNGSVARAAGA--------------------LRTAV----AGGRRAASPTLQA--	 52-------AGYHRA---GQQLARSSGGAAVGGRELHNSAS------------K
CMK260C|CMK260CT                            9 IAEAAWPSGR--------------------LRNSI----AASLRGA--------	 30--------RFS---------------------TLKATSP------------SS
gi|85109350|ref|XP_962874.1|                1 ------------------------------M-----------------------	 1---------------------------------LN-------------------
gi|24308013|ref|NP_055975                   1 MAAVVLAATR--------------------L-----------------------	 11---------------------------------LRGSGS------------WG
gi|453222763|ref|NP_490888.2|               1 ---------M--------------------L-----------------------	 2---------------------------------LRKSIP------------YIK
gi|50592988|ref|NP_003357.2|                1 ------------------------------------------------------	 0------------------------------------------------------
Esi0111_0016                                1 ------------------------------------------------------	 0------------------------------------------------------
Cre12.g509750|Cre12.g509750.t1.2            1 ------------------------------------------------------	 0--------------------------------MLGSSTS------------QL-
Vocar20001024m.g|Vocar20001024m             1 ------------------------------------------------------	 0--------------------------------MLGSGSG------------QL-
Cre17.g722800|Cre17.g722800.t1.2            1 ---------------------------MGMRRATLG------------------	 9-----------------------------------------------LLKSGLR
GSVIVG01021441001|GSVIVT01021441001         1 ------------------------------------------------------	 0------------------------------------------------------
448827|448827                               1 ------------------------------MKK---------------------	 3-------------------------------------------------ARRLG
Phpat.011G047500|Phpat.011G047500.1         1 -----------------------------MMQKNNVASPSQTL-----------	 14---------------------------------------------VSRLNDLL
183257|183257                               1 ----------------------------------------MVV-----------	 3---------------------------------------------RAALHRRLG
Phpat.004G049300|Phpat.004G049300.1         1 ------------------------------MRG------SALR-----------	 7---------------------------------------------KARLAKLLA
Phpat.003G045700|Phpat.003G045700.1         1 ------------------------------MRG------AAVR-----------	 7---------------------------------------------KARLAKLVA
Phpat.013G074200|Phpat.013G074200.1         1 ------------------------------MRG------AAVR-----------	 7---------------------------------------------KARLVKLLA
LOC_Os01g73550|LOC_Os01g73550.1             1 ------------------------------------------------------	 0------------------------------------------------------
GRMZM2G167767|GRMZM2G167767_T01             1 ------------------------------------------------------	 0---------------------------------------------MTTLS----
GRMZM2G174137|GRMZM2G174137_T01             1 ------------------------------------------------------	 0------------------------------------------------------
GRMZM2G166646|GRMZM2G166646_T01             1 -----------------------------MYRVASGL-----G-----------	 9-----------------------------------------------ALKRHGA
LOC_Os01g09560|LOC_Os01g09560.1             1 -----------------------------MYRAASGL-----G-----------	 9-----------------------------------------------AIKRHGL
GRMZM2G103725|GRMZM2G103725_T01           385 LKG	 387GQVDYGEEHSK-ACGHNRALFCLLRAQPSAFCVALCWRVGCEGAASDACRQG--------	 438------------------------------RGSCGGKDQ
GRMZM2G068336|GRMZM2G068336_T01             1 ------------------------------------------------------	 0------------------------------------------------------
AT1G51980                                   1 -----------------------------MYRTA----ASRAR-----------	 10-----------------------------------------------ALKGVL
Carubv10008921m.g|Carubv10008921m           1 -----------------------------MYRTA----ASRAK-----------	 10-----------------------------------------------ALKGVL
Bra014305|Bra014305                         1 -----------------------------MYRTA----ASRAR-----------	 10-----------------------------------------------ALKGSL
Bra018939|Bra018939                         1 -----------------------------MYRTA----ASRAK-----------	 10-----------------------------------------------ALKGSL
Bra030405|Bra030405                         1 -----------------------------MYRTA----ASRAR-----------	 10-----------------------------------------------ALKGSL
Bra022162|Bra022162                         1 -----------------------------MYRTA----ALRAK-----------	 10-----------------------------------------------ALTGCL
AT3G16480                                   1 -----------------------------MYRTA----ASRAK-----------	 10-----------------------------------------------ALKGIL
Carubv10015621m.g|Carubv10015621m           1 -----------------------------MYRTA----ASRAK-----------	 10-----------------------------------------------SLKGIL
29912.t000079|29912.m005353                 1 -----------------------------MYRTA----ASRLR-----------	 10-----------------------------------------------ALKDRT
Potri.008G193200|Potri.008G193200.1         1 -----------------------------MYRTA----VSRLS-----------	 10-----------------------------------------------ALKVSF
Potri.010G036700|Potri.010G036700.1         1 -----------------------------MYRSA----VSRLR-----------	 10--------------------------------------------------APK
LOC_Os05g44916|LOC_Os05g44916.1             1 -----------------------------MYR--------ALR-----------	 6-----------------------------------------------SLKHHG-
GRMZM2G005036|GRMZM2G005036_T01             1 -----------------------------MYRAA----GSHLR-----------	 10-----------------------------------------------SLKHHG
LOC_Os01g53700|LOC_Os01g53700.1             1 -----------------------------MYRIA----GSHLR-----------	 10-----------------------------------------------SLKRYS
Potri.001G191100|Potri.001G191100.1         1 -----------------------------MHRSA----ISRLR-----------	 10-----------------------------------------------ALKGCA
PGSC0003DMG400000289|PGSC0003DMT40000078    1 -----------------------------MYRCA----SSRLS-----------	 10-----------------------------------------------SLKARQ
Cucsa.116810|Cucsa.116810.1                 1 -----------------------------MYRAA----ASRIT-----------	 10-----------------------------------------------SLKGHA
Cucsa.021700|Cucsa.021700.1                 1 -----------------------------MHRIA----GSRLR-----------	 10-----------------------------------------------SLKNHA
Glyma13g43000|Glyma13g43000.1               1 -----------------------------MYRAV----SSRLT-----------	 10-----------------------------------------------LPKGNG
Glyma15g02390|Glyma15g02390.1               1 -----------------------------MYRAV----ASRLT-----------	 10-----------------------------------------------LPKGNG
Medtr8g014660|Medtr8g014660.1               1 -----------------------------MYRAT----ASSLK-----------	 10---------------------------------------------RHLKGGVL
Glyma07g01720|Glyma07g01720.1               1 -----------------------------MYRVA----ASSFR-----------	 10---------------------------------------------RHLKG-HG
Glyma08g21380|Glyma08g21380.1               1 -----------------------------MYRVA----ASSFR-----------	 10---------------------------------------------RHLKG-HG
30146.t000067|30146.m003490                 1 -----------------------------MYRTA----ASRLR-----------	 10-----------------------------------------------ALKSHV
Medtr8g102230|Medtr8g102230.1               1 -----------------------------MYRNV----SSRLR-----------	 10-----------------------------------------------AYRARS
Glyma05g36040|Glyma05g36040.1               1 -----------------------------MYRNA----ASRLR-----------	 10-----------------------------------------------AIKARS
Glyma08g03580|Glyma08g03580.1               1 -----------------------------MYRNA----ASRLR-----------	 10-----------------------------------------------VISARS
Glyma14g13370|Glyma14g13370.1               1 ------------------------------------------------------	 0------------------------------------------------------
Eucgr.F03085|Eucgr.F03085.1                 1 -----------------------------MYRTA----ASRLR-----------	 10-----------------------------------------------SLKGRV
Eucgr.C03704|Eucgr.C03704.1                 1 -----------------------------MYRAA----ASRVR-----------	 10-----------------------------------------------ALKGHA
GSVIVG01015273001|GSVIVT01015273001         1 -----------------------------MYRTA----ASRVR-----------	 10-----------------------------------------------ALKGRA
GSVIVG01016955001|GSVIVT01016955001         1 -----------------------------MYRTA----ASRLR-----------	 10-----------------------------------------------ALKGRG



420946|420946                               1 ------	 0------------------------------------------------------------	 0----------------------------------------
440930|440930                              98 LL------	 99-----TLGDL-S-------S-G---NTVDHYLHRKF---FDM----VHDEEGTIKRGRDL	 135RMTGCRLRV-GDGSCA-------------------
GRMZM2G083984|GRMZM2G083984_T01             1 ------	 0------------------------------------------------------------	 0----------------------------------------
28753.t000003|28753.m000078                 1 ------	 0------------------------------------------------------------	 0----------------MRPSLLAAL-ISSYALPGHAEIVQ
CMQ089C|CMQ089CT                          237 ---------------	 236-----TSRHI-SA------CA------GDHTPRTSAS-----------DTSGAVENAHQV	 267TSTGASALPTNEGHPAFRFVQQVAG-I
Esi0011_0084                                4 -A----	 4----SALRAG-L--ARDAA------SVASRRAAAAAV--GGV------------RR----	 33------LGAAAVQEEAAPLYPDA--------VLTAPETQ
34269.t000001|34269.m000014                 1 ------	 0------------------------------------------------------------	 0-----------------------------------MTVEC
GRMZM2G007715|GRMZM2G007715_T01           129 LQ--------	 130--------------AR--ASGG-------HGAKDQFP--VGMRVIAVDDDPTCLKIIPDV	 165ATFSCRFERNQK----------E--------I
GRMZM2G118074|GRMZM2G118074_T01             6 ------	 5-----------------------------------WD--GGFLTLVSASVSAGESDMPQA	 28ARWCCGSLATAP----------S--------SGTS----
GRMZM2G324991|GRMZM2G324991_T03             4 ------	 3-----------------------------------WV--FGYGSL---------------	 11-IWNLGFDFDDK----------I--------LGFI----
gi|17553678|ref|NP_498202.1|                1 ------	 0-----------------------------------MA--LRLA-VSSALR----------	 12----PALNSQVRNASSAVSVKDV--------LASAPQAE
gi|71999683|ref|NP_501576.2|                1 ------	 0-----------------------------------------------------MYRR---	 4--LASGLYQ--TSQRRIAQVQPK--------SVFVPETIV
gi|46593007|ref|NP_003356.2|                4 ------	 3-----------------------SVVCRA----A--T--AGA-----QV----LLRA---	 20-RRSPALLR-TPALRSTATFAQA--------LQFVPETQ
gi|94538354|ref|NP_004270.2|                4 ------	 3------------------AA--ARVVLSSAARRRLWG--FSE-----SL----LIRG---	 29AAGRSLYFG-ENRLRSTQAATQV--------VLNVPETR
CMM104C|CMM104CT                           23 ------	 22---------Q-RLGSVRYAHTGSGSSVSSHSTAAAMP--LPDP-LQTSFQPTGLK-----	 64RLVKQVFGENAAPLPPGYRVEPR--------LLTQTPT
gi|111226358|ref|XP_001134518.1|            1 ------	 0------------------------------------------------MS-NITKLF---	 8VKSTKNFSR---SFSRKTVDPSY--------LKISPETKI
Esi0098_0070                               23 RP----	 24----RHA-------A-AAAA---GELHSSQPTPLLLA--ATA---------GATTTP---	 55TTTRRAFSAARAALPKASELPSY--------VLNCPET
gi|85119638|ref|XP_965680.1|                1 ------	 0----------------------------MASRRLA------LN-LAQGVK-ARAGGV---	 21INPFRRGL--ATP---------H--------SGTGIKTQ
GRMZM5G827505|GRMZM5G827505_T01             9 ------	 8-----------------------------RSRRRLLP--YLYR-LLHSAS-TTAVSP---	 32SPSTSRFLRHASPVPRTPDHSPY--------LR-FPAAR
LOC_Os01g51390|LOC_Os01g51390.1             9 ------	 8-----------------------------SKRRLALP--YLHR-LLHSGP-A--------	 27TPSPNRFLRHASPVPRDPDHSPF--------LR-LPDAR
Cre12.g523850|Cre12.g523850.t1.2           12 ------	 11-------------------------------EASSLG--LRA--FGS----AAKDVV---	 29ATDANPFLRFSNPRPSPIDHTPL--------LSTLPET
Vocar20014031m.g|Vocar20014031m            13 ------	 12-------------------------------DAGALA--LRA--FGT----AAKDVI---	 30ATDGNPFLRFSNPRPSPIDHTPL--------LSTLPET
Carubv10000696m.g|Carubv10000696m          26 ------	 25--------AS-SA--VAAVSPFTTPVTSSHPLPQVMP--YDN--AAETVK-SKLKKL---	 66ENPELRFLKYASPHPILASHDHI--------LS-SPET
AT3G02090                                  26 ------	 25--------SS-SFSAIDSVPASASPTALSPPPPHLMP--YDH--AAEIIK-NKIKKL---	 68ENPDKRFLKYASPHPILASHNHI--------LS-APET
Carubv10013366m.g|Carubv10013366m          26 ------	 25--------SS-SFSAIDSAPASTSPATPSPPPPHLMP--YDH--AAELIK-NKIKKL---	 68ENPDKRFLKYASPIPILASHNHI--------LS-APET
Bra021477|Bra021477                        26 ------	 25--------SS-SISALDSAT--H--SPPPPATPILMP--YDH--AAEITK-EKLKRL---	 64ENPDQRFLKYASPHPILASHNHI--------LS-SPET
Bra039151|Bra039151                        26 ------	 25--------LS-SVSALDSASLTS--HSPSPTPPILMP--YDH--SAEIVK-EKLKRL---	 66ENPDQRFLKYASPHPILASHNHI--------LS-SPET
146300|146300                               1 ------	 0-----------------------MSRLVAAAARRAAR--WNS--RFASSS-AAAASL---	 29TIPDERFTRFNSPVPSTVDHSSI--------LA-TPPTR
LOC_Os03g11410|LOC_Os03g11410.1            24 ------	 23----PGNARE-ASTAVAAAGPGVIAPDAAPVRPPMMV--YDR--IAEAVN-ARLRRL---	 70EHPDPRFLRYASPVPAHADHTAI--------LA-APET
GRMZM2G091563|GRMZM2G091563_T01            23 ------	 22-----GNARE-ASTAV-AAAPGVLAPDATAVRAPVMP--YDR--IADAVN-ARLRRL---	 67EHPDPRFLRYASPVPSHADHMAI--------LA-APET
GRMZM2G100511|GRMZM2G100511_T01            23 ------	 22-----GNARE-ASTAV-AAAPGVLAPDATPVRAPVMP--YDR--IAEAVN-ARLRRL---	 67EHPDPRFLRYASPVPSHADHTAI--------LA-APET
Phpat.016G072700|Phpat.016G072700.1        11 ------	 10-----------------------------RHARRSLL--QQR--RDFQAV-RHSHAL---	 33ALPDERFQRYNSPVPKDVDHTMV--------LG-TPET
PGSC0003DMG400028380|PGSC0003DMT40007295   22 LP----	 23----PCITFS-SRSSTSITNPSQSSSLPSPPPPDAMI--YDR--LAEQVK-SKIKRL---	 70EDPNQRFLRYNSPDPTVVDHTSI--------LS-APET
GSVIVG01012193001|GSVIVT01012193001         1 ------	 0------------------------------------------------------------	 0----------------------------------------
Cucsa.081570|Cucsa.081570.1                24 ------	 23---------A-VRSASTSPAVASSSPPPSPPPPNAMI--YDR--LAEAVK-SKLKQL---	 65ENPDPRFLKYGSPHPTITDHTRI--------LS-APET
29630.t000033|29630.m000808                25 ------	 24-----------IRSSSSAVATSTSTSPPSPPPPTAMI--YDR--LAESVK-AKLKTL---	 65ENPDPRFLKYGSPHPVLTNHTHI--------LS-APET
PGSC0003DMG400001355|PGSC0003DMT40000343   22 ------	 21------LRRL-YSASAAVAATSSSTPAIGPPPPDAMI--YDR--LAEDVK-QKIKRL---	 66ENPDSRFLQYNSPHPTLADHTSI--------LS-FPST
Potri.004G118900|Potri.004G118900.1        23 ------	 22--------RS-FSDA-A-VSTASPLTSPTPPPPTAMI--YDR--LAESVK-SKLKIL---	 63ENPDPRFLKYGSPHPTLKTHTHI--------LS-APET
Potri.017G092400|Potri.017G092400.1        23 ------	 22--------RS-FSNA-ASVATVSPTTPSTPPPPTAMI--YDR--LAESVK-SKLKLL---	 64ENPDPRFLKYGSPHPTLKTHTHI--------LS-SPET
Glyma16g10360|Glyma16g10360.1              22 ------	 21---------L-FST--F-PAATKSPSPPAPTPPDAML--YDR--LAEATK-AKLRRL---	 60DNPDPRFLKHGSPVPALADHTRV--------LG-APET
Glyma08g46020|Glyma08g46020.1              24 ------	 23-------RSL-SASA-A-AVAPSASSPPAPLPPTAMI--YDR--AAEAVK-SKLRQL---	 65ENPDPRFLKHGSPRPTLSDHTRI--------LS-SPET
Glyma18g31550|Glyma18g31550.3              24 ------	 23-------RSL-SAST---AVAPAASSPPAPPPPTAMI--YDR--AAEAVK-SKLRLL---	 64ENPDPRFLKHGSPRPTLSDHTRI--------LS-APET
Eucgr.H00078|Eucgr.H00078.1                28 LP----	 29----RAAARS-ASTA-P-AVAPAAGPAPAPPPPDAMV--YDR--LAEAVK-SKIRQL---	 74ENPDPRFLRYASPHPAVADHTRV--------LA-APET
GSVIVG01011510001|GSVIVT01011510001         1 ------	 0------------------------------------------------------------	 0----------------------------------------
gi|111226878|ref|XP_001134603.1|           78 KGNN----	 81----NNNNKL-SYT--------TS-SNNNNNNKIEEI-----------VKST--------	 108--TVSPFTPLNILHPKLVGEKLYSNDNEANNNQKE
gi|66803202|ref|XP_635444.1|                1 ------	 0------------------------------------------------------------	 0---------MIGRFIARNYTT-------SIFQESKRIVES
Vocar20001314m.g|Vocar20001314m             1 ------	 0---------------------------------MDW------------LKDG--------	 7--TKRITTPLSHPLPGVQPERPGLP------PLTPPPTQI
Esi0268_0010                               83 VKEP----	 86----EEVVVL-S-----------S-SRTAKSVDKSAM---------LEARKG--------	 112--RF----PMDRPFPGVPPLKPPGA-------LKR
CMK260C|CMK260CT                           43 -E-----	 43--------------------------SGAESGRPPWV---------WRKLQG--------	 60--WFGFEVPLSSPLAGVPAPEAATA------TPRPSG
gi|85109350|ref|XP_962874.1|                4 ------	 3------------------------------RFRPARL---------VAQSSR--------	 16--CLPLTRARAGPLPVNNARTLATRAAAVNTKEPTERDN
gi|24308013|ref|NP_055975                  20 -------	 19--------------------------CSRLRFGPPAY---------RRFSSG--------	 36--GAYPNIPLSSPLPGVPKPVFA-T----VDGQEKFE
gi|453222763|ref|NP_490888.2|              12 I-----	 12--------------------------CRDISASV--------------RNNK--------	 24--EIAQKLPLSVPLPMENNSKSIEK----GCPPMGRNS
gi|50592988|ref|NP_003357.2|                1 ------	 0-----------------------------------MKLLTRAGSFSRFYSL---------	 16--------KVAPKVKATAAP--AG------APPQPQDLE
Esi0111_0016                                1 ------	 0-----MIRAV-S---------------------GPVVAAARAAPLRAVVASK--------	 25--GMSSLVPLDEEYM--GSPSTMP------AAASAPVTK
Cre12.g509750|Cre12.g509750.t1.2           10 AP----	 11----AMVRSI-A-------------SSAAASTAAPVLAAKSGGLLASVFGMG--------	 45--GGRVEVPLSEKLPAVTEPPRTS------TPATKPIV
Vocar20001024m.g|Vocar20001024m            10 AP----	 11----ALARCI-S-------------TSTSAANAAPAL--ASSGLLTSIFGIG--------	 43--GSRVDVPLSERLPAVTEPPRSS------APATKPTL
Cre17.g722800|Cre17.g722800.t1.2           17 -DGSDA	 21LRSLSTSTA----LSQAAAS----GATNGSRDFMGWL--KGG------AAR---------	 56-----VTTPLSQPLPGVQPEQPAFR-----PL-APPPT
GSVIVG01021441001|GSVIVT01021441001         1 ------	 0------------------------------------------------------------	 0----------------------------------------
448827|448827                               9 EAALDT	 14WRSISTSRVSKQALAARTAA----AEEPKGKGLLSWF--QRK------KKK---------	 53-GLLSDLPTLYEPLPGVKLPLDLDD-----GFALPVET
Phpat.011G047500|Phpat.011G047500.1        23 G---SQA	 26-RDVHLSPTL-CQVVPMY-------FSPKPKGILTWL--AGD------EP----------	 59----SNAPALHEPMPRVHLPPQLCT-----EM-KPGG
183257|183257                              13 QYKAQA	 18-RGFHASTPF-SQAVP--------ALRTPSKGWLSWL--FRE-------P----------	 49---LPTLPALYEALPEVNLPPSLED-----TV-EPSGT
Phpat.004G049300|Phpat.004G049300.1        17 QRQTQ-	 21-Q-QFRTSAW-HQAVPRTES----AQASSSGGVLSWF--LGE------RS----------	 56---TTPVPALYEPLQGVHLPPALPE-----DI-KPSDT
Phpat.003G045700|Phpat.003G045700.1        17 QQYSQ-	 21-R-QLRTSAV-NHAVPRTES----AQASSSGGLLSKL--LGE------RP----------	 56---TTPVPALYEPLQGVHLPPALPE-----DV-KPSET
Phpat.013G074200|Phpat.013G074200.1        17 QQQTQ-	 21-R-LLRTNAA-NQAVPRTES----TQASSSGGVLSWL--LGE------RA----------	 56---TAPVPALFEPLQGVHMPPALPD-----DV-KPNET
LOC_Os01g73550|LOC_Os01g73550.1             1 ------	 0-----MFRLRSSARLLRELR----EASRSSGRRREWL--SGG------AVA---------	 34--SAARTTSLLHPLPGLDVPQCLPD-----QL-GVQPTR
GRMZM2G167767|GRMZM2G167767_T01             6 ------	 5-RMLPRLRSS-ATRALRKVF----GLEPAAPPRR-----LPA------PEA---------	 39--FVASERSLLRPLPGLDLPPCLPD-----NL-SRSPTR
GRMZM2G174137|GRMZM2G174137_T01             1 ------	 0--MLLWLTLRCSRSIAPQVC----GLGPAAAARR-----LSA------AEA---------	 34--FAACEGSLLRPLPGLDLPPCLPD-----NL-SRSPTR
GRMZM2G166646|GRMZM2G166646_T01            17 NAQ---	 19-MMNAAIRC-------ASTS----VAQRSSGGFWTWL--TGA------RSN---------	 50-----EIPPPDFTLPGVTIPPPLPD-----HV-EAGKT
LOC_Os01g09560|LOC_Os01g09560.1            17 DGQ---	 19-MLNVAIRC-------ASTS----VAQRSSGGFWTWL--TGA------RSN---------	 50-----ALPPPDFTLPGVTIPPPLPD-----LV-EPGKT
GRMZM2G103725|GRMZM2G103725_T01           448 NNDKKPLHLVKGAFGQFFIAS	 468CVHLGPVV-----LGLASTS----VAKQSSGGLCSWL--LGG------KSS---------	 502-----ELPPLDVPLPGISIPS
GRMZM2G068336|GRMZM2G068336_T01             1 ------	 0--------------------------------------------------M---------	 1-----SMPPHPNPL--------LPA-----AE-EPFHVFV
AT1G51980                                  17 T------	 17-RSLRPARYA-SSSAVAETS-------SSTPAYLSWL--SGG------SRA---------	 51-----ALTSLDMPLQGVSLPPPLAD-----KV-EPSK
Carubv10008921m.g|Carubv10008921m          17 T------	 17-RSLRPARYA-SSSAAAATT-------SSTPGYLSWL--GGG------SSS---------	 51-----TLTSLDMPLQGVSLPPPLAD-----KV-EPSK
Bra014305|Bra014305                        17 S------	 17-RGLGPARYA-SSSAVATS--------SSSQGFLGWL--TGG------SSG---------	 50-----SLTSLDMPLQGVSLPPPLAD-----RV-EPSK
Bra018939|Bra018939                        17 S------	 17-RGLAPARYA-SSSAVATSS----SSSSSSSGFFGWL--TGG------SSS---------	 54-----SLNSLDMPLQGVSLPPPLAD-----HV-EPSK
Bra030405|Bra030405                        17 S------	 17-RSLRPARYA-SSSAVATSS------SSSSPGFFSWL--TGG------SSS---------	 52-----SLNSLDMPLQGVSLPPPLAD-----LV-EPSK
Bra022162|Bra022162                        17 S------	 17-RSFRASRYA-SSTAAAAAT-------ASP-V---------F------SGS---------	 43-----SLPSLSIPLDGVSLPPSLPD-----NV-GPSK
AT3G16480                                  17 N------	 17-HNFRASRYA-SSSAVATSS-------SS----SSWL--SGG------YSS---------	 47-----SLPSMNIPLAGVSLPPPLSD-----HV-EPSK
Carubv10015621m.g|Carubv10015621m          17 T------	 17-RNLPASRYA-SSSAVATGS-------SSSPGLFSWL--TGG------SSG---------	 51-----SLPPMDIPLAGVSLPPPLAD-----HV-APEK
29912.t000079|29912.m005353                17 VC-R---	 19----LPARFA-SSSA-AAV-----Q-SSPSVGIFSWL--FGD------KSK---------	 50-----SL-PLEFPLPGVELPPSLPD-----YV-APGE
Potri.008G193200|Potri.008G193200.1        17 GGRR---	 20----YPTRFA-SSSAAAAL-----Q-SSSSSGLFSWL--TGG------KSK---------	 52-----SLSPLDFPLQGVELPSTLPD-----YV-EPGV
Potri.010G036700|Potri.010G036700.1        14 GCRR---	 17----YPTRFA-SSSA-TAL-----Q-PSSSSGFFSWL--TGE------KSK---------	 48-----SVPPLDFPLVGVELPSTLPD-----YV-EPGV
LOC_Os05g44916|LOC_Os05g44916.1            13 ------	 12-----ASRFA-STSVV----------KQSSGGLLGWF--LGG------NSS---------	 39-----QLPPLDVPLPGVIISPPLPD-----FV-EPSKT
GRMZM2G005036|GRMZM2G005036_T01            17 -------	 16-----ASRLA-STSVA----------KQSSGGLFSWL--LGG------KSS---------	 43-----ELPPLDVPLPGISIPSPLPD-----FV-EPSK
LOC_Os01g53700|LOC_Os01g53700.1            17 -------	 16-----YSRFA-STSVV----------KQSSGGLFSWL--LGE------KSS---------	 43-----QLPPLDVPLPGITLPPPLPD-----FV-EPSK
Potri.001G191100|Potri.001G191100.1        17 GNLG---	 20-----TTRYA-TSTAVAS--------RPSSPGFFSWL--TGE------QAS---------	 49-----SFPPLEVPLAGVAFPPSLPD-----YV-QPGK
PGSC0003DMG400000289|PGSC0003DMT40000078   17 GNRV---	 20-----LTRFS-SSAAVAT---------KPSGGLFSWI--TGD------TSS---------	 48-----SVTPLDFPLNDVKLSPPLPD-----YV-EPAK
Cucsa.116810|Cucsa.116810.1                17 NNG----	 19-----VCRFA-SSSAVASK-------QKSSGGLFGWL--LGD------RS----------	 48-----ALPPLDFPLSDVTLPPPLPD-----YV-EPGK
Cucsa.021700|Cucsa.021700.1                17 ANLG---	 20-----ASRFA-TSSAVAA--------RPTSGGFFSWL--TGE------RSS---------	 49-----SLPPMEIPLSGITLPPPLPD-----QV-ETSK
Glyma13g43000|Glyma13g43000.1              17 RTL----	 19---------------------------GASRGLFRWL--TGE------SSN---------	 35-----PLPPLDTPLRGVSLPPSLPD-----FV-EPSN
Glyma15g02390|Glyma15g02390.1              17 RTL----	 19---------------------------GASRGLFNWL--TGE------SSN---------	 35-----PLPPLDTPLRGVSLPPSLPD-----YV-EPSK
Medtr8g014660|Medtr8g014660.1              19 GNLG---	 22-----ATRFA-TSSAIAA--------KVSSGGLFSWL--TGE------RSS---------	 51-----SLPPLDTPISSFVLPDTLPD-----YI-EPSK
Glyma07g01720|Glyma07g01720.1              18 GNLG---	 21-----STRFS-TSAAVAA--------RTSSGGLFSWL--TGE------RSS---------	 50-----ALPPLDMPLGGVALPDSLPD-----YV-EQSK
Glyma08g21380|Glyma08g21380.1              18 GNLG---	 21-----SIRFS-TSAAVAA--------RTSSGGLFSWL--TGE------RSS---------	 50-----ALPPLDIPLGGVALPDSLPD-----FV-EQSK
30146.t000067|30146.m003490                17 GNLG---	 20-----ATRYA-TSSAVTA--------RTSSPGFFSWL--TGE------KSS---------	 49-----SLPPLSSPLADVSLPPPLPD-----YV-EPSK
Medtr8g102230|Medtr8g102230.1              17 CN-----	 18-RVPATTRFA-SSSSVSPKQ----S-SSALGGLFGWL--TGS------STP---------	 54-----SAPPLDFPLPGVTLPAPLPD-----HV-APGK
Glyma05g36040|Glyma05g36040.1              17 CSSSS--	 21-RVPASARFA-SSVA-TQQS----S-SSGLGGLFGWL--TGD------RTS---------	 56-----SLPSLGFPLPGVTLPPPLPD-----YV-APGK
Glyma08g03580|Glyma08g03580.1              17 CSS-S--	 20-RIPASARFS-SSVA-TQQ-----S-SSGLGGLFGWL--TGD------RSS---------	 54-----SLPSLDFPLPGVTLPPSLPD-----FV-APGK
Glyma14g13370|Glyma14g13370.1               1 ------	 0------------------------------------------------------------	 0----------------------------------------
Eucgr.F03085|Eucgr.F03085.1                17 GSVG---	 20-----TCRYA-TSSAVAS------S--STSSGLFSWL--TGE------TSS---------	 49-----TLPRLEIPLAGISSPDTLPD-----YV-EPSK
Eucgr.C03704|Eucgr.C03704.1                17 CNKQ---	 20-----LVRSA-SASTVAT------K-SSSSGGILSWL--TGG------SSS---------	 50-----ASVPLEYPLSGVDLPPPLPD-----YV-EPSK
GSVIVG01015273001|GSVIVT01015273001        17 GSRA---	 20-----LIRFA-SSSAVAT------S-SSSSGGLFSWL--IGD------KSK---------	 50-----TLPPLDFPLPNVALPPALPD-----YV-EPSK
GSVIVG01016955001|GSVIVT01016955001        17 GNWR---	 20-----AARFA-SSSAVTV------R-SSSSPSLFSWL--TGE------KSS---------	 50-----SLSPLNLPLAGVSLPPPLPD-----YV-EPSK



420946|420946                               1 --------------------	 0------------------------------------------------------------	 0--------------------------
440930|440930                             151 -------------------------	 150--PRLLPTEHLVVLLDEDQEHDAMLLGEQFLSDTFPS---IQRGAAGDYHIYAKLEKSME	 205---TETNGDRRWKTILL
GRMZM2G083984|GRMZM2G083984_T01             1 --------------------	 0-----MP--TILVSVDL----------------------ECSRCRAKIEKVLNRIQESQP	 31---LSRYKPGDW--IEGIGGAKAGH
28753.t000003|28753.m000078                24 TTLKNGLKVIVQE-------	 36-DHR-APVVVSQVWYRAGSLD---------EVNGKTG----------VAHVLEHMMFKGT	 75QKVPAGQ---FSRQVAAAGG----
CMQ089C|CMQ089CT                          294 SEY----------QLDANGLRVLLRR-------	 309-DAA-APVATVMITYLVGSRN---------EAAGITG----------STHLLEHLMFKGS	 348RHYNKETGR
Esi0011_0084                               59 QAKLGNGVRVATEA-------	 72-GGG--PVAALTVSVDLGSRY---------ESPENNG----------VCSVIGASAFTG-	 109----------SEPAIAAMGG--
34269.t000001|34269.m000014                 6 TRLKSGLTVVTQT-------	 18-MPH-LESAALGVWIKSGSRN---------ETEDEHG----------IAHLLEHMAFKGT	 57AR-RS--ARDIAEEIEDVGG----
GRMZM2G007715|GRMZM2G007715_T01           180 ----------------------------	 179--------AGGAFWILLGQVQMQVQVQEAERSQGLPGDAEAGKGGQDDAHSDVVLKAKSM	 231AD-KVEWANKTKVV
GRMZM2G118074|GRMZM2G118074_T01            46 -ASTS-----TTKS-------	 53-SAS--SRATTAPLISVSMVQ-------AYKEKVYPKNKVCLVH--ANPH-LLPLLPSQP	 100DD-KYEFADFSVCVF-------
GRMZM2G324991|GRMZM2G324991_T03            28 -KGYNRTFNLVVIV-------	 40-NMF--VLCISKLFLLVSMVQ-------AYKEKVYPKNKVCLVH--ANPH-LLPLLPSQP	 87DD-KYEFADFSVCVF--------
gi|17553678|ref|NP_498202.1|               40 VTTLKNGFRVVTED-------	 53-NGS--ATATVGVWIETGSRF---------ENEKNNG----------VAHFLERLIHKGT	 91GK-RA--SAALESELNAIGA---
gi|71999683|ref|NP_501576.2|               33 TTLPNGFRVATEN-------	 45-TGG--STATIGVFIDAGSRY---------ENEKNNG----------TAHFLEHMAFKGT	 83PR-RT--RMGLELEVENIGA----
gi|46593007|ref|NP_003356.2|               50 VSLLDNGLRVASEQ-------	 63-SSQ--PTCTVGVWIDVGSRF---------ETEKNNG----------AGYFLEHLAFKGT	 101KN-RP--GSALEKEVESMGA--
gi|94538354|ref|NP_004270.2|               60 VTCLESGLRVASED-------	 73-SGL--STCTVGLWIDAGSRY---------ENEKNNG----------TAHFLEHMAFKGT	 111KK-RS--QLDLELEIENMGA--
CMM104C|CMM104CT                           95 HVTTLTNGMRVATER-------	 109-LDT--PTVTVGLWLDTGTRF---------EPAAVNG----------AAHFLEHIIFKGT	 147QR-RT--QQQLEMEVEDMGA
gi|111226358|ref|XP_001134518.1|           38 TTLSNGIRVATEQ-------	 50-TYG--EVASVGVWVDSGSVY---------ETDKNNG----------VAHFLEHMIFKGT	 88AK-RPT-PQSIETEIENMGG----
Esi0098_0070                               86 QVTTLPNGLRVASET-------	 100-SHG--ATASVGVWIDAGSRY---------ETLENNG----------VAHFLEHVAFKGT	 138RK-RT--QTQLETEIEDMGA
gi|85119638|ref|XP_965680.1|               42 TTTLKNGLTVASQY-------	 55-SPY-AQTSTVGMWIDAGSRA---------ETDETNG----------TAHFLEHLAFKGT	 94TK-RT--QQQLELEIENMGA---
GRMZM5G827505|GRMZM5G827505_T01            63 VSTLPSGLRVVTQA-------	 76-YPVATRIASVGVWVDAGSRF---------ELPGTNG----------TAHFLEHMAFKGT	 116RR-RPN-AQVLEVEIEDMGA--
LOC_Os01g51390|LOC_Os01g51390.1            58 VSTLPTGLRIVTQA-------	 71-YPAATRMASVGVWVDAGSRF---------ELPGTNG----------TAHFLEHMAFKGT	 111TR-RPT-ANALEVEIENMGA--
Cre12.g523850|Cre12.g523850.t1.2           60 RITTLPNGLRVATEA-------	 74-IPF-AETTTLGIWINSGSRF---------ETDANNG----------VAHFLEHILFKGT	 113KN-RS--VKELEVEVENMGG-
Vocar20014031m.g|Vocar20014031m            61 RITTLPNGLRVATES-------	 75-IPF-AETTTLGIWINSGSRF---------ENDANNG----------VAHFLEHILFKGT	 114KK-RT--VKDLEVEVENMGG-
Carubv10000696m.g|Carubv10000696m          96 RITTLPNGLRVATES-------	 110-NLS-AKTATIGVWIDAGSRF---------ESDSTNG----------TAHFLEHMLFKGT	 149ER-RS--RTELEEEIENIGG
AT3G02090                                  98 RVTTLPNGLRVATES-------	 112-NLS-AKTATVGVWIDAGSRF---------ESDETNG----------TAHFLEHMIFKGT	 151DR-RT--VRALEEEIEDIGG
Carubv10013366m.g|Carubv10013366m          98 RVTTLPNGLRVATES-------	 112-NLS-AKTATVGVWIDAGSRF---------ESDETNG----------TAHFLEHMIFKGT	 151GK-RT--VRALEEEIEDIGG
Bra021477|Bra021477                        94 RVTTLPNGLRVATES-------	 108-NLS-AKTATVGVWIDAGSRF---------ESDETNG----------TAHFLEHMIFKGT	 147ER-RT--VRALEEEIEDIGG
Bra039151|Bra039151                        96 RVTTLPNGLRVATES-------	 110-NLS-AKTATVGVWIDAGSRF---------ESDETNG----------TAHFLEHMIFKGT	 149ER-RT--VRALEEEIEDIGG
146300|146300                              60 ITTLSNGLRVATES-------	 73-NMA-AETATVGVWIDAGSRF---------ETDATNG----------TAHFLEHMIFKGT	 112KK-RS--MQKLEEEIENMGG--
LOC_Os03g11410|LOC_Os03g11410.1           100 RVTTLPNGLRVATES-------	 114-SLA-SRTATVGVWIDAGSRY---------ETEDSAG----------VAHFVEHMLFKGT	 153GD-RN--AAQLEEEIENIGG
GRMZM2G091563|GRMZM2G091563_T01            97 RVTTLPNGLRIATES-------	 111-SLA-ARTATVGVWIDAGSRY---------ENEEAVG----------VAHFVEHMLFKGT	 150GK-RS--AAQLELEIEDMGG
GRMZM2G100511|GRMZM2G100511_T01            97 RVTTLPNGLRVATES-------	 111-SLA-ARTATVGVWIDAGSRY---------ENEEAAG----------VAHFVEHMLFKGT	 150GK-RS--AAQLEQEIEDMGG
Phpat.016G072700|Phpat.016G072700.1        63 RVTTLANGMRVASET-------	 77-NMA-AETATVGVWIDAGSRF---------ESAETNG----------TAHFLEHMFFKGT	 116EN-RS--IRQLEEEIENMGG-
PGSC0003DMG400028380|PGSC0003DMT40007295  100 KVTTLPNGLRVATES-------	 114-NLS-SQTATVGVWIDAGSRF---------ETEENNG----------VAHFLEHMIFKGT	 153EK-RP--IRALEEEIENMGG
GSVIVG01012193001|GSVIVT01012193001         1 --------------------	 0------------------------------------------------------MVFKGT	 6EK-RP--ARVLVEEIGSMGG-----H
Cucsa.081570|Cucsa.081570.1                95 RVTTLSNGLRVATES-------	 109-NLT-ARTATVGVWIDAGSRF---------ETEETNG----------TAHFLEHMIFKGT	 148EK-RS--ARQLEEEIENMGG
29630.t000033|29630.m000808                95 KITTLSNGLRVATES-------	 109-NLA-VQTATVGVWIDAGSRF---------ESDETNG----------TAHFLEHMIFKGT	 148EK-RN--ARDIEEEIENMGG
PGSC0003DMG400001355|PGSC0003DMT40000343   96 RVTTLPSGLRVATET-------	 110-NLA-VKTATVGVFIDAGSRF---------ETDETNG----------TAHFLEHMIFKGT	 149EK-RT--SWEMEEEIENMGG
Potri.004G118900|Potri.004G118900.1        93 RITTLPNGLRVATES-------	 107-NLA-SKTATVGVWIDAGSRF---------ESDETNG----------TAHFLEHMIFKGT	 146EK-RG--VRELEEEIENMGG
Potri.017G092400|Potri.017G092400.1        94 RITTLPNGLRVATES-------	 108-NLA-AKTATVGVWIDAGSRF---------ESDETNG----------TAHFLEHMIFKGT	 147EK-RG--VRELEEEIENMGG
Glyma16g10360|Glyma16g10360.1              90 RVTTLPNGLRVATES-------	 104-SLA-SQTATVGVWIDAGSRF---------ETEETNG----------TAHFLEHMIFKGT	 143AK-RT--VRELEEEIENMGG
Glyma08g46020|Glyma08g46020.1              95 RVTTLPNGLRIATES-------	 109-TLS-ARTATVGVWIDAGSRF---------ETEETNG----------TAHFLEHMIFKGT	 148ER-RN--ARELEEEIENMGG
Glyma18g31550|Glyma18g31550.3              94 RVTTLPNGLRIATES-------	 108-TLS-ARTATVGVWIDAGSRF---------ETEETNG----------TAHFLEHMIFKGT	 147ER-RN--ARELEEEIENMGG
Eucgr.H00078|Eucgr.H00078.1               104 RVTTLSNGLRIATES-------	 118-SLA-ARTATVGVWIDAGSRF---------ETDDTNG----------TAHFLEHMIFKGT	 157EK-RT--ARQLEEEIENMGG
GSVIVG01011510001|GSVIVT01011510001         1 --------------------	 0------------------------------------------------------------	 0--------------------------
gi|111226878|ref|XP_001134603.1|          142 FKAEISTLPNGIRVVSKQ-------	 159-THE--GVCAIGLYINAGTKY---------ESPQDRG----------VFNLLEKMTFKET	 197KN-NSTSEIIKE--LEE
gi|66803202|ref|XP_635444.1|               25 TTLSNGLKVVSLVG------	 38GYTG--PAVSLGLYIKTGSRN---------ETQETAG----------LNQVLKGLAFESN	 77TN-KLGIEVQRD--IEVSGS----
Vocar20001314m.g|Vocar20001314m            40 TVLDNGVRIISEA-------	 52-SPG--PTASLGMYVNSGSIY---------ETAENSG----------CSALLECLGFKAT	 90LH-RPTLRIMKE--VEKFGN----
Esi0268_0010                              135 PETLTTTLPNGLRVASQE-------	 152-TYG--ALCTFGIVVNAGSRL---------ETDLNTG----------TCHLLELMAFKST	 190AT-RSHQQVVSE--FEE
CMK260C|CMK260CT                           90 CRVSFLDNGVRVVTPVNASPKAH	 112SAND--LVTSFGVYFNAGSRY---------EDLFTAG----------STHALETLAFRSA	 151TLERSRFRLAQD--IERTG
gi|85109350|ref|XP_962874.1|               54 ITTLSNGVRVASED-------	 67-LPD--AFSGVGVYIDAGSRY---------ENDYVRG----------ASHIMDRLAFKST	 105ST-RTADEMLET--VEKLGG--
gi|24308013|ref|NP_055975                  67 TKVTTLDNGLRVASQN-------	 82-KFG--QFCTVGILINSGSRY---------EAKYLSG----------IAHFLEKLAFSST	 120ARFDSKDEILLT--LEKHGG
gi|453222763|ref|NP_490888.2|              57 RVTRLPNGLKVCTED-------	 71-TYG--DFVTVGVAIESGCRY---------ENGFPFG----------ISRIVEKLAYNSS	 109ESFSSRDEVFAK--LEENSG-
gi|50592988|ref|NP_003357.2|               40 FTKLPNGLVIASLE-------	 53-NYS--PVSRIGLFIKAGSRY---------EDFSNLG----------TTHLLRLTSSLTT	 91KG-ASSFKITRG--IEAVGG---
Esi0111_0016                               55 VSTLSNGAKVITRE-------	 68-SGQ--LGATVGVVVGSGSRD---------ESASQSG----------ASLHLEGMAYKLT	 106EA-RSSIRLMRQADVENVGG--
Cre12.g509750|Cre12.g509750.t1.2           76 QTSSLRSGVKVASIN-------	 90-TVS--PISSLVLFVEGGAAA---------ETPATAG----------ASKVLEVAAFKAT	 128AN-RSTFRLTRE--LEKIGA-
Vocar20001024m.g|Vocar20001024m            74 QTSSLSSGVKVATIE-------	 88-TVS--PVSSLVLFVEGGSSA---------ETPSTAG----------ASKVLEIAAFKAT	 126TN-RSTFRLTRE--LEKIGA-
Cre17.g722800|Cre17.g722800.t1.2           84 EVTVLENGVRIISEA-------	 98-SPG--PTASLGMYINSGSIY---------ENASNSG----------CSALLECLGFKAT	 136QH-RNTL--RIMKEVEKFGN-
GSVIVG01021441001|GSVIVT01021441001         1 --------------------	 0------------------------------------------------------MLFSAQ	 6NA-HRDL-TKLLQ--DSLGG-----Q
448827|448827                              86 KITKLANGLTVASEN-------	 100-TMG--PTATIGVYVDSGSSH---------ETPFNSG----------VSHILERMAFKST	 138RN-RTHL--RLVREAEAIGG
Phpat.011G047500|Phpat.011G047500.1        87 TKMTKLKNGVRIASEN-------	 102-SHS--PISTVGVYIDSGSVH---------ESPNVAG----------VSHLLERMAFKST	 140SN-RSHF--RLVRDVEAIG
183257|183257                              79 QISSLNNGVRIASEQ-------	 93-IAG--PTATLGIYVDSGSIH---------EDASNSG----------ATHLLERMAFKST	 131HN-RSHF--RLTREVEAIGG-
Phpat.004G049300|Phpat.004G049300.1        86 KVTTLANGLRIASEN-------	 100-VPG--PTATVAIHIDSGSKN---------ETPFCTG----------ASHLLERMAFKST	 138VN-RSHF--RLIREVEAIGA
Phpat.003G045700|Phpat.003G045700.1        86 NVTTLTNGVRIASQN-------	 100-IAG--PTSTIGIYVDSGSKN---------ETPYCTG----------SSHLLERMAFKST	 138AN-RSHF--RLVREVEAIGG
Phpat.013G074200|Phpat.013G074200.1        86 KVTTLANGVKIASEM-------	 100-IAG--PTSTIGIFIDSGSKN---------ETPYCTG----------ASHLLERMAFKST	 138AN-RSHF--RLVREVEAIGG
LOC_Os01g73550|LOC_Os01g73550.1            66 VTTLPNGVRVASED-------	 79-LPG--PSACVGVFVDSGSVY---------ETAETAG----------VSHLLERLSFKDT	 117AH-RSHL--QIVQDVEATGG--
GRMZM2G167767|GRMZM2G167767_T01            71 VTTLPNGLRVATED-------	 84-IPG--PSACIGFFVNSGSVY---------ESGETTG----------VSYLLERMGFKDT	 122KH-RSHL--SIVSELELAGA--
GRMZM2G174137|GRMZM2G174137_T01            66 ITTLPNGLRVATED-------	 79-VPG--PSACIGFFVDSGSIY---------ESGETTG----------VSHLLERMAFKDT	 117KH-RSHL--NIVSELELAGG--
GRMZM2G166646|GRMZM2G166646_T01            78 RVTTLPNGVKIASET-------	 92-SAG--SSCSVGVYVDCGSVY---------EAPETTG----------ASQLLKTMAFTTT	 130AN-RSEL--RVVREIEAIGG-
LOC_Os01g09560|LOC_Os01g09560.1            78 KITTLANGVKIASET-------	 92-TPG--PSCSVGVYVNCGSVH---------EAPETLG----------ATQLLKKMAYTTT	 130TN-RSHL--RVVREIEAVGG-
GRMZM2G103725|GRMZM2G103725_T01           519 PLPD-----FV-EPSKTKVTTLPNGVKIASET-------	 544-SSS--PAASVGLYIDCGSIC---------ETPASSG----------VSHLLERMAFKST	 582VN-
GRMZM2G068336|GRMZM2G068336_T01            23 GYDP----------------	 26------REHELAVFVDYDFLY---------L-----------------------------	 42---------VDLADLLAIAG----
AT1G51980                                  78 LQITTLPNGLKIASET-------	 93-TPN--PAASIGLYVDCGSIY---------EAPYFHG----------ATHLLERMAFKST	 131LN-RTHF--RLVREIEAIGG
Carubv10008921m.g|Carubv10008921m          78 LKVTTLPNGLKIASEM-------	 93-SPN--PAASIGLYVDCGSIY---------EAPYFHG----------ATHLLERMAFKST	 131LN-RTHF--RLVREIEAIGG
Bra014305|Bra014305                        77 LKITTLPNGLKIASEM-------	 92-SPN--PAASVGLYVDCGSIY---------EAPYFHG----------ATHLLERMAFKST	 130TN-RSHL--RLVREIEAIGG
Bra018939|Bra018939                        81 LKITTLPNGLKIASEM-------	 96-SPN--PVASIGLYVDCGSIY---------EAPYFHG----------ATHLLERMAFKST	 134TN-RSHL--RLVREIEAIGG
Bra030405|Bra030405                        79 LKITTLPNGLKIASEM-------	 94-SPN--PAASIGLYVDCGSIY---------EAPYFHG----------ATHLLERMAFKST	 132RN-RSHL--RLVREIEAIGG
Bra022162|Bra022162                        70 LQTTTLPNGLIIASEM-------	 85-SPN--PAASVGLYVDCGSIY---------ETPYSRG----------ATHLLERMAFKST	 123LN-RSHI--RLVREIESMGA
AT3G16480                                  74 LKTTTLPNGLTIATEM-------	 89-SPN--PAASIGLYVDCGSIY---------ETPQFRG----------ATHLLERMAFKST	 127LN-RSHF--RLVREIEAIGG
Carubv10015621m.g|Carubv10015621m          78 LKITTLSNGLKIATEM-------	 93-SSN--PAASIGLYVDCGSIY---------EMPYCRG----------ATHLLERMAFKST	 131LN-RSHF--RLVREIEAMGG
29912.t000079|29912.m005353                76 TKITTLSNGMKIASQT-------	 91-SPN--PAASIGLYVNCGSIY---------ESPATFG----------TTHLLEQMAFKST	 129RN-RSHL--RVVREVEAIGG
Potri.008G193200|Potri.008G193200.1        79 TKITTLGNGLRIASET-------	 94-SPS--PVASIGLYVDCGSVY---------ESPATFG----------ATHLLERMAFKST	 132RN-RSHL--RVVREVEAIGG
Potri.010G036700|Potri.010G036700.1        75 TKITTLGNGLRIASET-------	 90-SPN--PAASIGLYVDCGSIY---------ESPATFG----------ATHVLERMAFKST	 128RN-RSHL--RVVREVEAIGG
LOC_Os05g44916|LOC_Os05g44916.1            67 KITTLPNGIKIASET-------	 81-SPI--PAVSVGLYIDCGSVY---------ETSSSSG----------TSHLLERMAFKST	 119TN-RSHL--RLVREVEAIGG-
GRMZM2G005036|GRMZM2G005036_T01            70 TKVTTLPNGVKIASET-------	 85-SSS--PAASVGLYIDCGSIY---------ETPASSG----------VSHLLERMAFKST	 123VN-RTHL--RLVREVEAIGG
LOC_Os01g53700|LOC_Os01g53700.1            70 TKVTTLPNGIKIASET-------	 85-SVS--PAASVGLYIDCGSIY---------ETPASSG----------ASHLLERMAFKST	 123TN-RSHL--RLVREVEAIGG
Potri.001G191100|Potri.001G191100.1        76 VESKVLENGLMIVSEA-------	 91-SSN--PAASVGLYLDCGSVY---------ETPISCG----------ATHLLERMAFKST	 129RN-RSHL--RIVREVEAIGG
PGSC0003DMG400000289|PGSC0003DMT40000078   75 TQITTLANGLKVASEA-------	 90-SVN--PAASIGLYVDCGSIY---------ETPASYG----------ATHLLERMAFKST	 128LN-RSHL--RIVREIEAIGG
Cucsa.116810|Cucsa.116810.1                75 TKITSLPNGVKVASET-------	 90-SPD--PVASIGLYVDCGSSY---------ETPETFG----------STHLLERMAFKTT	 128SN-RSHL--RVVREVEAIGG
Cucsa.021700|Cucsa.021700.1                76 TKITTLPNGVRIASET-------	 91-SSN--PAASIGIYLDCGSIY---------ETPLSSG----------ASHLLERLAFKST	 129TN-RSHL--RIVREVEAIGG
Glyma13g43000|Glyma13g43000.1              62 TKITTLPNGLKIASET-------	 77-SPN--PAASIGLYLDCGSLY---------ETPLSSG----------ASLLLEKMSFKST	 115AN-RSHF--RVVREVEAIGG
Glyma15g02390|Glyma15g02390.1              62 TKITTLPNGLKIASET-------	 77-SPN--PAASIGLYVDCGSLY---------ETPLSSG----------ASHLLEKMSFKST	 115AN-RSHF--RVVREVEAVGG
Medtr8g014660|Medtr8g014660.1              78 TKITTLSNGLKIASET-------	 93-SSN--PAASIGLYLDCGSIY---------ETPLTSG----------ASHLLERMAFKST	 131VN-RSHF--RIVREIEAIGG
Glyma07g01720|Glyma07g01720.1              77 TKITTLPNGLKIASET-------	 92-SPN--PAASIGLYLDCGSIY---------ETPLSSG----------VSHLLERMAFKST	 130TN-RSHF--RIVREVEAIGG
Glyma08g21380|Glyma08g21380.1              77 TKITTLSNGLKIASET-------	 92-SPN--PAASIGLYLDCGSIY---------ETPFSSG----------ASHLLERMAFKST	 130TN-RSHF--RIVREVEAIGG
30146.t000067|30146.m003490                76 VKSKTLENGVRIVSEA-------	 91-TPS--PAASIGLYIDCGSIY---------ETPMSCG----------ATHLLERMAFKST	 129RN-RSHL--RIVREVEAIGG
Medtr8g102230|Medtr8g102230.1              81 TIITTLPNGVKVASET-------	 96-SPS--PAASIGLYVDCGSIY---------ETPLTFG----------ATHLLERMAFKTT	 134VN-RSHF--RVVREVEAIGG
Glyma05g36040|Glyma05g36040.1              83 TIITTLPNGLKVASET-------	 98-SPS--PTASIGLYVDCGSIY---------ESPISFG----------ATHLLERMAFKTT	 136RN-RSHF--RVVREVEAIGG
Glyma08g03580|Glyma08g03580.1              81 TIITTLPNGLKVASET-------	 96-SPT--PTASVGLYVDCGSIY---------ETPISFG----------ATHLLERMAFKTT	 134RN-RSHF--RVVREVEAIGG
Glyma14g13370|Glyma14g13370.1               1 --------------------	 0------------------------------------------------------------	 0--------------------------
Eucgr.F03085|Eucgr.F03085.1                76 TRITTLPNGVKIASET-------	 91-STN--PAASIGLYIDSGSVY---------ETPVTCG----------ATHLLERMAFKST	 129RN-RSHL--RVIREVEAVGG
Eucgr.C03704|Eucgr.C03704.1                77 IKISTLPNGVKIATET-------	 92-STN--PAASIGLYVDCGSIY---------ETPISSG----------VTHLLERMAFKST	 130KN-RSHL--RLVREVEAIGG
GSVIVG01015273001|GSVIVT01015273001        77 VKITTISNGVKIASET-------	 92-SAN--PAASIGLYVDCGSIY---------ETPISFG----------ATHLLERMAFKST	 130IN-RSYL--RVIREVEAIGG
GSVIVG01016955001|GSVIVT01016955001        77 TKITTLSNGVKIASET-------	 92-SPN--PAASIGFYVDCGSIY---------ETPLSFG----------ATHLLERMAFKST	 130TN-RSHL--RVVREVEAIGG



420946|420946                               1 ----------------------------------	 0------------------------------------------------------------	 0------------
440930|440930                             220 VDS--EGITVPFV----LWNDQVPIATLLSDGSM----LALER	 252PFVNCDTMEIS--LESGTCTRIYCVPPCLQLEQEVTVASDHETCLGSEVLIPRNPHG---	 30
GRMZM2G083984|GRMZM2G083984_T01            52 FVLP--------EVTTLLL----------------	 62------------------------VGPRGNSKSNGTMF-------LREYPIPRNSSALQN	 91IKSEIADVS
28753.t000003|28753.m000078                93 -KENAF----TSKDYTCYFQQLEKSRL----PL--S	 117FKLEADRMANLQITDT-------------EFAKEIEVV-------KEERRWRT-------	 150------
CMQ089C|CMQ089CT                          358 PIWTVLQNIGA-----NVNAS----TWFDRTNYYAVLPSEFI----EE--A	 393IAIEADRMRHALLREE-------------DLLAEKTVV-------RNEYERG---
Esi0011_0084                              120 ---HFTQT----VDREVMTYSATVAEADV----PK--A	 144MAVLADAVKATSLSAE-------------SLQASKGAV-------LDDIEAAR-------	 177----
34269.t000001|34269.m000014                75 -EVNAA----TSTETTSYYARVLKDHV----PL--A	 99IDILADILTESAFEED-------------ELEREKQVI-------LQEINAAN-------	 132------D
GRMZM2G007715|GRMZM2G007715_T01           245 IQSKGGSFKGPSIEGG----SMRQINSDGAL---------------	 271--VNMDYGLDPTIG---------------------KAI-------IQAAEEVA-------
GRMZM2G118074|GRMZM2G118074_T01           115 --PHIQVE----EDEEPKEGYLE---------------	 131--LNMDYGLDPTIG---------------------KAI-------IQAAEEVA-------	 154----
GRMZM2G324991|GRMZM2G324991_T03           102 -PHIQVE----EDEEPKEGYLE---------------	 118--VNMDYGLDPTIG---------------------KAI-------IQAAEEVA-------	 141-----
gi|17553678|ref|NP_498202.1|              109 --KLNSF----TERDQTAVFVQAGAQDV----EK--V	 133VDILADVLRNSKLEAS-------------TIDTERVNL-------LKELEASD-------	 166-----
gi|71999683|ref|NP_501576.2|              101 -HLNAY----TSRESTTYYAKCFTEKL----DQ--S	 125VDILSDILLNSSLATK-------------DIEAERGVI-------IREMEEVA-------	 158------
gi|46593007|ref|NP_003356.2|              119 ---HLNAY----STREHTAYYIKALSKDL----PK--A	 143VELLGDIVQNCSLEDS-------------QIEKERDVI-------LREMQEND-------	 176----
gi|94538354|ref|NP_004270.2|              129 ---HLNAY----TSREQTVYYAKAFSKDL----PR--A	 153VEILADIIQNSTLGEA-------------EIERERGVI-------LREMQEVE-------	 186----
CMM104C|CMM104CT                          165 -----QLNAY----TSREQTVYFARCLSDVL----PQ--S	 189VDLLADIIQNSRLDAA-------------AVEREKDVI-------LREMEDIE-------	 222--
gi|111226358|ref|XP_001134518.1|          107 -SLNAF----TSREHSAYYMKVLKDNV----PN--A	 131VDILSDILQNSKFETS-------------LIEQERDTI-------LSENDYIQ-------	 164------
Esi0098_0070                              156 -----HLNAY----TSREQTVYYAKVFKEDL----GR--G	 180LEILSDILMNSLIDEG-------------AVHRERDVI-------LREMEEVN-------	 213--
gi|85119638|ref|XP_965680.1|              112 --HLNAY----TSRENTVYFAKALNEDV----PK--C	 136VDILQDILQNSKLEES-------------AIERERDVI-------LRESEEVE-------	 169-----
GRMZM5G827505|GRMZM5G827505_T01           135 ---RLNAY----TSREQTTFFADVQARHV----PA--A	 159LDVLSDILQHPRFPER-------------AIQRERGVI-------LREMEEVQ-------	 192----
LOC_Os01g51390|LOC_Os01g51390.1           130 ---RLNAY----TSREQTTYFADVQGRDV----PI--A	 154LDVLSDILQYPCFPAN-------------ALQRERGVI-------LREMEEVQ-------	 187----
Cre12.g523850|Cre12.g523850.t1.2          131 ----QLNAY----TGREQTCYYAKVMGKDV----GK--A	 155VNILSDILLNSNLDAR-------------AIDKERDVI-------LREMEEVN-------	 188---
Vocar20014031m.g|Vocar20014031m           132 ----QLNAY----TGREQTCYYAKVMAKDV----GK--A	 156VDILSDILLNSNLDAR-------------AIDRERDVI-------LREMEEVN-------	 189---
Carubv10000696m.g|Carubv10000696m         167 -----QLNAY----TTREHITFYAKVLDTNV----NQ--A	 191LDILADMLQNSEFNKE-------------RINQERQVI-------LREMQEVE-------	 224--
AT3G02090                                 169 -----HLNAY----TSREQTTYYAKVLDSNV----NQ--A	 193LDVLADILQNSKFEEQ-------------RINRERDVI-------LREMQEVE-------	 226--
Carubv10013366m.g|Carubv10013366m         169 -----HLNAY----TSREQTTYYAKVMDSNV----NQ--A	 193LDVLADILQNSKFEED-------------RINRERDVI-------LREMQEVE-------	 226--
Bra021477|Bra021477                       165 -----HLNAY----TSREQTTYYAKVMESDV----NQ--A	 189LDVLADILQNSKFEEQ-------------RINRERDVI-------LREMQEVE-------	 222--
Bra039151|Bra039151                       167 -----HLNAY----TSREQTTYYAKVMDSDV----NQ--A	 191LDVLADILQNSKFEEQ-------------RINRERDVI-------LREMQEVE-------	 224--
146300|146300                             130 ---HLNAY----TSREQTTYYAKVLKKDV----PV--A	 154VDILADILQNSNFDED-------------RIARERNVI-------LREMKEVE-------	 187----
LOC_Os03g11410|LOC_Os03g11410.1           171 -----HLNAY----TSREQTTYYAKVLDKDV----PR--A	 195LNILADILQHSKLEES-------------RIERERDVI-------LREMEEVE-------	 228--
GRMZM2G091563|GRMZM2G091563_T01           168 -----HLNAY----TSREQTTYYAKVLDKDV----PR--A	 192MEVLSDILQNSNLDQA-------------RIEREREVI-------LREMGEVE-------	 225--
GRMZM2G100511|GRMZM2G100511_T01           168 -----HLNAY----TSREQTTYYAKVLDKDV----PR--A	 192MEVLADILQNSNLDQA-------------RIEREREVI-------LREMEEVE-------	 225--
Phpat.016G072700|Phpat.016G072700.1       134 ----HLNAY----TSREQTTYYAKVLKKNV----NN--A	 158VEILSDILQNSTFDEG-------------RINRERDVI-------LREMEEVE-------	 191---
PGSC0003DMG400028380|PGSC0003DMT40007295  171 -----HLNAY----TSREQTTYFAKVLGSDV----PK--A	 195VDILGDILQNSLLEED-------------KIIRERSVI-------LREMEEVE-------	 228--
GSVIVG01012193001|GSVIVT01012193001        25 LSAC----TSREHTAYCAEVMDENV----PK--A	 48LDLLSDMLQHSCFRED-------------QMERERDLI-------LQQIKEVQ-------	 81------G---
Cucsa.081570|Cucsa.081570.1               166 -----HLNAY----TSREQTTYYAKVLDKDV----PK--A	 190LDILADILQNSKFDEH-------------RISRERDVI-------LREMEEVE-------	 223--
29630.t000033|29630.m000808               166 -----HLNAY----TSREQTTYYAKVMDKDV----NK--A	 190LDILADILQNSKFDEN-------------RIRRERDVI-------LREMEEVE-------	 223--
PGSC0003DMG400001355|PGSC0003DMT40000343  167 -----HLNAY----TSREQTAYYAKVLDNDV----PV--A	 191LDILADILQNSKFEER-------------KIERERDVI-------LREMEEVE-------	 224--
Potri.004G118900|Potri.004G118900.1       164 -----HLNAY----TSREQTTYYAKVMDKDV----NK--A	 188LDILADILQNSTFDEE-------------RMSRERDVI-------TMEMKEVE-------	 221--
Potri.017G092400|Potri.017G092400.1       165 -----HLNAY----TSREQTTYYAKVMDKDV----NK--A	 189LDILADILQNSTFDEG-------------RISRERDVI-------TLEMKEVE-------	 222--
Glyma16g10360|Glyma16g10360.1             161 -----HLNAY----TSREQTTYYAKVTEKDV----PK--A	 185LDILADILQNSKFDEK-------------RISRERDVI-------LREMEEVE-------	 218--
Glyma08g46020|Glyma08g46020.1             166 -----HLNAY----TSREQTTYYAKVTDKDV----PQ--A	 190LDILADILQNSRFEET-------------RINRERDVI-------LREMEEVE-------	 223--
Glyma18g31550|Glyma18g31550.3             165 -----HLNAY----TSREQTTYYAKVTDKDV----PQ--A	 189LDILADILQNSRFEEN-------------RISREREVI-------LREMEEVE-------	 222--
Eucgr.H00078|Eucgr.H00078.1               175 -----HLNAY----TSREQTTYYAKVLDKDV----NN--A	 199LDILADILQNSKFDEN-------------RINRERDVI-------LREMEEVE-------	 232--
GSVIVG01011510001|GSVIVT01011510001         1 --------------------MDKDV----PK--A	 8LDILSDILQNSKFDEN-------------RINRERDVI-------LREMEEVE-------	 41------G---Q
gi|111226878|ref|XP_001134603.1|          212 ISM-----NAMAS----SSREMINVSLEVLRKDL----EF--V	 239LSILSDQIKSPTYSEE-------------ELREQIEVC-------IRNYEMIT-------	 27
gi|66803202|ref|XP_635444.1|               95 -TAFAQ----ASRDNLLIALQTLPNRS----LQ--M	 119LNNLAN-ITKPTLPYH-------------EVRDVTEII-------VKESEA-Y-------	 150------
Vocar20001314m.g|Vocar20001314m           108 -TIVAN----ASREQMSYTIDCLKTGF----PA--A	 132LELLLDCVLNPAFEAQ-------------EVEDQKMRL-------AMLLGGK--------	 164------
Esi0268_0010                              205 MGG-----TTSTH----GSRDQMLYCVDVLRDNL----ER--A	 232VELLADTLINPRVTPE-------------EVEEQKAVI-------GFQLEDTM-------	 26
CMK260C|CMK260CT                          169 G-----SVGCA----AARESIAFTGECLRDAA----PE--L	 194INLVCEAAVRPQLMAYGEVSAALDDGIRAELQDALKVI-------EYEQEHAM-------	 240-
gi|85109350|ref|XP_962874.1|              123 ---NIQCA----SSRESMMYQAATFNKAI----PT--A	 147VELMAETIRDPKLTDE-------------ELEGQIMTA-------QYEVNEIW-------	 180----
gi|24308013|ref|NP_055975                 139 -----ICDCQ----TSRDTTMYAVSADSKGL----DT--V	 163VALLADVVLQPRLTDE-------------EVEMTRMAV-------QFELEDLN-------	 196--
gi|453222763|ref|NP_490888.2|             128 ----IVDCQ----STRDTMMYAASCHRDGV----DS--V	 152IHVLSDTIWKPIFDEQ-------------SLEQAKLTV-------SYENQDLP-------	 185---
gi|50592988|ref|NP_003357.2|              109 --KLSVT----ATRENMAYTVECLRGDV----DI--L	 133MEFLLNVTTAPEFRRW-------------EVADLQPQL-------KIDKAVAF-------	 166-----
Esi0111_0016                              126 ---NLAAS----RGREKMVYVSECPPDSA----GT--V	 150LSALAESVVSPKIVPW-------------EISDASAKL-------SEIILQRH-------	 183----
Cre12.g509750|Cre12.g509750.t1.2          146 ----TSFAR----AGRDHVAFGVDATRLNQ----LE--A	 170LEILADAVVNARYTYW-------------EVRDSLDAV-------KEQLAAQL-------	 203---
Vocar20001024m.g|Vocar20001024m           144 ----TAYCR----AGREHVAFGVDAVRVNT----RE--A	 168LEILTDAVLNARYPYW-------------EVRDSLDTL-------KEQLALQL-------	 201---
Cre17.g722800|Cre17.g722800.t1.2          154 ----TIVAN----ASREQMSYTIDCLKTGF----PA--A	 178LELLLDCVLNPAFEEG-------------EVEDQKAR-----------------------	 202LAA
GSVIVG01021441001|GSVIVT01021441001        24 AKTLIFVHISPEP-AANGETISTFKFAERFP--T	 54VELGAARVNKDSADVK-------------ELKEQIGT-----------------------	 78QKAALARKEE
448827|448827                             156 -----NVLAS----ASREQMSYTGDVIRSFV----PE--I	 180VELLADSIRNPAFHDW-------------EIKEQVDI-----------------------	 204LR
Phpat.011G047500|Phpat.011G047500.1       157 G-----HVMAN----ASREQMSCTADSIKTYM----PH--M	 182VELLVDCVRNSMCYNS-------------EVHDQLVR-----------------------	 206V
183257|183257                             149 ----NIMAS----ATREQMAYTGDTIKTYM----PQ--M	 173VELLVDSVRNPAFHGW-------------EVHEQVDK-----------------------	 197IKA
Phpat.004G049300|Phpat.004G049300.1       156 -----NLMST----SAQEQMCYSADAIKTFL----PE--M	 180VEILVDSVRNPLFNEW-------------EVQEQLAK-----------------------	 204LK
Phpat.003G045700|Phpat.003G045700.1       156 -----NVVAN----ASRELMCYTGDAIKTFM----PE--M	 180VELLVDTVRNPLFNEW-------------EVQEQLAK-----------------------	 204VK
Phpat.013G074200|Phpat.013G074200.1       156 -----NVMAN----ASREQMCYTGDTIKTFM----PE--M	 180VELLVDTVRNPLFNEW-------------EVQEQLAK-----------------------	 204AK
LOC_Os01g73550|LOC_Os01g73550.1           135 ---NIGAS----ASREQTVYSYETLKAYL----PQ--A	 159IEVLIDCVRNPLFLQD-------------EVERQVAF-----------------------	 183AREE
GRMZM2G167767|GRMZM2G167767_T01           140 ---SVSVS----ASREQMVYSYDTLKGYM----PE--A	 164LEILIDCMRNPLFLQE-------------EVQRQLVL-----------------------	 188AREG
GRMZM2G174137|GRMZM2G174137_T01           135 ---NVGAS----ASREQMVYSYDTLKGYM----PE--A	 159LEILIDCMRNPLFLQE-------------EVERQLVL-----------------------	 183AREE
GRMZM2G166646|GRMZM2G166646_T01           148 ----SAKAS----ASREMMSYTYGALKTYM----PE--M	 172VEVLIDCVRNPAFLDW-------------EVKEQILR-----------------------	 196LQA
LOC_Os01g09560|LOC_Os01g09560.1           148 ----NVKAS----ANREMMSYSYAALKTYM----PE--M	 172VEVLIDCVRNPAFLDW-------------EVKEQIMK-----------------------	 196LKA
GRMZM2G103725|GRMZM2G103725_T01           585 RTHL--QLVREVEAIGG-----NVSAS----ASREQMSYTYDALKSYT----PE--M	 624VEVLIDSVRNPAFLDW-------------EVKEQLQN------------
GRMZM2G068336|GRMZM2G068336_T01            54 -RI--------------------------------G	 56VASVKHDVRNPAFLDW-------------EVKEQLQN-----------------------	 80IKSEIADV
AT1G51980                                 149 -----NTSAS----ASREQMSYTIDALKTYV----PE--M	 173VEVLIDSVRNPAFLDW-------------EVNEELRK-----------------------	 197MK
Carubv10008921m.g|Carubv10008921m         149 -----NTSAS----ASREQMSYTIDALKTYV----PE--M	 173VEVLIDSVRNPAFLDW-------------EVNEELRK-----------------------	 197MK
Bra014305|Bra014305                       148 -----NTSAS----ASREQMSYTIDALKTYV----PE--M	 172VEVLIDSVRNPAFLDW-------------EVNEELRK-----------------------	 196MK
Bra018939|Bra018939                       152 -----NTSAS----ASREQMSYTIDALKTYV----PE--M	 176VEVLIDSVRNPAFLDW-------------EVNEELRK-----------------------	 200MK
Bra030405|Bra030405                       150 -----NTSAS----ASREQMSYTIDALKTYV----PE--M	 174VEVLIDSVRNPAFLDW-------------EVNEELRK-----------------------	 198MK
Bra022162|Bra022162                       141 -----STSAS----ASREQMGYTIDALKTYV----PQ--M	 165VEVLVDSVRNPAFVDW-------------EVNEELGK-----------------------	 189MK
AT3G16480                                 145 -----NTSAS----ASREQMGYTIDALKTYV----PE--M	 169VEVLIDSVRNPAFLDW-------------EVNEELRK-----------------------	 193VK
Carubv10015621m.g|Carubv10015621m         149 -----NTSAS----ASREQMGYTIDALKTYV----PE--M	 173VEVLIDSVRNPAFLDW-------------EVNEELRK-----------------------	 197VN
29912.t000079|29912.m005353               147 -----VVQAS----ASREQMGYTFDALRTYV----PE--M	 171VELLIDCVRNPVFLDW-------------EVKEQLQK-----------------------	 195VK
Potri.008G193200|Potri.008G193200.1       150 -----AVQSS----ASREQMGYTYDALKTYL----PE--M	 174VELLIDCVRNPVFLDW-------------EVNEQLQK-----------------------	 198VK
Potri.010G036700|Potri.010G036700.1       146 -----SVQSS----ASREQMGYTYDALKTYL----PE--M	 170VELLIDCVRNPVFLDW-------------EFNEQLQK-----------------------	 194VK
LOC_Os05g44916|LOC_Os05g44916.1           137 ----NVFAS----ASREQMSYTYDALKCYA----PE--M	 161VEVLIDSVRNPAFLEW-------------EVKEQLQK-----------------------	 185IKS
GRMZM2G005036|GRMZM2G005036_T01           141 -----NVSAS----ASREQMSYTYDALKSYT----PE--M	 165VEVLIDSVRNPAFLDW-------------EVKEQLQN-----------------------	 189IK
LOC_Os01g53700|LOC_Os01g53700.1           141 -----NVSAS----ASREQMCYTYDAFKAYV----PE--M	 165VEVLIDSVRNPAFFNW-------------EIKEQLEK-----------------------	 189IK
Potri.001G191100|Potri.001G191100.1       147 -----NVAAS----ASREQMGYTFDALKTYA----PE--M	 171IELLIDCVRNPVFLDW-------------EVNDELKK-----------------------	 195MK
PGSC0003DMG400000289|PGSC0003DMT40000078  146 -----NVTAS----ASREHMIYTYDALKTYV----PQ--M	 170VEMLADCVRNPAFLDW-------------EVKEQLEK-----------------------	 194VK
Cucsa.116810|Cucsa.116810.1               146 -----NVLAS----AAREQMGYTFNALKSYV----PE--I	 170VELLVDCVRNPVFLDW-------------EVNEQLSR-----------------------	 194VK
Cucsa.021700|Cucsa.021700.1               147 -----NTGAS----ASREQMGYTFDALKTYV----PE--M	 171VELLVDCVRNPVFLDW-------------EINEELQK-----------------------	 195LK
Glyma13g43000|Glyma13g43000.1             133 -----NVGAS----ASREQMGYTFDALKTYV----PQ--M	 157IELLIDCVRNPAFLDW-------------EVNEELRK-----------------------	 181VK
Glyma15g02390|Glyma15g02390.1             133 -----NVGAS----ASREQMGYTFDALKTYV----PQ--M	 157IELLVDCVRNPAFLDW-------------EVNEELRK-----------------------	 181VK
Medtr8g014660|Medtr8g014660.1             149 -----NIGAS----ASREQMGYTFDALKTYV----PQ--M	 173IELLVDCVRNPAFLDW-------------EVNEELRK-----------------------	 197VK
Glyma07g01720|Glyma07g01720.1             148 -----NIGAS----ASREQMGYTFDALKTYA----PQ--M	 172VELLVDCVRNPAFLDW-------------EVNEELRK-----------------------	 196VK
Glyma08g21380|Glyma08g21380.1             148 -----NVGAS----ASREQMGYTFDALKTYV----PQ--M	 172VELLVDCVRHPAFLDW-------------EVNEELRK-----------------------	 196VK
30146.t000067|30146.m003490               147 -----NIGAS----ASREQMAYTFDALRTHI----PE--M	 171VELLVDCVRNPVFLDW-------------EVDEELKK-----------------------	 195LK
Medtr8g102230|Medtr8g102230.1             152 -----NVQAS----ASREQMGYTFDALKTYV----PE--M	 176VELLVDIVRNPAFLDW-------------EVNEQLLK-----------------------	 200VK
Glyma05g36040|Glyma05g36040.1             154 -----NVQAS----ASREQMGYTFDALKTYV----PE--M	 178VELLVDCVRNPVFLDW-------------EVNEQLLK-----------------------	 202VK
Glyma08g03580|Glyma08g03580.1             152 -----NVQAS----ASREQMGYTFDALKTYV----PE--M	 176VELLVDCVRNPVFLDW-------------EVNEQLLK-----------------------	 200VK
Glyma14g13370|Glyma14g13370.1               1 ----------------------------------	 0------------------------------VNEQLLK-----------------------	 7VKAEIGEASKNL
Eucgr.F03085|Eucgr.F03085.1               147 -----NVAAS----ASREQMGYTFDALKTYV----PQ--M	 171VELLIDSVRNPVFLDW-------------EVNEELQK-----------------------	 195VK
Eucgr.C03704|Eucgr.C03704.1               148 -----NVQAS----ASREHMGYTYDALKTYV----PE--M	 172VELLIDSVRNPAFLDW-------------EVNEQLQK-----------------------	 196IK
GSVIVG01015273001|GSVIVT01015273001       148 -----NVTAS----ASREQMGYTFDALKTYV----PE--M	 172VELLIDSVRNPAFLDW-------------EVSEQLEK-----------------------	 196VK
GSVIVG01016955001|GSVIVT01016955001       148 -----NVTAS----ASREQMGYTFDALKTYV----PE--M	 172VELLVDCVRNPVFLDW-------------EVNEQLQK-----------------------	 196VK



420946|420946                               1 ------------------------------------------------	 0------------------------------------------------------------
440930|440930                             308 7----AVDLNHFPA--RLLVKDLRPKMFNLAVYGTAAFVGCQISSAKQPSILSINDDTGII	 361EIELQFMLESWSFGEVYSGQ-LVFISGLATYTDTGERLKCSWTES
GRMZM2G083984|GRMZM2G083984_T01           101 ANPQ--GLLLEALHSVGYFGA---------------LAKPLMASESAVN--	 132RLDVSS-LEEFVV-EHYTAPRMV--------------------------------
28753.t000003|28753.m000078               151 E--DKPQ--SRVNEQFEASVYRAHPYGR--------------PVVGFMNDLE--	 184NMTAAD-AREWYR-TWYAPNNAT-----------------------------
CMQ089C|CMQ089CT                          426 -----	 425------E--NDNF--QALDKEIWATAYQAHPYHH--------------PTIGWRDDIE--	 459HATAAA-LRRFYD-TFYHPNNAT--------------
Esi0011_0084                              178 --R---DPR--LGLMDHLHDAAFLDTAMGM--------------SPLGTAESVS--	 210ALGLDG-AKNFYG-RGLAGSRVV---------------------------
34269.t000001|34269.m000014               134 ---TPD--DVVFDKFSETAYRDQTLGR--------------PILGTPETVV--	 165SFSPQQ-IRTYLS-RNYTTDRMF------------------------------
GRMZM2G007715|GRMZM2G007715_T01           295 	 294------------E--GKLDDHFPLVIWQTGSGTQSNMNANEVIANRASEILGHKGGQK--	 338YVHPNDHVNRSQS-SNDTFPIMFIIHGVDISREKGVR-----
GRMZM2G118074|GRMZM2G118074_T01           155 --------E--GKLDDHFPLVIWQTSSGTQSNMNANEVIANRASEILGHKGGQK--	 198YVHPNDHVNRSQS-SNDTFPT-----------------------------
GRMZM2G324991|GRMZM2G324991_T03           142 -------E--GKLDDHFPLVIWQTSSGTQSNMNANEVIANRASEILGHKGGQK--	 185YVHPNDHVNRSQS-SNDTFPTMFIIHGVDISREKGLR------DSSN----
gi|17553678|ref|NP_498202.1|              167 -D---YHQ--LVLFDMLHAAGFQGTPLAL--------------SVLGTSESIP--	 199NISAQQ-LKEWQE-DHYRPVRMV----------------------------
gi|71999683|ref|NP_501576.2|              159 Q---NFQ--EVVFDILHADVFKGNPLSY--------------TILGPIELIQ--	 191TINKND-LQGYIN-THYRSGRMV-----------------------------
gi|46593007|ref|NP_003356.2|              177 --A---SMR--DVVFNYLHATAFQGTPLAQ--------------AVEGPSENVR--	 209KLSRAD-LTEYLS-THYKAPRMV---------------------------
gi|94538354|ref|NP_004270.2|              187 --T---NLQ--EVVFDYLHATAYQNTALGR--------------TILGPTENIK--	 219SISRKD-LVDYIT-THYKGPRIV---------------------------
CMM104C|CMM104CT                          223 ----S---QPE--EVVFDYLHGTAFQGTPLSR--------------TILGPVENIQ--	 255AMQREA-LLEYIR-RHYRPHRMVL------------------------
gi|111226358|ref|XP_001134518.1|          165 S---KED--EVVFDQLHAAAFQGSALGR--------------TILGPVENIK--	 197SITREQ-IQEFIN-ENYTGDRLV-----------------------------
Esi0098_0070                              214 ----K---QQE--EVILDNLHEVCFEKCGLGR--------------TILGPAENIR--	 246SLSKQQ-LHDYIT-THYTAPRMV-------------------------
gi|85119638|ref|XP_965680.1|              170 -K---QLE--EVVFDHLHATAYQHQPLGR--------------TILGPRENIR--	 202DITRTE-LVNYIK-NNYTADRMV----------------------------
GRMZM5G827505|GRMZM5G827505_T01           193 --G---MME--EVIFDHLHAAAFQGHPLGD--------------TILGPEENIR--	 225SISKKD-LEQYIS-THYTCPRMV---------------------------
LOC_Os01g51390|LOC_Os01g51390.1           188 --G---MMD--EVIFDHLHAAAFQGHPLGD--------------TILGPVENIK--	 220SISKKD-LEQYIT-THYTCPRMV---------------------------
Cre12.g523850|Cre12.g523850.t1.2          189 ---K---QTS--ELVFDHLHATAFQYSPLGR--------------TILGPVENIK--	 221SINRDQ-LVEYMK-THYRGPRMV--------------------------
Vocar20014031m.g|Vocar20014031m           190 ---K---QSS--ELVFDHLHATAFQYSPLGR--------------TILGPVENIK--	 222SITRDQ-LVEYMK-THYRGPRMV--------------------------
Carubv10000696m.g|Carubv10000696m         225 ----G---QTQ--EVVLDHLHATAFQHTPLGR--------------TILGPAQNIK--	 257SITRDD-LQNFIK-THFTAPKIV-------------------------
AT3G02090                                 227 ----G---QTD--EVVLDHLHATAFQYTPLGR--------------TILGPAQNVK--	 259SITRED-LQNYIK-THYTASRMV-------------------------
Carubv10013366m.g|Carubv10013366m         227 ----G---QTD--EVVLDHLHATAFQYTPLGR--------------TILGPAQNVK--	 259SITRED-LQNYIK-THYTASRMVLILVTSYHFLQS-------------
Bra021477|Bra021477                       223 ----G---QTD--EVVLDHLHATAFQYTPLGR--------------TILGPAQNVK--	 255SITRED-LQNYIK-THYTASRMV-------------------------
Bra039151|Bra039151                       225 ----G---QTD--EVVLDHLHATAFQYTPLGR--------------TILGPAQNIK--	 257SITRND-LQNYIK-THYTASRMV-------------------------
146300|146300                             188 --G---QME--EVVFDHLHATAFQYSPLGR--------------TILGPEENIR--	 220SITKED-LENYIS-THYTGPRMV---------------------------
LOC_Os03g11410|LOC_Os03g11410.1           229 ----G---QYE--EVIFDHLHATAFQYTSLGR--------------PILGSAENVK--	 261SITQED-LQKYIE-THYTAPRMV-------------------------
GRMZM2G091563|GRMZM2G091563_T01           226 ----G---QSE--EVIFDHLHATAFQYTSLGR--------------PILGSAENVK--	 258SITKED-LENYIA-THYTAPRMV-------------------------
GRMZM2G100511|GRMZM2G100511_T01           226 ----G---QSE--EVIFDHLHATAFQYTSLGR--------------PILGSADNVK--	 258SITKED-LENYIA-THYTASRMV-------------------------
Phpat.016G072700|Phpat.016G072700.1       192 ---G---QVQ--EVIFDHLHATAFQYTPLGR--------------TILGSEKNIR--	 224SISKAN-LKEYIN-KHYTGPRMV--------------------------
PGSC0003DMG400028380|PGSC0003DMT40007295  229 ----K---QPE--EVIFDQLHTTAFQYTPLGR--------------TILGPAQNIE--	 261KMTRAH-IQDYIS-THYGAHRMV-------------------------
GSVIVG01012193001|GSVIVT01012193001        83 PSK--DIIFDHLHATAFQYTPLGR--------------TVLGSAKNIK--	 114TIHKSH-IKDYIS-AHCAAHRMV---------------------------------
Cucsa.081570|Cucsa.081570.1               224 ----G---QTE--EVIFDHLHATAFQYTPLGR--------------TILGPAQNIR--	 256TITKDH-LQSYIQ-THYTAPRMV-------------------------
29630.t000033|29630.m000808               224 ----G---QTE--EVIFDHLHATAFQYTPLGR--------------TILGPAKNVR--	 256SITRDH-LQSYIQ-THYTAPRMV-------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343  225 ----G---QTE--EVIFDHLHSTAFQYSPLGR--------------TILGPAQNIK--	 257TITRSH-LKDYIS-THYTAPRMV-------------------------
Potri.004G118900|Potri.004G118900.1       222 ----G---QTE--EVIFDHLHATAFQYSPLAR--------------TILGPAKNIE--	 254TISRDD-IRNYIQ-THYTAPRMV-------------------------
Potri.017G092400|Potri.017G092400.1       223 ----G---QTE--EVIFDHLHATAFQYTPLGR--------------TILGPAKNIE--	 255TISRND-LQNYIQ-THYTAPRMV-------------------------
Glyma16g10360|Glyma16g10360.1             219 ----G---QME--EVIFDHLHATAFQYTPLGR--------------TILGPAQNIM--	 251TITKDH-LQNYIQ-THYTAPRMV-------------------------
Glyma08g46020|Glyma08g46020.1             224 ----G---QTE--EVIFDHLHATAFQYTPLGR--------------TILGPAQNIK--	 256TITKAH-LQSYIQ-THYTAPRMV-------------------------
Glyma18g31550|Glyma18g31550.3             223 ----G---QTE--EVIFDHLHATAFQYTPLGR--------------TILGPAQNIK--	 255TITKAH-LQSYIQ-THYAAPRMV-------------------------
Eucgr.H00078|Eucgr.H00078.1               233 ----G---QTE--EVIFDHLHATAFQYSPLGR--------------TILGPAQNIK--	 265TITKEH-LQNYIK-THYTAPRMV-------------------------
GSVIVG01011510001|GSVIVT01011510001        44 TE--EVIFDHLHATAFQYTPLGR--------------TILGPAQNIK--	 74TITKAH-LQNYIS-THYTAPRMV-----------------------------------
gi|111226878|ref|XP_001134603.1|          273 2------N--SSSD--QLMTEILMGVAFGDAGLGN--------------LVIATPEQYQ--	 306NITREK-LFDALR-KYYVGKNIV----------------------
gi|66803202|ref|XP_635444.1|              151 N--HDSY--SSIFESVHQTAFRGKTLGR--------------PLVAPICNLG--	 184NITKDA-VTNWVN-STYKPSNMI-----------------------------
Vocar20001314m.g|Vocar20001314m           165 ---DIHA--TLMTELLTRAAYQG-PYGN--------------PLIPEPESMA--	 196RITPDV-LRSFVA-RHFIAPHLV-----------------------------
Esi0268_0010                              266 5------P-----E--VTMRESLMTAAFKGQPLGR--------------PYWCPKSALP--	 296KLEANM-VRSFRK-RHFTPGKMV----------------------
CMK260C|CMK260CT                          241 -----GK--DTQ--LQLVEALHATAYQGNTLGL--------------PLFMNEKRRK--	 274KLTPEV-VKRFLSERLQNPGNIV------------------------
gi|85109350|ref|XP_962874.1|              181 --SK---AE--LILPELVHMAAFKDNTLGN--------------PLLCPKERLD--	 213YINRDV-IQTYRD-AFYRPERLV---------------------------
gi|24308013|ref|NP_055975                 197 ----LRPD-PE--PLLTEMIHEAAYRENTVGL--------------HRFCPTENVA--	 231KINREV-LHSYLR-NYYTPDRMV-------------------------
gi|453222763|ref|NP_490888.2|             186 ---NRIEAIE--ILLTDWIHQAAFQNNTIGY--------------PKFGNN-SMD--	 220KIRVSD-VYGFLS-RAHTPQRMV--------------------------
gi|50592988|ref|NP_003357.2|              167 ----QNPQ--THVIENLHAAAYRN-ALAN--------------PLYCPDYRIG--	 198KVTSEE-LHYFVQ-NHFTSARMA----------------------------
Esi0111_0016                              184 --G--ESTA--EQVDDALHAAAFGD-AFSL--------------GKPLTPGL-S--	 215SLSADG-LKEFRG-ARYKAPGIT---------------------------
Cre12.g509750|Cre12.g509750.t1.2          204 ------RNPL--TAVNEVLHRTAFEG-GLGH--------------SLVVDPSVVD--	 235GFTNET-LKEYVH-SIMAPSRVV--------------------------
Vocar20001024m.g|Vocar20001024m           202 ------KNPV--STVTEVLHRAAFDG-GLGN--------------SLVVDPSLVD--	 233GFNNET-LKEYLA-GILSPSRVL--------------------------
Cre17.g722800|Cre17.g722800.t1.2          206 LLGGKDIHA---TLMTELMARSAYRG-PYGN--------------PLIPDPEAMA--	 242GITPDT-LRAFTA-RTYIAPHMV--------------------------
GSVIVG01021441001|GSVIVT01021441001        89 NQRTCNILFPTVLKDREQK-PVSY--------------RLFIVT------	 117-SRLEI-CMWVLM-ENYTAPRMV---------------------------------
448827|448827                             207 EEIQEMAKDPQ--AMLLEALHPAGYKG-PLGK--------------ALVTSESSLD--	 245RIDSRA-LHEFVA-ANYTASRMV-------------------------
Phpat.011G047500|Phpat.011G047500.1       208 KAETGEIVNNPQ--RILLEALHSAGYAG-ALGQ--------------PLLAPEASLH--	 247KLNEEV-LCNFVS-QNYTAGRIA------------------------
183257|183257                             201 ELAEMFNNPQ--SILLEALHSAGYSG-PIGH--------------PLLASESALS--	 238KLDGAT-LTDFVR-NNFIPRRIV--------------------------
Phpat.004G049300|Phpat.004G049300.1       207 AETAGIMSHPH--SAIMEALHSAGFVG-GLGQ--------------PLTAPESSLR--	 245RLNGGV-LHDFVK-ENYTAPRIV-------------------------
Phpat.003G045700|Phpat.003G045700.1       207 SETAEMLNNPQ--VAIYEAIHSAGYVG-GLGQ--------------PLMAPESSLG--	 245RLNGGV-LHDFVK-ENYTAPRIV-------------------------
Phpat.013G074200|Phpat.013G074200.1       207 AEIAELANNPQ--VAIYEAIHSAGYVG-GLGQ--------------PLMAPESSLG--	 245RLNGGV-LHDFVK-ENYTAPRIV-------------------------
LOC_Os01g73550|LOC_Os01g73550.1           188 VQELQKNPE--RFLQESLNLVGYTG-ALAN--------------PLVAPEESLT--	 224RINGSI-IQKFYH-ENFTADRLV---------------------------
GRMZM2G167767|GRMZM2G167767_T01           193 FQELQRSPE--RFLHEQLNIVGFSG-ALAN--------------PLIAPEHVLA--	 229RINDRI-IQKFYH-ENFTADRVV---------------------------
GRMZM2G174137|GRMZM2G174137_T01           188 VNELQKNPE--KFLHEQLNLVGYSG-ALAN--------------PLIAPEDALA--	 224RINDKI-IQKFYH-ENFTADRVV---------------------------
GRMZM2G166646|GRMZM2G166646_T01           200 ELAKSSSFPE--NFLLEALHSTGYSG-ALAN--------------PLIVPEYSVS--	 237RLNADV-LEQFIT-ENYTASRIV--------------------------
LOC_Os01g09560|LOC_Os01g09560.1           200 ELAEASSNPE--TFLLEALHSTGYSG-ALAT--------------PLIASESSVS--	 237RLNTNV-LEYFLA-ENYTAPRIV--------------------------
GRMZM2G103725|GRMZM2G103725_T01           649 -----------	 648IKSEIADVSANPQ--GLLLEALHSVGYSG-ALAK--------------PLMASESAVN--	 689RLDVSS-LEEFVA-EHYTAPRMV--------
GRMZM2G068336|GRMZM2G068336_T01            89 SANPQ--GLLLEALHSVGYSG-ALAK--------------PLMASESAVN--	 121RLDVSS-LEEFVA-EHYTAPRMV-------------------------------
AT1G51980                                 200 VEIAELAKNPM--GFLLEAIHSAGYSG-PLAS--------------PLYAPESALD--	 238RLNGEL-LEEFMT-ENFTAARMV-------------------------
Carubv10008921m.g|Carubv10008921m         200 VEIAELAKNPM--GFLLEAIHSAGYSG-ALAS--------------PLYAPESALD--	 238RLNGEL-LEEFMT-ENFTAARMV-------------------------
Bra014305|Bra014305                       199 VEIAELAKNPM--GFLMEAVHSAGYSG-ALAN--------------PLYAPESALH--	 237KLNGEL-LEEFMT-ENFTAARMV-------------------------
Bra018939|Bra018939                       203 VEIAELAKNPM--GLLMEAVHSAGYSG-ALAN--------------PLYAHESALD--	 241RLNGEL-LEEFMT-ENFTAARMV-------------------------
Bra030405|Bra030405                       201 LEIAELANNPM--GLLMEAVHSAGYSG-ALAN--------------PLYAPESALD--	 239RLNGEL-LEEFMA-ENFTAARMV-------------------------
Bra022162|Bra022162                       192 VEIGELAKNPM--GYLLEAVHSAGYSG-AMAN--------------PLYAPESAIS--	 230GLTGDV-LEKFVS-ENYTAPRMV-------------------------
AT3G16480                                 196 VEIGEFATNPM--GFLLEAVHSAGYSG-ALAN--------------PLYAPESAIT--	 234GLTGEV-LENFVF-ENYTASRMV-------------------------
Carubv10015621m.g|Carubv10015621m         200 VEIGELAKNPM--GFLLEAVHSAGYSG-ALAN--------------PLYAPESV----	 236ALTGDV-LEEFVS-ENYTAARMV-------------------------
29912.t000079|29912.m005353               198 AEISEASKNPQ--GLLLEAIHSAGFSG-PLAN--------------PLLAPESAIN--	 236SLNSTI-LEDFVA-ENYTAPRMV-------------------------
Potri.008G193200|Potri.008G193200.1       201 AEISEASKNPQ--GVLLEAIHSAGFSG-GLAN--------------PLLAPESSID--	 239RLNGSL-LEEFVV-ENYTAPRMV-------------------------
Potri.010G036700|Potri.010G036700.1       197 AEISEASKNPQ--GLLFEAIHSAGFSG-ALAN--------------PLLAPESSID--	 235RLNSSL-LEEFVA-ENYTARRMV-------------------------
LOC_Os05g44916|LOC_Os05g44916.1           189 EISEVSGDPH--GLLMEALHSAGYSG-ALAK--------------PLMASESAVN--	 226RLDVAT-LEEFVS-ENYTAPRMV--------------------------
GRMZM2G005036|GRMZM2G005036_T01           192 SEIADASANPQ--GLLLEALHSVGYSG-ALAK--------------PLMASESAVN--	 230RLDVSS-LEEFVA-EHYTAPRMV-------------------------
LOC_Os01g53700|LOC_Os01g53700.1           192 AEIAEVSDNPQ--GLLLEALHSAGYSG-ALAK--------------PLMAPQSAIH--	 230RLDSSI-LEEFIA-ENYTAPRMV-------------------------
Potri.001G191100|Potri.001G191100.1       198 VEIAELSKNPE--GLLLEAIHSAGFLG-PLAN--------------PLLAPESSLD--	 236RLNGDI-LEEFVA-KHYTAPRMV-------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078  197 AEISEYSKNPQ--HLLLEAVHSAGYAG-PYGN--------------SLMATEATIN--	 235RLNSTV-LEDFVA-ENYTAPRMV-------------------------
Cucsa.116810|Cucsa.116810.1               197 DEIIEASNNPH--GLLLEAIHAAGYSG-ALAN--------------SLVAPESAIH--	 235SLSGTI-LENFVS-ENYTASRIV-------------------------
Cucsa.021700|Cucsa.021700.1               198 AEIGELANNPQ--GLLLEAVHSAGYSG-ALAN--------------PLVAPEFALS--	 236RLDGTI-LEEFIA-ENYTASRMV-------------------------
Glyma13g43000|Glyma13g43000.1             184 AELGELSNNPQ--GLLLEAVHSAGYSG-ALAN--------------PLLASETALN--	 222RLNSSL-LEEFVA-ENYTASRMV-------------------------
Glyma15g02390|Glyma15g02390.1             184 SELGELSNNPQ--GLLLEAVHSAGYSG-ALAN--------------PLLASESALN--	 222TLNSSL-LEEFVA-ENYTASRMV-------------------------
Medtr8g014660|Medtr8g014660.1             200 AELGELKNNPL--GLLLEAIHSTGYSG-ALAY--------------PLLAPEEALN--	 238RLDGPS-LEEFVA-ENYTAPRMV-------------------------
Glyma07g01720|Glyma07g01720.1             199 AELGELSNNPQ--GLLLEAIHSAGYSG-ALAF--------------PLLAPEAALN--	 237RLDGPN-LEEFVV-ENYTAPRMV-------------------------
Glyma08g21380|Glyma08g21380.1             199 AELGELSNNPQ--GLLLEAIHSAGYSG-ALAY--------------PLLAPEAALN--	 237RLDGPS-LEEFVA-ENYTAPRMV-------------------------
30146.t000067|30146.m003490               198 DELGQLSNNPQ--GLLLEAIHSAGYNG-ALAN--------------PLVAPESALN--	 236RLDGTI-LEEFVS-EHYTAPRMV-------------------------
Medtr8g102230|Medtr8g102230.1             203 AEIGEASKNPQ--DLLLEAIHSAGFAG-ALAN--------------PLLASESAVN--	 241RLNGTL-LEEFVA-ENYTAPRIV-------------------------
Glyma05g36040|Glyma05g36040.1             205 AEIGEASKNPQ--DLLLEAIHSAGFSG-ALAN--------------PLLASESAVN--	 243RLNSTI-LEEFVA-ENYTAPRIV-------------------------
Glyma08g03580|Glyma08g03580.1             203 AEIGEASKNPQ--DLLLEAIHSAGFSG-ALAN--------------PLLASESALN--	 241RLNGTI-LEEFVA-ENYTAPRIV-------------------------
Glyma14g13370|Glyma14g13370.1              20 Q--DLLLEAIHSAGFSG-ALAN--------------PLLASESALN--	 48RLNGTI-LEEFVT-ENYTAPRIV------------------------------------
Eucgr.F03085|Eucgr.F03085.1               198 AELSELSNNPQ--GLLLEAIHSAGYAG-ALAN--------------PLLAPESALN--	 236RLDNTM-LEEFVA-ENYTAPRMV-------------------------
Eucgr.C03704|Eucgr.C03704.1               199 AEIAEVSNNPH--GLLIEALHSAGYSG-ALAN--------------PLLAPESAIN--	 237RLNSAI-LEEFVD-EHYTAPRMV-------------------------
GSVIVG01015273001|GSVIVT01015273001       199 AEIGEASNNPQ--GLLLEALHSAGYSG-ALAN--------------PLLAPESAIN--	 237RLDSTI-LEEFVA-LNYTAPRMV-------------------------
GSVIVG01016955001|GSVIVT01016955001       199 AELGELSNNPQ--GLLLEAIHSAGYSG-ALAN--------------PLLAPESAIN--	 237RLNSTI-LEEFVA-ENYTAPRMV-------------------------



420946|420946                               1 	 0---------------------------------------MSYMGDVIRRFVPEIVLAD-S	 20IQNPA--------------------------------------FH
440930|440930                             406 TEGASFVKVSHLTAV	 420ISSPCLHSIVPVSRWSSYGQTSIF-LTLENQAGKFVLESMVRLHSIFFKFLLRLFVVGPR	 479VKSTRN---------------------
GRMZM2G083984|GRMZM2G083984_T01           154 -----	 153---------------------LAA-LGVDHD--------------ALISVVEPLLSDLPC	 177VKR----------------------------------
28753.t000003|28753.m000078               206 --------	 205---------------------IVVVGDVKAQ--------------EVFALAKKNFGKLAA	 230KTLPARKP--------------------------
CMQ089C|CMQ089CT                          481 -----------------------	 480---------------------LSIIGDIPDT-C------------TVLGWVAQYFGPLPA	 506STHSIQEK-----------
Esi0011_0084                              232 ----------	 231---------------------VAGAGAVKQG--------------SLTDMAQTLLGDVAA	 256SSSS----------------------------
34269.t000001|34269.m000014               187 -------	 186---------------------VVAAGAVKHD--------------EFVKMVEQRFASLPT	 211SPSA-------------------------------
GRMZM2G007715|GRMZM2G007715_T01           375 -DSSS-------------	 378ASSSCTPYAMHIVLYPSREVIINY----------------------------------HS	 404KKT----H----------------
GRMZM2G118074|GRMZM2G118074_T01           219 ----------	 218------------------------------------------------------------	 218--------------------------------
GRMZM2G324991|GRMZM2G324991_T03           226 ---------	 225ASCFCTPYAMHIVLYPSWEVIINY----------------------------------HS	 251EKT----H-------------------------
gi|17553678|ref|NP_498202.1|              221 ---------	 220---------------------LSAVGGG-VS--------------NVSSLADKYFGDLSN	 244EYPR-----------------------------
gi|71999683|ref|NP_501576.2|              213 --------	 212---------------------LAAAGGVNHD--------------AIVKMAEKYFGELKH	 237---G------------------------------
gi|46593007|ref|NP_003356.2|              231 ----------	 230---------------------LAAAGGVEHQ--------------QLLDLAQKHLGGIPW	 255TYAE----------------------------
gi|94538354|ref|NP_004270.2|              241 ----------	 240---------------------LAAAGGVSHD--------------ELLDLAKFHFGDSLC	 265T-HK----------------------------
CMM104C|CMM104CT                          278 ------------	 277---------------------VAAGGCPEHE--------------RFVELAEKHFGSMPR	 302AEDESVSS----------------------
gi|111226358|ref|XP_001134518.1|          219 --------	 218---------------------ISAAGAVNHE--------------QLVEQVKEKFANVKM	 243SQVS---K--------------------------
Esi0098_0070                              268 ------------	 267---------------------VVGAGALEHE--------------ELVEMADRCFGNLPR	 292DPPQ--------------------------
gi|85119638|ref|XP_965680.1|              224 ---------	 223---------------------LVGAGGVPHE--------------QLVEMADKYFSKLPA	 248TAPV-SSA-------------------------
GRMZM5G827505|GRMZM5G827505_T01           247 ----------	 246---------------------VSAAGSVSHD--------------EVVDQVKELFTEFST	 271DPTT---A------------------------
LOC_Os01g51390|LOC_Os01g51390.1           242 ----------	 241---------------------VSAAGAVNHD--------------EVVDQVREFFTGFST	 266DPTT---V------------------------
Cre12.g523850|Cre12.g523850.t1.2          243 -----------	 242---------------------LAAAGAVNHD--------------ELVKLASDAFGSVPD	 267EDAA-TSV-----------------------
Vocar20014031m.g|Vocar20014031m           244 -----------	 243---------------------LAAAGAVNHD--------------ELVKLASDAFGAIPD	 268EDPT-TSV-----------------------
Carubv10000696m.g|Carubv10000696m         279 ------------	 278---------------------IAAAGAVKHE--------------EIVEQVKNLFTNLSS	 303DSTS---T----------------------
AT3G02090                                 281 ------------	 280---------------------IAAAGAVKHE--------------EVVEQVKKLFTKLSS	 305DPTT---T----------------------
Carubv10013366m.g|Carubv10013366m         293 ------------	 292---AIEFVRILMLAYPKYIQVIAAAGAVNHE--------------EVVEQVKKLFTKLSS	 335DPTS---T----------------------
Bra021477|Bra021477                       277 ------------	 276---------------------IAAAGAVKHE--------------EVVEQVKKLFNKLSS	 301DPTS---T----------------------
Bra039151|Bra039151                       279 ------------	 278---------------------IAAAGAVKHE--------------EVVEQVKKLFNKLSS	 303DPTT---T----------------------
146300|146300                             242 ----------	 241---------------------VSAAGAVNHD--------------ALVRDVERLFGSLPS	 266DGTT---A------------------------
LOC_Os03g11410|LOC_Os03g11410.1           283 ------------	 282---------------------ITAAGAVKHD--------------DIVEMATKLFNDLPT	 307DPTT---T----------------------
GRMZM2G091563|GRMZM2G091563_T01           280 ------------	 279---------------------ITAAGNVKHE--------------DIVEQAKKLFNKLST	 304DPTT---T----------------------
GRMZM2G100511|GRMZM2G100511_T01           280 ------------	 279---------------------ITAAGNVKHE--------------DIVEQAKKLFSKLST	 304DPTT---T----------------------
Phpat.016G072700|Phpat.016G072700.1       246 -----------	 245---------------------FAAAGAVNHD--------------ELVKEVGKRFQKLST	 270DPTT---A-----------------------
PGSC0003DMG400028380|PGSC0003DMT40007295  283 ------------	 282---------------------ISAAGAVKHE--------------EVVELVKKHFTKLSS	 307NPIT---T----------------------
GSVIVG01012193001|GSVIVT01012193001       136 ----	 135---------------------ISAAGAVKHE--------------DIVEQVKKTFTKLSA	 160NPSV---T------------------------------
Cucsa.081570|Cucsa.081570.1               278 ------------	 277---------------------IAASGAVKHE--------------DFVEQVKKLFTQLSA	 302EPTT---A----------------------
29630.t000033|29630.m000808               278 ------------	 277---------------------IVASGAVKHE--------------EVVEQ----------	 292------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343  279 ------------	 278---------------------IVASGPVKHE--------------EFVEQVKKQFTKLST	 303NPTT---A----------------------
Potri.004G118900|Potri.004G118900.1       276 ------------	 275---------------------IVASGAVKHE--------------EFVGEVKKLFTKLSS	 300DQTT---A----------------------
Potri.017G092400|Potri.017G092400.1       277 ------------	 276---------------------IVASGAVKHE--------------EFVGEVKKLFTKLSS	 301DPTT---A----------------------
Glyma16g10360|Glyma16g10360.1             273 ------------	 272---------------------VAASGAVKHE--------------EIVEQVKTLFTKLST	 297DPTT---A----------------------
Glyma08g46020|Glyma08g46020.1             278 ------------	 277---------------------IAASGAVKHE--------------DIVEQVKKLFTKLST	 302DPTT---T----------------------
Glyma18g31550|Glyma18g31550.3             277 ------------	 276---------------------IAASGAVKHE--------------DIVEQVKKLFTKLST	 301DPTT---T----------------------
Eucgr.H00078|Eucgr.H00078.1               287 ------------	 286---------------------IAASGAVKHE--------------DVVEQVKKLFTKLSA	 311DPTT---A----------------------
GSVIVG01011510001|GSVIVT01011510001        96 --	 95---------------------IAASGAVKHE--------------DIVEQVKKLFTKLST	 120DPTT---A---------------------------------
gi|111226878|ref|XP_001134603.1|          328 ---------------	 327---------------------ISV-TGAEHS--------------QVIELVDKYFGDIPF	 351TQKDTPSEDS----IDSTITYKG----
gi|66803202|ref|XP_635444.1|              206 --------	 205---------------------LVG-VGLSHN--------------ELIEEAEKVTFGNDE	 229SST-------------------------------
Vocar20001314m.g|Vocar20001314m           218 --------	 217---------------------LAA-AGVDHG--------------ELVELAKPMLQGLPG	 241ATPL------------------------------
Esi0268_0010                              318 ---------------	 317---------------------LAG-AGVDHD--------------ELVRLGNKYFGGLEA	 341VEGGNGDV-------------------
CMK260C|CMK260CT                          297 -------------	 296---------------------VAA-VGIGHE--------------QLLRVAERALG----	 316-WLPRPPA---------------------
gi|85109350|ref|XP_962874.1|              235 ----------	 234---------------------VAF-AGVPHE--------------RAVKLAEKYFGDMKA	 258SDAPGLSRTGSETSVDSLVSESSEASSESSSS
gi|24308013|ref|NP_055975                 253 ------------	 252---------------------LAG-VGVEHE--------------HLVDCARKYLLGVQP	 276AWG---------------------------
gi|453222763|ref|NP_490888.2|             242 -----------	 241---------------------VGG-VGVGHD--------------EFVSIISRHFDLNKS	 265TWTTQPTV-----------------------
gi|50592988|ref|NP_003357.2|              220 ---------	 219---------------------LIG-LGVSHP--------------VLKQVAEQFLNMRGG	 243L-G------------------------------
Esi0111_0016                              237 ----------	 236---------------------VIG-VNVPHE--------------DFKSQAEAALEAADS	 260SAP-----------------------------
Cre12.g509750|Cre12.g509750.t1.2          257 -----------	 256---------------------LAA-SGVDHA--------------ELTALATPLLNLHGN	 280A-H----------------------------
Vocar20001024m.g|Vocar20001024m           255 -----------	 254---------------------LAG-VGVDHT--------------DITQLAGPLVNLPNS	 278S-G----------------------------
Cre17.g722800|Cre17.g722800.t1.2          264 -----------	 263---------------------LAA-AGVEHK--------------ALVELAAPMLAGLPK	 287LPPL---------------------------
GSVIVG01021441001|GSVIVT01021441001       138 ----	 137---------------------LAA-SGIEHE--------------EFLSIAEPLVSDLPS	 161VPRP----------------------------------
448827|448827                             267 ------------	 266---------------------FAG-SGVEHD--------------YFLSLVKPLFEDMPL	 290VAPP--------------------------
Phpat.011G047500|Phpat.011G047500.1       269 -------------	 268---------------------LAA-SGCDHD--------------ELLQIAEPLLSDMCG	 292SGPP-------------------------
183257|183257                             260 -----------	 259---------------------LAA-SGVDHE--------------ELMAVAEPLLTDWPS	 283GKGV---------------------------
Phpat.004G049300|Phpat.004G049300.1       267 ------------	 266---------------------LAA-SGVEHE--------------DLLSLAEPLLADLPS	 290VNEP--------------------------
Phpat.003G045700|Phpat.003G045700.1       267 ------------	 266---------------------VAA-SGVDHE--------------DLLSVAEPLLADLPS	 290FDQP--------------------------
Phpat.013G074200|Phpat.013G074200.1       267 ------------	 266---------------------LAA-SGVDHE--------------DLLSVAEPLLADLPS	 290SDQS--------------------------
LOC_Os01g73550|LOC_Os01g73550.1           246 ----------	 245---------------------VAA-SGVDHQ--------------YLLDVAEPLLSDWHK	 269GSPV----------------------------
GRMZM2G167767|GRMZM2G167767_T01           251 ----------	 250---------------------LAA-AGVDHE--------------HMLGYADFLLKDWHR	 274GAPM----------------------------
GRMZM2G174137|GRMZM2G174137_T01           246 ----------	 245---------------------LAA-SGVDHE--------------HLLGYADLLLKDWHK	 269GTPM----------------------------
GRMZM2G166646|GRMZM2G166646_T01           259 -----------	 258---------------------LAA-SGVDHD--------------ELVSIAEPLLSDIPS	 282VSGT---------------------------
LOC_Os01g09560|LOC_Os01g09560.1           259 -----------	 258---------------------LAA-TGVDHD--------------ELVSIAEPLLSDMPG	 282VTGP---------------------------
GRMZM2G103725|GRMZM2G103725_T01           711 -----------------------------	 710---------------------LAA-SGVDHD--------------ALISVVEPLLSDLPC	 734VKRP---------
GRMZM2G068336|GRMZM2G068336_T01           143 ------	 142---------------------LAA-SGVDHD--------------ALISVVEPLLSDLPC	 166VKRP--------------------------------
AT1G51980                                 260 ------------	 259---------------------LAA-SGVEHE--------------ELLKVAEPLTSDLPN	 283VPPQ--------------------------
Carubv10008921m.g|Carubv10008921m         260 ------------	 259---------------------LAA-SGVEHE--------------ELLKVAEPLMSDLPN	 283VPRQ--------------------------
Bra014305|Bra014305                       259 ------------	 258---------------------LAA-SGVEHE--------------DLLKVAEPLTSDLPN	 282VPRQ--------------------------
Bra018939|Bra018939                       263 ------------	 262---------------------LAA-SGVEHE--------------ELLQVVEPLTSDLPN	 286VPRQ--------------------------
Bra030405|Bra030405                       261 ------------	 260---------------------LAA-SGVEHE--------------ELLKVVEPLTSDLPN	 284VTRQ--------------------------
Bra022162|Bra022162                       252 ------------	 251---------------------LAA-SGVEHE--------------ELLKVVEPLLSDLPN	 275VARP--------------------------
AT3G16480                                 256 ------------	 255---------------------LAA-SGVDHE--------------ELLKVVEPLLSDLPN	 279VPRP--------------------------
Carubv10015621m.g|Carubv10015621m         258 ------------	 257---------------------LAA-SGVDHE--------------ELLKVVEPLLSDLPN	 281VTRP--------------------------
29912.t000079|29912.m005353               258 ------------	 257---------------------LAA-SGVEHE--------------ELVSIAEPLLSDLPK	 281VSGT--------------------------
Potri.008G193200|Potri.008G193200.1       261 ------------	 260---------------------LAA-SGVEHE--------------ELVAIAEPLLSDLPD	 284KKSP--------------------------
Potri.010G036700|Potri.010G036700.1       257 ------------	 256---------------------LAA-SGVEHE--------------ELVAIAEPLLSDLSD	 280KKSP--------------------------
LOC_Os05g44916|LOC_Os05g44916.1           248 -----------	 247---------------------LAA-SGIEHD--------------ELVSVAEPLLSDLPS	 271VKRP---------------------------
GRMZM2G005036|GRMZM2G005036_T01           252 ------------	 251---------------------LAA-SGVDHD--------------ALISVVEPLLSDLPC	 275VKRP--------------------------
LOC_Os01g53700|LOC_Os01g53700.1           252 ------------	 251---------------------LAA-SGVEHD--------------ELVSIAEPLLSDLPS	 275VKRP--------------------------
Potri.001G191100|Potri.001G191100.1       258 ------------	 257---------------------LAA-SGVEFE--------------ELISVAEPLLSDLPR	 281IPCT--------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078  257 ------------	 256---------------------LAA-SGVEHE--------------EFLKVAEPLLSDLPK	 280VATT--------------------------
Cucsa.116810|Cucsa.116810.1               257 ------------	 256---------------------LAA-SGVEHE--------------ELLSIAEPLLSDLPS	 280VPH---------------------------
Cucsa.021700|Cucsa.021700.1               258 ------------	 257---------------------LAA-SGVDHE--------------ELLSISEPLLSDLPN	 281VPGV--------------------------
Glyma13g43000|Glyma13g43000.1             244 ------------	 243---------------------LAA-SGVEHE--------------ELLSVAEPLLSDLPS	 267VPRP--------------------------
Glyma15g02390|Glyma15g02390.1             244 ------------	 243---------------------LAA-SGVEHE--------------ELLSVAEPLLSDLPS	 267VPCP--------------------------
Medtr8g014660|Medtr8g014660.1             260 ------------	 259---------------------LAA-SGVDHE--------------EFLSVAEPLLADLPS	 283VPRS--------------------------
Glyma07g01720|Glyma07g01720.1             259 ------------	 258---------------------LAA-SGVEHE--------------ELLSIAEPLLSDLPK	 282VPRP--------------------------
Glyma08g21380|Glyma08g21380.1             259 ------------	 258---------------------LAA-SGVEHE--------------ELLSIAEPLLSDLPK	 282VPCP--------------------------
30146.t000067|30146.m003490               258 ------------	 257---------------------LAA-SGVEFE--------------ELISVAEPLLSDLQS	 281VRCP--------------------------
Medtr8g102230|Medtr8g102230.1             263 ------------	 262---------------------LAA-SGVEHE--------------ELLSIAEPLLSDLPS	 286VPRP--------------------------
Glyma05g36040|Glyma05g36040.1             265 ------------	 264---------------------LAA-SGVEHE--------------ELLSIAEPLLSDLPS	 288VPRP--------------------------
Glyma08g03580|Glyma08g03580.1             263 ------------	 262---------------------LAA-SGVEHE--------------ELLSVAEPLLSDLPS	 286VPRL--------------------------
Glyma14g13370|Glyma14g13370.1              70 -	 69---------------------LAT-SGVEHE--------------ELLFAAEPLLSDLPS	 93VPRL---------------------------------------
Eucgr.F03085|Eucgr.F03085.1               258 ------------	 257---------------------LAA-SGVEHE--------------ELLSIAEPLLSDLPN	 281VARP--------------------------
Eucgr.C03704|Eucgr.C03704.1               259 ------------	 258---------------------LAA-SGVEHE--------------ELLSVAEPLLTDLPG	 282VPRL--------------------------
GSVIVG01015273001|GSVIVT01015273001       259 ------------	 258---------------------LAA-SGVEHE--------------ELLSVAEPLLSDLPS	 282VPRP--------------------------
GSVIVG01016955001|GSVIVT01016955001       259 ------------	 258---------------------LAA-SGVEHE--------------EFLSIAEPLVSYLPS	 282VPRP--------------------------



420946|420946                              28 EWEIKEQAEIL----	 38----REEIKDIANSSNASGSFASRWLQWPSWQSAG-------------GNLNGFNSFIFK	 81QTTWASIAFEILGG-------WRNERDAV
440930|440930                             486 ----------------RTHLRLVHEAEAI----	 498----DAMLLEALHPAGYNGPLGKVLVATSRMVFAGSGIKHDYFLSLVKPLFEDMPLVAPP	 554ETTWASIAF
GRMZM2G083984|GRMZM2G083984_T01           181 -----------------------	 180-------------------------PEEPKSVYVGGDYRCQ--ADS--------------	 199PNTHIALAFEVPGG-----
28753.t000003|28753.m000078               239 --------------------------	 238--------QV-------------------EPVQ-LGERRAI--VKA-------P-----A	 256KLPYFVMGFHAPALKN
CMQ089C|CMQ089CT                          515 -----------------------------------------	 514--------QVVPQ----------------EDVQ-RGPRRLI--VKR-------S-----G	 535R
Esi0011_0084                              261 ----------------------------	 260----------------------AVDEAVEPAYFLGSDKRMR--YDS-------------M	 283PNAHVAFAFKA---
34269.t000001|34269.m000014               216 -------------------------	 215------------------------PPVMEPARYIGGNVRET--RD--------------L	 235MDAQILLGFEG------
GRMZM2G007715|GRMZM2G007715_T01           409 ------------------------------------	 408----------------------CAIQMSNRNLSVFSKVLII--DDD-------------M	 431PLAQFV
GRMZM2G118074|GRMZM2G118074_T01           219 ----------------------------	 218-------------------------------------VRII--DDD-------------M	 226PLAQFAVAFNG---
GRMZM2G324991|GRMZM2G324991_T03           256 ---------------------------	 255----------------------CAIQMSNRNLSVFSKVRII--DDD-------------M	 278PLAQFAVAFNG----
gi|17553678|ref|NP_498202.1|              249 ---------------------------	 248-----------------------KVPQVDGTRFTGSEYRYR--NDN-------------V	 270PHMYAAFAVEG----
gi|71999683|ref|NP_501576.2|              239 --------------------------	 238----------------------DSSTEFVPATYSPCEVRGD--IPD-------------L	 261PMLYGAMVVEG-----
gi|46593007|ref|NP_003356.2|              260 ----------------------------	 259----------------------DAVPTLTPCRFTGSEIRHR--DDA-------------L	 282PFAHVAIAVEG---
gi|94538354|ref|NP_004270.2|              269 ----------------------------	 268----------------------GEIPALPPCKFTGSEIRVR--DDK-------------M	 291PLAHLAIAVEA---
CMM104C|CMM104CT                          311 ------------------------------	 310----------------------ETLAAAEPAYFTGSDVRVR--NDD-------------M	 333QLAHFALAFET-
gi|111226358|ref|XP_001134518.1|          249 --------------------------	 248----------------------DVKRAAITNDFIGSELRVR--DDE-------------Q	 271PLIHFAVAVRA-----
Esi0098_0070                              297 ------------------------------	 296----------------------GSIVTPDPAVFSGADKRVL--NAK-------------E	 319SEAYLALAFQG-
gi|85119638|ref|XP_965680.1|              256 ---------------------------	 255----------------------S-ILSKKKPDFIGSDIRIR--DDT-------------I	 277PTANIAIAVEG----
GRMZM5G827505|GRMZM5G827505_T01           277 ----------------------------	 276----------------------DQLVQANPAIFTGSEVRVE--NAE-------------F	 299PLAHIAIAFKG---
LOC_Os01g51390|LOC_Os01g51390.1           272 ----------------------------	 271----------------------DQLVEANPAIFTGSEVRVE--QPE-------------M	 294PLTHFAIAFKG---
Cre12.g523850|Cre12.g523850.t1.2          275 -----------------------------	 274----------------------RSLLVKEPSRFTGSYVHDR--FPD-------------A	 297SECCMAVAFKG--
Vocar20014031m.g|Vocar20014031m           276 -----------------------------	 275----------------------RSLLAKEPYRFTGSYVHDR--WPD-------------A	 298TDCCMAVAFKG--
Carubv10000696m.g|Carubv10000696m         309 ------------------------------	 308----------------------SELVAKEPANFTGSEVRMI--DDD-------------L	 331PLAQFAIAFEG-
AT3G02090                                 311 ------------------------------	 310----------------------SQLVANEPASFTGSEVRMI--DDD-------------L	 333PLAQFAVAFEG-
Carubv10013366m.g|Carubv10013366m         341 ------------------------------	 340----------------------SQLVANEPASFTGSEVRMI--DDD-------------L	 363PLAQFAVAFEG-
Bra021477|Bra021477                       307 ------------------------------	 306----------------------TQLVAKEPASFTGSEVRMI--DDD-------------L	 329PLAQFAVAFEG-
Bra039151|Bra039151                       309 ------------------------------	 308----------------------TQLVAKEPASFTGSEVRMI--DDD-------------L	 331PLAQFAVAFEG-
146300|146300                             272 ----------------------------	 271----------------------ADLIEKEPAFFTGSDVRFR--DDD-------------I	 294PLAYVAIAVKG---
LOC_Os03g11410|LOC_Os03g11410.1           313 ------------------------------	 312----------------------SMLVSTQPACFTGSEVRII--DDD-------------M	 335PLAQFAVAFNG-
GRMZM2G091563|GRMZM2G091563_T01           310 ------------------------------	 309----------------------NMLVAKQPASFTGSEVRII--DDD-------------M	 332PLAQFAVAFNG-
GRMZM2G100511|GRMZM2G100511_T01           310 ------------------------------	 309----------------------NMLVSKQPASFTGSEVRII--DDD-------------M	 332PLAQFAVAFNG-
Phpat.016G072700|Phpat.016G072700.1       276 -----------------------------	 275----------------------AELVEKEPAIFTGSEVRIR--DDD-------------M	 298PLAHFAVALKG--
PGSC0003DMG400028380|PGSC0003DMT40007295  313 ------------------------------	 312----------------------SQLVSEEPAIFTGSEIRII--DDD-------------L	 335PLAQFAVAFSG-
GSVIVG01012193001|GSVIVT01012193001       166 ----------------------	 165----------------------SQLVAEKPAVFTGSEVRII--DDD-------------L	 188PLAQFAVAFKG--------A
Cucsa.081570|Cucsa.081570.1               308 ------------------------------	 307----------------------TQLVAKEPAIFTGSEVRIV--DDD-------------I	 330PLAQFAIAFNG-
29630.t000033|29630.m000808               293 ------------------------------	 292------------------------LVAKEPTFFTGSEVRII--DDD-------------V	 313PLAQFAVAFEG-
PGSC0003DMG400001355|PGSC0003DMT40000343  309 ------------------------------	 308----------------------SELVAREPAIFTGSEVRVI--DDD-------------I	 331PLAQFAVAFQG-
Potri.004G118900|Potri.004G118900.1       306 ------------------------------	 305----------------------AQLVAKDPAFFTGSEVRII--DDD-------------I	 328PLAQFAVAFQG-
Potri.017G092400|Potri.017G092400.1       307 ------------------------------	 306----------------------AQLVSKDPAYFTGSEVRII--DDD-------------V	 329PLAQFAVAFQG-
Glyma16g10360|Glyma16g10360.1             303 ------------------------------	 302----------------------SQLVAKEPAIFTGSEVRIL--DDD-------------I	 325PLAQFAVAFEG-
Glyma08g46020|Glyma08g46020.1             308 ------------------------------	 307----------------------SQLVAREPAIFTGSEVRML--DDD-------------I	 330PLAQFAVAFEG-
Glyma18g31550|Glyma18g31550.3             307 ------------------------------	 306----------------------SQLVAKEPAIFTGSEVRML--DDD-------------I	 329PLAQYAVAFEG-
Eucgr.H00078|Eucgr.H00078.1               317 ------------------------------	 316----------------------SQLVVKEPAIFTGSEVRII--DDD-------------I	 339PLAQFAVAFSG-
GSVIVG01011510001|GSVIVT01011510001       126 -------------------	 125----------------------SQLVVEQPAIFTGSEVRMI--DDD-------------I	 148PLAQFAVAFNG--------ASWT
gi|111226878|ref|XP_001134603.1|          371 -------GTDACVAGLIHKNHLKSQLQFLIEKQ	 396QKLKQQQQQQQPQPQNSNID----DNDNE-----EELLNLE--IEQTKISIEQLE-LQQV	 444KESSWIIAF
gi|66803202|ref|XP_635444.1|              233 --------------------------	 232------------------------SISNETAQYIGGESLKY--SSG--------------	 252-NSKVVLAFEG-----
Vocar20001314m.g|Vocar20001314m           246 --------------------------	 245----------------------------------------------------AEP-K--P	 250EYSNLLLAFEY--R--
Esi0268_0010                              350 ---------------------------------	 349----------------------VDAAGPAESSYVGGESRNV--VA--------KH-K--D	 374KLTRVSVAF
CMK260C|CMK260CT                          324 -------------------------------	 323----------------------DKAVVDMASHYTGGEARLD--GDG--------------	 345-LAQIAVACEA
gi|85109350|ref|XP_962874.1|              291 SSDSSESSGGLLSKL---------FS--	 307----PKAKKATPNPFLTRVPIST-EDLTRPAHYTGGFLTLP--SQPPPLN---PN-L--P	 354TFTHIQLAFEG---
gi|24308013|ref|NP_055975                 280 ------------------------------	 279-------------------SAEAVDIDRSVAQYTGGIAKLE--RDMSNVSLGPTP-I--P	 315ELTHIMVGLES-
gi|453222763|ref|NP_490888.2|             274 -----------------------------	 273------------------LPAKIPEIDESRAQYTGGELRLD--TDLTKLTIG-KP-Y--P	 309LLSHVVLGLEG--
gi|50592988|ref|NP_003357.2|              246 ---------------------------	 245-------------------------LSGAKANYRGGEIREQ--NGD-------------S	 265---LVHAAFVA--E-
Esi0111_0016                              264 ----------------------------	 263-------------------------AARSPAKYVGGELRVK--SDV-------------G	 283-STSVSMAFAA--P
Cre12.g509750|Cre12.g509750.t1.2          283 -----------------------------	 282-------------------------PAP-QSRYVGGAMNII--APT-------------S	 301SLTYVGLAFEA--
Vocar20001024m.g|Vocar20001024m           281 -----------------------------	 280-------------------------AIPGASKYVGGSMNII--APT-------------A	 300PLTYVGLGFEA--
Cre17.g722800|Cre17.g722800.t1.2          292 -----------------------------	 291--------------------------PEPKPDYIGGAVHLPGAY----------------	 309PQANLLLAFEYKG
GSVIVG01021441001|GSVIVT01021441001       166 ----------------------	 165--------------------------EEPKFVYVGGDYRCQAYS----------------	 183GITHLVLAFEVPGG------
448827|448827                             295 ------------------------------	 294--------------------------EPVKSEYVGGEWRLQGES----------------	 312DTTSVSIAFEIP
Phpat.011G047500|Phpat.011G047500.1       297 -------------------------------	 296--------------------------TPPATEYVGGDWRQAAES----------------	 314PKTNIALAFEI
183257|183257                             288 -----------------------------	 287--------------------------DCGPSEYIGGDWRGTADS----------------	 305PTTHIALAFEVPG
Phpat.004G049300|Phpat.004G049300.1       295 ------------------------------	 294--------------------------IPVETQYVGGDWRQSVDS----------------	 312SLTHVAIAFEVP
Phpat.003G045700|Phpat.003G045700.1       295 ------------------------------	 294--------------------------IPVETHYVGGDWRQSVDF----------------	 312PLSHIAIAFEVP
Phpat.013G074200|Phpat.013G074200.1       295 ------------------------------	 294--------------------------IPVETHYVGGDWRQSVDS----------------	 312PKTHVAIAFEVP
LOC_Os01g73550|LOC_Os01g73550.1           274 ----------------------------	 273--------------------------ERPESKYIGGDFRHRADS----------------	 291EMTHVALAFEVPGG
GRMZM2G167767|GRMZM2G167767_T01           279 ----------------------------	 278--------------------------EKPKSTYVGGYSKHRAYS----------------	 296DMTDVALAFEVPGG
GRMZM2G174137|GRMZM2G174137_T01           274 ----------------------------	 273--------------------------EKPKSTYVGGDSRHRADS----------------	 291DMTHVALAFEVPGG
GRMZM2G166646|GRMZM2G166646_T01           287 -----------------------------	 286--------------------------TRPKSTYIGGEYRRSADS----------------	 304SSTDVALAFEVPS
LOC_Os01g09560|LOC_Os01g09560.1           287 -----------------------------	 286--------------------------AKPKSTYVGGEYRRTADS----------------	 304SNTDVALAFEVPG
GRMZM2G103725|GRMZM2G103725_T01           739 -----------------------------------------------	 738--------------------------EEPKYVYVGGDYRCQADS---------------
GRMZM2G068336|GRMZM2G068336_T01           171 ------------------------	 170--------------------------EEPKSVYVGGDYRCQADS----------------	 188QNTHIALAFEVPGG----
AT1G51980                                 288 ------------------------------	 287--------------------------LAPKSQYVGGDFRQHTGG----------------	 305EATHFAVAFEVP
Carubv10008921m.g|Carubv10008921m         288 ------------------------------	 287--------------------------LEPKSQYVGGDFRQHTGG----------------	 305EATHFAVAFEVP
Bra014305|Bra014305                       287 ------------------------------	 286--------------------------AEPKSQYTGGDFRQHSGG----------------	 304EATHFALAFEVP
Bra018939|Bra018939                       291 ------------------------------	 290--------------------------GEPKSQYTGGDFRQHTGG----------------	 308EATHFALAFEVP
Bra030405|Bra030405                       289 ------------------------------	 288--------------------------AEPKSQYTGGDFRQHTGG----------------	 306EATHFALAFEVP
Bra022162|Bra022162                       280 ------------------------------	 279--------------------------VEPKSEYVGGDFRQHTGD----------------	 297EATHFALSFGVP
AT3G16480                                 284 ------------------------------	 283--------------------------AEPKSQYVGGDFRQHTGG----------------	 301EATHFALAFEVP
Carubv10015621m.g|Carubv10015621m         286 ------------------------------	 285--------------------------AEPKSQYVGGDFRQHTGG----------------	 303DATHFALAFEVP
29912.t000079|29912.m005353               286 ------------------------------	 285--------------------------PVPQSIYTGGDFRCQADSG--------------D	 305QRTHFALAFESP
Potri.008G193200|Potri.008G193200.1       289 ------------------------------	 288--------------------------GEPESFYTGGDFRCQADSG--------------D	 308QKTHFALAFGLK
Potri.010G036700|Potri.010G036700.1       285 ------------------------------	 284--------------------------GEPESVYTGGDFRCQAESG--------------D	 304QKTHFALAFGLK
LOC_Os05g44916|LOC_Os05g44916.1           276 -----------------------------	 275--------------------------EEPKSVYVGGDYHCQADS----------------	 293TSTHIALAFEVPG
GRMZM2G005036|GRMZM2G005036_T01           280 ------------------------------	 279--------------------------EEPKSVYVGGDYRCQADS----------------	 297PNTHIALAFEVP
LOC_Os01g53700|LOC_Os01g53700.1           280 ------------------------------	 279--------------------------EEPKSVYVGGDYRCQADS----------------	 297DKTHIALAFEVP
Potri.001G191100|Potri.001G191100.1       286 ------------------------------	 285--------------------------DESKSLYVGGDYRKQAAS----------------	 303QLAHVALAFEAS
PGSC0003DMG400000289|PGSC0003DMT40000078  285 ------------------------------	 284--------------------------EEPKPVYVGGDYRCQADA----------------	 302EMTHFALAFEVP
Cucsa.116810|Cucsa.116810.1               284 ------------------------------	 283--------------------------QEPKSVYNGGDYRHQGDSG--------------D	 303GRTHFALAFELP
Cucsa.021700|Cucsa.021700.1               286 ------------------------------	 285--------------------------KVPESVYVGGDYRRQADC----------------	 303GSTHVALAFEVP
Glyma13g43000|Glyma13g43000.1             272 ------------------------------	 271--------------------------EEPKSNYVGGDFRRQGES----------------	 289GVARVAIAFEVP
Glyma15g02390|Glyma15g02390.1             272 ------------------------------	 271--------------------------EEPKSEYVGGDFRRQGEP----------------	 289GVAHVAIAFEVP
Medtr8g014660|Medtr8g014660.1             288 ------------------------------	 287--------------------------EEPKSTYVGGDFRRHGEE----------------	 305GATHVAIAFEVP
Glyma07g01720|Glyma07g01720.1             287 ------------------------------	 286--------------------------EEPKSIYVGGDFRRHGE-----------------	 303GGTHVAIAFEVP
Glyma08g21380|Glyma08g21380.1             287 ------------------------------	 286--------------------------EEPKSVYVGGDFRRHGE-----------------	 303GGTHVAIAFEVP
30146.t000067|30146.m003490               286 ------------------------------	 285--------------------------EEPHSVYVGGDYRRQSDS----------------	 303PMTHVALAFEVP
Medtr8g102230|Medtr8g102230.1             291 ------------------------------	 290--------------------------EDPKSVYTGGDYRCQSET----------------	 308GRTHFALAFELP
Glyma05g36040|Glyma05g36040.1             293 ------------------------------	 292--------------------------EEPKSVYTGGDYRCQKES----------------	 310GRTHFALAFELP
Glyma08g03580|Glyma08g03580.1             291 ------------------------------	 290--------------------------EEPKSVYTGGDYRCQSES----------------	 308GRTHFALAFELP
Glyma14g13370|Glyma14g13370.1              98 -----------------	 97--------------------------EEPKSVYTGGDYRCQSES----------------	 115GRTHFALAVELPGD-------WHKLK
Eucgr.F03085|Eucgr.F03085.1               286 ------------------------------	 285--------------------------AEPASKYVGGDFRQQSDS----------------	 303GSTHIALAFELP
Eucgr.C03704|Eucgr.C03704.1               287 ------------------------------	 286--------------------------EEPKSVYTGGDYRCQGES----------------	 304GRTHFAVGFELP
GSVIVG01015273001|GSVIVT01015273001       287 ------------------------------	 286--------------------------EEPKSVYVGGDYRCQADS----------------	 304GKTHFALAFEVP
GSVIVG01016955001|GSVIVT01016955001       287 ------------------------------	 286--------------------------EEPKSVYVGGDYRCQADS----------------	 304GITHLALAFEVP



420946|420946                             104 AATVLQSARFQ--------------------	 114----------------------------------------------LPDCVYTRILVVHP	 128KVEN-FTAFTS
440930|440930                             564 EIPDG-------WRSERNAVAATVLQ-------------------------	 582-------------------------------------------------------
GRMZM2G083984|GRMZM2G083984_T01           214 --WNQEKTAMVVTVLQTCPEISQAVSSVLERAVYAIAPGGV	 252KKT-------------------------------------ITCVV---------------	 260-
28753.t000003|28753.m000078               273 GEVYSEQD-WEPYALEVLSSILSG-----------N--------	 296----------------------------------------------GASRLNQKLVREQA	 3
CMQ089C|CMQ089CT                          537 QHIIGIAFKAPPGLHE---------DAPALAVLSVALSG-----------G--------	 567----------------------------------------------K
Esi0011_0084                              295 -----PPAGS-KHSISLMMVQALLGF-----------EYNERTVL-	 322GVN-------------------------------------------AASKWAQ-EIAELN
34269.t000001|34269.m000014               247 --KAYHA-RDFYCSQILANILGG------------G-------	 267----------------------------------------------MSSRLFQEVREIRG	 28
GRMZM2G007715|GRMZM2G007715_T01           438 VAFNG--------ASWVD-PDSVALMVMQSMLGS------------WNKSAGG-	 469GKH-------------------------------------------MGSELV
GRMZM2G118074|GRMZM2G118074_T01           238 -----ASWVD-PDSVALMVMQSMLVH------------GTRVLVE-	 264ESTWGKFTLFVLFFVFTIMCSVYMPDPHFPYSVTDHIFAMLPCFTVYNSELVQ-KAAIND
GRMZM2G324991|GRMZM2G324991_T03           290 ----ASWVD-PDSVALMVMQSMLGS------------WNKSAGG-	 316----------------GKHMGVYRPDPHFPYSVTDHIFAMLPCFTVYNSELVQ-KAAIND	
gi|17553678|ref|NP_498202.1|              282 ----VGYAH-KDALALQIANQFIGQ------------WDVTHAT-	 308SRT-------------------------------------------AASRLVQ-KIGHDH	
gi|71999683|ref|NP_501576.2|              273 ---VSWTH-EDNLALMVANTLMGE------------YDRMRGF-	 299GVN-------------------------------------------APTRLAE-KLSQDA	 3
gi|46593007|ref|NP_003356.2|              294 -----PGWAS-PDNVALQVANAIIGH------------YDCTYGG-	 320GVH-------------------------------------------LSSPLAS-GAVANK
gi|94538354|ref|NP_004270.2|              303 -----VGWAH-PDTICLMVANTLIGN------------WDRSFGG-	 329GMN-------------------------------------------LSSKLAQ-LTCHGN
CMM104C|CMM104CT                          345 -------CGWAH-PDAPALMVMQALMGA------------YDRNAAL-	 371SRF-------------------------------------------SSSRLCR-GLHN
gi|111226358|ref|XP_001134518.1|          283 ---LPWTD-PDYFVLELIQTMIGN------------WNRGIAA-	 309GKN-------------------------------------------IASNLGE-IVATED	 3
Esi0098_0070                              331 -------SSWTD-EHAFPLMIMQTIMGG------------WDRSSGA-	 357NVV-------------------------------------------PPLGQAL-AMSP
gi|85119638|ref|XP_965680.1|              289 ----VSWSD-DDYFTGLVTQAIVGN------------YDKALGN-	 315APH-------------------------------------------QGSKLSG-FVHKHD	
GRMZM5G827505|GRMZM5G827505_T01           311 -----SSWTD-PSSIPLMVIQSILGS------------WNRSIGV-	 337GNC-------------------------------------------SGSSLAR-GISNAN
LOC_Os01g51390|LOC_Os01g51390.1           306 -----SSWAN-PSSIPLMVIQSILGT------------WNRSIGV-	 332GNC-------------------------------------------SGSALAR-GISNGN
Cre12.g523850|Cre12.g523850.t1.2          309 ------ASWTD-PDSIPLMVMQTMLGG------------WDKNSTV-	 335GKH-------------------------------------------SSSALVQ-TVATE
Vocar20014031m.g|Vocar20014031m           310 ------ASWTD-PDSIPLMIMQTMLGA------------WDKNSTV-	 336GKH-------------------------------------------SSSMLVQ-TVASE
Carubv10000696m.g|Carubv10000696m         343 -------ASWTD-PDSVALMVMQTMLGS------------WNKSIGG-	 369GKH-------------------------------------------MGSELAQ-KVAI
AT3G02090                                 345 -------ASWTD-PDSVALMVMQTMLGS------------WNKNVGG-	 371GKH-------------------------------------------VGSDLTQ-RVAI
Carubv10013366m.g|Carubv10013366m         375 -------ASWTD-PDSVALMVMQTMLGS------------WNKNVGG-	 401GKH-------------------------------------------VGSDLTQ-RVAI
Bra021477|Bra021477                       341 -------ASWTD-PDSVALMVMQTMLGS------------WNKNVGG-	 367GKH-------------------------------------------TGSALIQ-RVAI
Bra039151|Bra039151                       343 -------ASWTD-PDSVALMVMQTMLGS------------WNKNVGG-	 369GKH-------------------------------------------MGSALTQ-RVAV
146300|146300                             306 -----ASWTD-PDSIPLMVMQTMLGS------------WNKNSGA-	 332GKH-------------------------------------------MGSEMAQ-KVSANN
LOC_Os03g11410|LOC_Os03g11410.1           347 -------ASWID-PDSIALMVMQSMLGS------------WNKSAGG-	 373GKH-------------------------------------------MGSELVQ-RVAI
GRMZM2G091563|GRMZM2G091563_T01           344 -------ASWVD-PDSVALMVMQSMLGS------------WNKSAGG-	 370GKH-------------------------------------------MGSELVQ-KAAI
GRMZM2G100511|GRMZM2G100511_T01           344 -------ASWVD-PDSVALMVMQTMLGS------------WNKSAGG-	 370GKH-------------------------------------------MGSELVQ-RAAI
Phpat.016G072700|Phpat.016G072700.1       310 ------AAWTD-PDSIALMVMQAMLGG------------WDKNAGA-	 336GKH-------------------------------------------MGSELAQ-KVGAN
PGSC0003DMG400028380|PGSC0003DMT40007295  347 -------ASWTD-PDSIALMVMQQMLGS------------WNKSSGG-	 373GKH-------------------------------------------MGSELVQ-RVAI
GSVIVG01012193001|GSVIVT01012193001       201 SWTD-PDSIALMVIKLMLGS------------WNKNAGG-	 226GKH-------------------------------------------MGSQLVQ-RVAINE	 242IA
Cucsa.081570|Cucsa.081570.1               342 -------ASWTD-PDSIALMVMQAMLGS------------WNKSAGG-	 368GKH-------------------------------------------MGSELAQ-RVAI
29630.t000033|29630.m000808               325 -------APWTD-PDSIALMVMQAMLGS------------WSKNAGG-	 351GKH-------------------------------------------MGSELAQ-RVGI
PGSC0003DMG400001355|PGSC0003DMT40000343  343 -------APWTD-PDAIPLMVMQSMLGT------------WNKNAGG-	 369GKH-------------------------------------------MGSDLAQ-SVAI
Potri.004G118900|Potri.004G118900.1       340 -------ASWTD-PDSIALMVMQAMLGS------------WNKSAGG-	 366GKH-------------------------------------------MGSELVQ-RVAI
Potri.017G092400|Potri.017G092400.1       341 -------ASWTD-PDSIALMVMQAMLGS------------WNKSAGG-	 367GKH-------------------------------------------MGSELAQ-RVGI
Glyma16g10360|Glyma16g10360.1             337 -------AAWTD-PDSVALMVMQAMLGS------------WNKTAGG-	 363GKH-------------------------------------------MGSELAQ-RVGI
Glyma08g46020|Glyma08g46020.1             342 -------ASWKD-PDSIPLMVMQAMLGS------------WNKAAGG-	 368GKH-------------------------------------------MGSELAQ-RIGI
Glyma18g31550|Glyma18g31550.3             341 -------ASWKD-PDSIPLMVMQAILGS------------WNKTAGG-	 367GKH-------------------------------------------MGSELAQ-RIGI
Eucgr.H00078|Eucgr.H00078.1               351 -------ASWTD-PDSIALMVMQAMLGS------------WNKNAGG-	 377GKH-------------------------------------------MGSELAQ-RVAI
GSVIVG01011510001|GSVIVT01011510001       164 D-PDSIALMVMQSMLGS------------WNKNAGG-	 186GKH-------------------------------------------MGSELAQ-RVGINE	 202IAES-
gi|111226878|ref|XP_001134603.1|          454 PHSGL-----STVAENKDIINGLVLQSLLGG-----------GSSYSTGGP	 488GKG-------------------------------------------MQSRLNLNV
gi|66803202|ref|XP_635444.1|              263 ---TAQSNIKDVAAFSVLQSILGN-----------GCPK--TAP	 290GHG-------------------------------------------RTSRLFSLTKNNSN	 3
Vocar20001314m.g|Vocar20001314m           263 ---GGWRDVHGAVVMTVLNYLLGG-----------GNSFSSGGP	 292GKG-------------------------------------------MHSRLYTRVLNKYG	 3
Esi0268_0010                              384 KV--------GGWHD-DLLVPTCVLQVLLGG-----------GDSFSAGGP	 414GKG-------------------------------------------MYSRLYREV
CMK260C|CMK260CT                          356 --------VSWSD-PDLIPVAVLNTLLGG-----------GGSFSAGGP	 384GKG-------------------------------------------MYSRLYTGILN
gi|85109350|ref|XP_962874.1|              366 -----LAISD-DDIYALATLQTLLGG-----------GGSFSAGGP	 394GKG-------------------------------------------MYSRLYTNVLNQHG
gi|24308013|ref|NP_055975                 327 -------CSFLE-EDFIPFAVLNMMMGG-----------GGSFSAGGP	 355GKG-------------------------------------------MFSRLYLNVLNR
gi|453222763|ref|NP_490888.2|             321 ------CSYKD-EDFVAFCVLQSLLGG-----------GGAFSAGGP	 349GKG-------------------------------------------MYARMYTELMNRH
gi|50592988|ref|NP_003357.2|              275 ----SAVAGSAEANAFSVLQHVLGA-----------GPHV---KR	 301GSN-------------------------------------------TTSHLHQAVAKATQ	
Esi0111_0016                              295 -----SGSDA--SAPAYEVLGALLG---------------------	 312-------------------------------------------------------ARAAA
Cre12.g509750|Cre12.g509750.t1.2          313 K-----GGAGDIKSSAAASVVKALLDE-----------ARPT---MP	 340-----------------------------------------------------YQRKEH
Vocar20001024m.g|Vocar20001024m           312 R-----GGVTDVKSTATAAVVKALLDV-----------ARPT---LP	 339-----------------------------------------------------HDRREH
Cre17.g722800|Cre17.g722800.t1.2          323 G-------WRDVHGAVVMTVLNYLLGG-----------GNSFSSGGP	 351GKG-------------------------------------------MHSRLYTRVLNKY
GSVIVG01021441001|GSVIVT01021441001       198 -WHNEKEAITLTVLQILMGG-----------GGSFSTGGP	 225GKG-------------------------------------------MHSRLYLRVLNEYQ	 242QL
448827|448827                             325 GG-------WRNERDAVMATVLQSLLGG-----------GGSFSSGGP	 354GKG-------------------------------------------VHSRLYTRVLAV
Phpat.011G047500|Phpat.011G047500.1       326 PGG-------WRNEKDSFAVTVLQTLLGG-----------GGSFSAGGP	 356GKG-------------------------------------------MYSRLYSQVLN
183257|183257                             319 G-------WRNEHDSFAVTVLQTLLGG-----------GGSFSSGGP	 347GKG-------------------------------------------MYSRLYTRVLNHY
Phpat.004G049300|Phpat.004G049300.1       325 GG-------WRNEKDSCAVTVLQSLLGG-----------GASFSAGGP	 354GKG-------------------------------------------MFSRLYTRVLNR
Phpat.003G045700|Phpat.003G045700.1       325 GG-------WRNEKDSYAVTVLQQLLGG-----------GGSFSAGGP	 354GKG-------------------------------------------MYSRLYTGVLNK
Phpat.013G074200|Phpat.013G074200.1       325 GG-------WRNEKDSYAVTVLQTLLGG-----------GGSFSAGGP	 354GKG-------------------------------------------MYSRLYTGILNK
LOC_Os01g73550|LOC_Os01g73550.1           306 -------WLEERDATIMTVVQTLMGG-----------GGSFSSGGP	 333GKG-------------------------------------------MHSRLYLRVLTKYH
GRMZM2G167767|GRMZM2G167767_T01           311 -------WFQERDAAIMTVIQTLMGG-----------GGSFSTGGP	 338GKG-------------------------------------------MHSRLSLRVLNKYH
GRMZM2G174137|GRMZM2G174137_T01           306 -------WLQERDATIMTVIQTLMGG-----------GGSFSSGGP	 333GKG-------------------------------------------MHSRLYRRVLNKYH
GRMZM2G166646|GRMZM2G166646_T01           318 G-------WLKEKDCVTVSVLQALLGG-----------GGKFSWGRQ	 346GKG-------------------------------------------LHSRLN-RLVNEF
LOC_Os01g09560|LOC_Os01g09560.1           318 G-------WLKEKEFVTVSVLQTLLGG-----------GGTYSWGRH	 346GKG-------------------------------------------LHSSLN-HLANEF
GRMZM2G103725|GRMZM2G103725_T01           757 -	 756PNTYIALAFEVPGG-------WNQEKTAMVVTVLQGFPPE-----------GTMRVCDSC	 798FKG--------------------------------------
GRMZM2G068336|GRMZM2G068336_T01           203 ---WNQEKTAMVVSFRDFPPEG-----------TMRVC----	 226------------------------------------------------------------	 226
AT1G51980                                 318 -G-------WNNEKEAVTATVLQMLMGG-----------GGSFSAGGP	 346GKG-------------------------------------------MHSWLYRRVLNE
Carubv10008921m.g|Carubv10008921m         318 -G-------WNNEKEAVTATVLQMLMGG-----------GGSFSAGGP	 346GKG-------------------------------------------MHSWLYRRVLNE
Bra014305|Bra014305                       317 -G-------WKNEKEALIASVLQMLMGG-----------GGSFSAGGP	 345GKG-------------------------------------------MHSWLYLRILNE
Bra018939|Bra018939                       321 -G-------WNNEKEAVIATVLQMLMGG-----------GGSFSAGGP	 349GKG-------------------------------------------VHSWLYLRILNE
Bra030405|Bra030405                       319 -G-------WNNEKEAVIATVLQMLMGG-----------GGSFSAGGP	 347GKG-------------------------------------------MHSWLYLRILNE
Bra022162|Bra022162                       310 -G-------WDKEKEAVMATVLQMLMGG-----------GGSFSAGGP	 338GKG-------------------------------------------MHSWLYLRVLNQ
AT3G16480                                 314 -G-------WNNEKEAIIATVLQMLMGG-----------GGSFSAGGP	 342GKG-------------------------------------------MHSWLYLRLLNQ
Carubv10015621m.g|Carubv10015621m         316 -G-------WDNEKEAIVATVLQMLMGG-----------GGSFSAGGP	 344GKG-------------------------------------------MHSWLYLRILNE
29912.t000079|29912.m005353               318 KG-------WSDDKGAMTLTVLQMLMGG-----------GGAFSAGGP	 347GKG-------------------------------------------MYSRLYLRVLHD
Potri.008G193200|Potri.008G193200.1       321 GG-------WHDVKEAITLTVLQVLMGG-----------GGSFSAGGP	 350GKG-------------------------------------------MYSRLYQRVLNR
Potri.010G036700|Potri.010G036700.1       317 GG-------WHDVKEAMTLTVLQILMGG-----------GGSFSAGGP	 346GKG-------------------------------------------MYSRLYQRVLNQ
LOC_Os05g44916|LOC_Os05g44916.1           307 G-------WRQEKTAMIVTVLQVLMGG-----------GGSFSTGGP	 335GKG-------------------------------------------MHSWLYLRVLNNY
GRMZM2G005036|GRMZM2G005036_T01           310 GG-------WNQEKTAMVVTVLQMLMGG-----------GGSFSAGGP	 339GKG-------------------------------------------MHSRLYLRVLTN
LOC_Os01g53700|LOC_Os01g53700.1           310 GG-------WFEEKTAIIVTVLQMLMGG-----------GGSFSAGGP	 339GKG-------------------------------------------MHSRLYLRILNN
Potri.001G191100|Potri.001G191100.1       316 GG-------WHKEKDAIMLTVLQMLLGG-----------GGSFSAGGP	 345GKG-------------------------------------------MHSRLYLRVLSK
PGSC0003DMG400000289|PGSC0003DMT40000078  315 GG-------WMSEKESMTLTVLQMLMGG-----------GGSFSAGGP	 344GKG-------------------------------------------MYSRLYLRVLNQ
Cucsa.116810|Cucsa.116810.1               316 GG-------WRKEKDAMALTVLQMLLGG-----------GGSFSAGGP	 345GKG-------------------------------------------MYSRLYLQVLNE
Cucsa.021700|Cucsa.021700.1               316 GG-------WHKEKDAIVLTVLQMLMGG-----------GGSFSAGGP	 345GKG-------------------------------------------MHSRLYLRVLNE
Glyma13g43000|Glyma13g43000.1             302 GG-------WKKEKEAIALTILQMLMGG-----------GGSFSAGGP	 331GKG-------------------------------------------MHSRLFLRVLNE
Glyma15g02390|Glyma15g02390.1             302 GG-------WKKEKEAIVLTVLQMLMGG-----------GGSFSAGGP	 331GKG-------------------------------------------MHSRLFLRVLNE
Medtr8g014660|Medtr8g014660.1             318 GG-------WQKEKDAIVLTVLQMLMGG-----------GGSFSAGGP	 347GKG-------------------------------------------MHSRLFLRVLNE
Glyma07g01720|Glyma07g01720.1             316 GG-------WQKEKDAIALTVLQMLMGG-----------GGSFSAGGP	 345GKG-------------------------------------------MHSRLYLNVLNE
Glyma08g21380|Glyma08g21380.1             316 GG-------WQKEKDAIVLTVLQMLMGG-----------GGSFSAGGP	 345GKG-------------------------------------------MHSRLYLNVLNE
30146.t000067|30146.m003490               316 GG-------WHNEKEAIVLTVLQ-----------------------GS	 333WQG-------------------------------------------MHSRLYLRVLNE
Medtr8g102230|Medtr8g102230.1             321 GG-------WHNLKDAMVLTVLQMLLGG-----------GGSFSAGGP	 350GKG-------------------------------------------MYSRLYLRVLNE
Glyma05g36040|Glyma05g36040.1             323 GG-------WHKLKDAMVLTVLQMLLGG-----------GGSFSAGGP	 352GKG-------------------------------------------MYSRLYQNVLNE
Glyma08g03580|Glyma08g03580.1             321 GG-------WHKLKDAMVLTVLQMLLGG-----------GGSFSAGGP	 350GKG-------------------------------------------MYSRLYLNVLNE
Glyma14g13370|Glyma14g13370.1             135 DVM-------------------------------	 137------------------------------------------------------------	 137--------
Eucgr.F03085|Eucgr.F03085.1               316 GG-------WIKERDAVILTVIQMLMGG-----------GGSFSAGGP	 345GKG-------------------------------------------MHSRLYLRVLNE
Eucgr.C03704|Eucgr.C03704.1               317 GG-------WHKEKEAMNLTVLQMLLGG-----------GGSFSAGGP	 346GKG-------------------------------------------MYSRLYLRVLNE
GSVIVG01015273001|GSVIVT01015273001       317 GG-------WHKEKEAMTLTVLQMLMGG-----------GGSFSAGGP	 346GKG-------------------------------------------MYSRLYLRVLNT
GSVIVG01016955001|GSVIVT01016955001       317 GG-------WHNEKEAITLTVLQMLMGG-----------GGSFSAGGP	 346GKG-------------------------------------------MHSRLYLRVLNE



420946|420946                             139 VYN-DSGLFGIHASSEHK-FV--------------DGLVESWQNLVKST	 171KNATISLV---LVNLKPQVVVNKDIDRQILTY-----G-----SLQKNL--------
440930|440930                             583 -----	 582-VEN-FTAFTSVYN-DSGLFGIHASSEHK-FV--------------DGLVDIVG-DEKST	 623KNATISLV---LVNLKPQVVVNKDIDRQILTY-----
GRMZM2G083984|GRMZM2G083984_T01           261 ------AYANLIVLQSNVQGIVSVCHPRGIPVIVDEAHGAHFRFQDSLPSTAIEQG--A	 311DLA-VQSTHKVMCSLTQSSMLHM-------------SGDVDVDK---
28753.t000003|28753.m000078               311 10IALEIDTAYDSTNRGQTSTFEVAASP-SD-----------------------------GV	 340SQE--ALI------------------------------------
CMQ089C|CMQ089CT                          569 TGRLYRRIVDAGL	 581ATRV--YAWESSFR-DPGLFQIYCFL-TP-----------------------------QA	 608DSP--TVE---------------------
Esi0011_0084                              339 	 338LAAV-ATPFYKGYK-DAGLLGVSCIA-SD-----------------------------NH	 366LDD---FM----------------------------------
34269.t000001|34269.m000014               282 1LCYS-IYAFHWGFS-DTGIFGIHAAT-GG-----------------------------EN	 309LPE---LV-------------------------------------
GRMZM2G007715|GRMZM2G007715_T01           479 Q-KAAIND	 485IAAS-VMSFNMNYK-DTGLFGVYAVA-KA-----------------------------NC	 513LDD---LA--------------------------
GRMZM2G118074|GRMZM2G118074_T01           324 	 323IAES-VMSFNMNYK-DTSLFGVYAVA-KA-----------------------------DC	 351LDD---LA----------------------------------
GRMZM2G324991|GRMZM2G324991_T03           360 359IAES-VMSFNMNYK-DTGLFGVYAVA-KA-----------------------------DC	 387LDD---LA-----------------------------------
gi|17553678|ref|NP_498202.1|              325 324GVHN-LQHFNINYK-DTGLFGIYFVA-DA-----------------------------HD	 352LNDTSGIM-----------------------------------
gi|71999683|ref|NP_501576.2|              316 15GIEV-FQSFNTCYK-ETGLVGTYFVA-AP-----------------------------ES	 343IDN---LI------------------------------------
gi|46593007|ref|NP_003356.2|              337 	 336LCQS-FQTFSICYA-ETGLLGAHFVC-DR-----------------------------MK	 364IDD---MM----------------------------------
gi|94538354|ref|NP_004270.2|              346 	 345LCHS-FQSFNTSYT-DTGLWGLYMVC-ES-----------------------------ST	 373VAD---ML----------------------------------
CMM104C|CMM104CT                          386 VP	 387NAVS-AQAFNTSYV-DTGLFGVYAIA-HP-----------------------------PD	 415LDD---VV--------------------------------
gi|111226358|ref|XP_001134518.1|          326 25LAES-YSTFFTCYQ-DTGLFGNYGVC-QP-----------------------------ER	 353VDD---LV------------------------------------
Esi0098_0070                              372 RE	 373ICHS-YTTFNTCYN-DTGLFGIYAIA-QP-----------------------------EH	 401LEE---LT--------------------------------
gi|85119638|ref|XP_965680.1|              332 331LATS-FMSFSTSYS-DTGLWGIYLVTDKL-----------------------------DR	 360VDD---LV-----------------------------------
GRMZM5G827505|GRMZM5G827505_T01           354 	 353LAES-LMAFNTNYR-DTGIFGIYTIA-PP-----------------------------DT	 381LQD---LS----------------------------------
LOC_Os01g51390|LOC_Os01g51390.1           349 	 348LAES-MIAFNTNYR-DTGLFGICTIA-QP-----------------------------DS	 376LYD---LS----------------------------------
Cre12.g523850|Cre12.g523850.t1.2          351 G	 351LADA-FMAFNTNYH-DTGLFGVYGVT-DR-----------------------------DR	 379SED---FA---------------------------------
Vocar20014031m.g|Vocar20014031m           352 G	 352LADA-FMAFNTNYH-DTGLFGVYGVT-DR-----------------------------DR	 380CED---FA---------------------------------
Carubv10000696m.g|Carubv10000696m         384 NE	 385IAES-IMTFNSNYK-DTGLFGIYAVA-KP-----------------------------DC	 413LDD---LA--------------------------------
AT3G02090                                 386 NE	 387IAES-IMAFNTNYK-DTGLFGVYAVA-KA-----------------------------DC	 415LDD---LS--------------------------------
Carubv10013366m.g|Carubv10013366m         416 NE	 417IAES-IMAFNTNYK-DTGLFGVYAVA-KA-----------------------------DC	 445LDD---LS--------------------------------
Bra021477|Bra021477                       382 NE	 383IAES-IMAFNTNYK-DTGLFGVYAVA-KA-----------------------------DC	 411LDD---LS--------------------------------
Bra039151|Bra039151                       384 NE	 385IAES-IMAFNTNYK-DTGLFGVYAVA-KA-----------------------------DC	 413LDD---LS--------------------------------
146300|146300                             349 	 348IAES-IMAFNTNYS-DSGLFGVYAVA-KP-----------------------------DV	 376LDD---LA----------------------------------
LOC_Os03g11410|LOC_Os03g11410.1           388 ND	 389IAES-IMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DC	 417LDD---LA--------------------------------
GRMZM2G091563|GRMZM2G091563_T01           385 ND	 386IAES-VMSFNMNYK-DTGLFGVYAVA-KA-----------------------------DC	 414LDD---LA--------------------------------
GRMZM2G100511|GRMZM2G100511_T01           385 ND	 386IAES-VMGFNTNYK-DTGLFGVYAVA-KA-----------------------------DC	 414LDD---LA--------------------------------
Phpat.016G072700|Phpat.016G072700.1       352 G	 352LAEN-VQAFNTNYN-DAGLFGVYATA-KP-----------------------------DT	 380LDD---LC---------------------------------
PGSC0003DMG400028380|PGSC0003DMT40007295  388 NE	 389LAES-VMAFNTNYK-DTGLFGVYAEA-KP-----------------------------DC	 417LSD---LA--------------------------------
GSVIVG01012193001|GSVIVT01012193001       245 EC-MMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DC	 270LDD---LA----------------------------------------
Cucsa.081570|Cucsa.081570.1               383 NE	 384VAES-MMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DC	 412LDD---LA--------------------------------
29630.t000033|29630.m000808               366 NE	 367IAEN-MMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DC	 395VDD---LA--------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343  384 NE	 385LAES-MMSFNTNYK-DTGLFGVYAVA-KP-----------------------------DC	 413LSD---LS--------------------------------
Potri.004G118900|Potri.004G118900.1       381 DE	 382IAES-MMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DS	 410LDD---LA--------------------------------
Potri.017G092400|Potri.017G092400.1       382 DE	 383IAES-MMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DS	 411LDD---LA--------------------------------
Glyma16g10360|Glyma16g10360.1             378 NE	 379VAES-MMAFNTNYK-DTGLFGVYAVA-NK-----------------------------DC	 407LDD---LS--------------------------------
Glyma08g46020|Glyma08g46020.1             383 NE	 384VAES-IMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DC	 412LDD---LS--------------------------------
Glyma18g31550|Glyma18g31550.3             382 NE	 383VAES-IMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DS	 411LDD---LS--------------------------------
Eucgr.H00078|Eucgr.H00078.1               392 NE	 393IAES-MMAFNTNYK-DTGLFGVYAVA-KP-----------------------------DC	 421LDD---LA--------------------------------
GSVIVG01011510001|GSVIVT01011510001       207 MMAFNTNYK-DTGLFGVYAIA-KP-----------------------------DC	 230LDD---LA-------------------------------------------
gi|111226878|ref|XP_001134603.1|          501 VYSSH	 505RVKN-CHAFLFVFN-KVSLFGISLTT-QSGFL----------------------------	 534-QD---GI-----------------------------
gi|66803202|ref|XP_635444.1|              308 07IV-N-SEAFNLTYG-DSGLFGVVAEV-EGATV--------------------------GK	 337TVS-----------------------------------------
Vocar20001314m.g|Vocar20001314m           310 09FVHS-CASFNSTFN-GSGLVGIQLLQ-RARPPAEA-------------PPRPPQGEGEGR	 353EGP---LSLPFRCSLEGAASLQVTLLRRRFSFPLFLDGHHFPAS
Esi0268_0010                              427 LNRFY	 431WAEA-AEAFSMIHD-ETGLLGIAGAA-AD--K--------------------------LR	 460AGQ---LM-----------------------------
CMK260C|CMK260CT                          399 RHP	 401WVQS-CTGFNHCYT-DSGLFGIHASA--E--S--------------------------GR	 429LPE---LA-------------------------------
gi|85109350|ref|XP_962874.1|              412 	 411WVES-CVAFNHSYT-DSGLFGIAASC--Y--P--------------------------GR	 439TLP---ML----------------------------------
gi|24308013|ref|NP_055975                 371 HH	 372WMYN-ATSYHHSYE-DTGLLCIHASA--D--P--------------------------RQ	 400VRE---MV--------------------------------
gi|453222763|ref|NP_490888.2|             366 H	 366WIYS-AIAHNHSYS-DSGVFTVTASS--P--P--------------------------EN	 394IND---AL---------------------------------
gi|50592988|ref|NP_003357.2|              319 318QPFD-VSAFNASYS-DSGLFGIYTIS-QA-----------------------------TA	 346AGD---VI-----------------------------------
Esi0111_0016                              318 	 317AAPS-ASGFSVSYT-DAGLVGVTGTC-PD-----------------------------GQ	 345AGA---LS----------------------------------
Cre12.g509750|Cre12.g509750.t1.2          347 E	 347VFTS-VNPFAFAYK-GTGLVGVVASG-AP-----------------------------GK	 375AGK---VV---------------------------------
Vocar20001024m.g|Vocar20001024m           346 E	 346VFAS-VSPFAHVYK-GTGLVGLIASG-AP-----------------------------AK	 374AGA---LV---------------------------------
Cre17.g722800|Cre17.g722800.t1.2          368 A	 368WVHS-CASFNTTFN-ESGLVGIQASCDPP-HV----------------------------	 397-HD---ML---------------------------------
GSVIVG01021441001|GSVIVT01021441001       245 QS-FSAFNNIFN-NTRIFGIYASTGSD-FV----------------------------	 271-AK---AI----------------------------------------
448827|448827                             370 HP	 371KVEN-FTAFTSVYN-DTGLFGIHASSEHK-FV----------------------------	 400-GE---LV--------------------------------
Phpat.011G047500|Phpat.011G047500.1       371 KYE	 373QVQS-FTAFNCIYN-QPGIFCIHATSGSE-FV----------------------------	 402-PH---LV-------------------------------
183257|183257                             364 D	 364KVQS-FTAFNSIYN-DTGIFGIHATSTSD-FV----------------------------	 393-PN---LI---------------------------------
Phpat.004G049300|Phpat.004G049300.1       370 RE	 371QVHS-CTAFNSIYR-DTGLVGIHATSSGD-YI----------------------------	 400-PY---LV--------------------------------
Phpat.003G045700|Phpat.003G045700.1       370 WE	 371QVQS-FTAFSSIYN-DTGLFGIHATSSGD-FV----------------------------	 400-PK---LV--------------------------------
Phpat.013G074200|Phpat.013G074200.1       370 WE	 371QVQS-FTAFNSVYN-DTGLFGIHATSTGD-FV----------------------------	 400-PK---LV--------------------------------
LOC_Os01g73550|LOC_Os01g73550.1           351 	 350TVES-FSVFSNAFD-RSGLFGIYLTTPSD-FV----------------------------	 379-AK---AV----------------------------------
GRMZM2G167767|GRMZM2G167767_T01           356 	 355FVES-LSAFSNVYD-NTGLFGIYLTTSSH-HI----------------------------	 384-MW---QR----------------------------------
GRMZM2G174137|GRMZM2G174137_T01           351 	 350LVDS-FSAFNNVYD-SSGLFGIYLTTPSD-FV----------------------------	 379-AK---AV----------------------------------
GRMZM2G166646|GRMZM2G166646_T01           362 D	 362QIKS-ISAFKDVHS-NTGIFGIHTSTDAS-FV----------------------------	 391-PK---AI---------------------------------
LOC_Os01g09560|LOC_Os01g09560.1           362 D	 362QIRS-IAAFKDVHS-NTGIFGIHTSTDAA-FV----------------------------	 391-PK---AI---------------------------------
GRMZM2G103725|GRMZM2G103725_T01           802 -----MLINLRID--NNQS	 813CLQ-----WL--WP--ELAPGINHCTAVQ-R-----------------------------	 834-----------------------
GRMZM2G068336|GRMZM2G068336_T01           227 -----------------------DSTCPE-IS----------------------------	 234-QA---VS--------------------------------------
AT1G51980                                 362 YQ	 363EVQS-CTAFTSIFN-DTGLFGIYGCSSPQ-FA----------------------------	 392-AK---AI--------------------------------
Carubv10008921m.g|Carubv10008921m         362 YQ	 363EVQS-CTAFTSIFN-DTGLFGIYGCSSPG-FA----------------------------	 392-AK---AI--------------------------------
Bra014305|Bra014305                       361 YQ	 362QVQS-CTAFTSIFD-NTGLFGIYGCSSPE-FA----------------------------	 391-AK---AI--------------------------------
Bra018939|Bra018939                       365 YQ	 366QVQS-CTAFTSIFK-NTGLFGIYGCSSPE-FA----------------------------	 395-AK---AI--------------------------------
Bra030405|Bra030405                       363 YQ	 364QVQS-CTAFSSIFN-NTGLFGIYGCSSPE-FA----------------------------	 393-AK---AI--------------------------------
Bra022162|Bra022162                       354 YQ	 355EFQS-CTAFTSIFN-NSGLFGIYGCTSPE-YA----------------------------	 384-AK---GI--------------------------------
AT3G16480                                 358 HQ	 359QFQS-CTAFTSVFN-NTGLFGIYGCTSPE-FA----------------------------	 388-SQ---GI--------------------------------
Carubv10015621m.g|Carubv10015621m         360 HP	 361EVQS-CTAFTSVFN-NTGLFGIYGCTSPD-FA----------------------------	 390-ST---GI--------------------------------
29912.t000079|29912.m005353               363 YP	 364QIES-FTAFSNIYH-HSGIFGIQATTGSN-FA----------------------------	 393-SK---AI--------------------------------
Potri.008G193200|Potri.008G193200.1       366 YH	 367KIQL-FSAFNNIYN-HTAIFGIEATTDAD-FA----------------------------	 396-SS---AI--------------------------------
Potri.010G036700|Potri.010G036700.1       362 YH	 363KVQS-FSAFSHIYN-HSAIFGIQATTDAD-FA----------------------------	 392-SS---AI--------------------------------
LOC_Os05g44916|LOC_Os05g44916.1           352 G	 352QIES-FSAFSSIYN-NSGLFGIHATTNPD-FV----------------------------	 381-SS---AV---------------------------------
GRMZM2G005036|GRMZM2G005036_T01           355 FQ	 356QIES-FSAFNSVYN-NSGLFGIYAVTSPD-FS----------------------------	 385-SK---AV--------------------------------
LOC_Os01g53700|LOC_Os01g53700.1           355 YH	 356QIES-FSAFNSIYN-HSGLFGIHATTSPN-FA----------------------------	 385-SK---AV--------------------------------
Potri.001G191100|Potri.001G191100.1       361 YP	 362ELQS-FSAFNSIFN-KTGLFGIYASCGPN-FV----------------------------	 391-HK---AV--------------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078  360 YP	 361QIHA-FSAFSSIYN-STGLFGIQGTTSSD-FG----------------------------	 390-PQ---AV--------------------------------
Cucsa.116810|Cucsa.116810.1               361 YP	 362QVQS-ISAFSSIYN-NSGLFGIKGTTGSD-FV----------------------------	 391-PK---AF--------------------------------
Cucsa.021700|Cucsa.021700.1               361 YQ	 362QIQS-FSAFNSIFN-NTGLFGIYASTGSN-FV----------------------------	 391-AK---AV--------------------------------
Glyma13g43000|Glyma13g43000.1             347 HQ	 348QIHS-FSAFNSLFN-NTGLFGIYASTGSD-FV----------------------------	 377-AK---AV--------------------------------
Glyma15g02390|Glyma15g02390.1             347 HQ	 348QIHS-FSAFNSLFN-NTGLFGIYASTGSD-FV----------------------------	 377-AK---AV--------------------------------
Medtr8g014660|Medtr8g014660.1             363 YQ	 364QIQS-FSAFNSIFN-NTGLFGIYASTSSD-FA----------------------------	 393-PK---AV--------------------------------
Glyma07g01720|Glyma07g01720.1             361 YQ	 362QIQS-FSAFNSIFN-NTGLFGIYASTSPD-FV----------------------------	 391-PK---TV--------------------------------
Glyma08g21380|Glyma08g21380.1             361 YQ	 362QIQS-FSAFNSIFN-NTGLFGIYASTSPD-FV----------------------------	 391-PK---TV--------------------------------
30146.t000067|30146.m003490               349 YH	 350QLQA-FSAFNSIFN-NTGLFGIYASTSSD-FV----------------------------	 379-PK---AV--------------------------------
Medtr8g102230|Medtr8g102230.1             366 YP	 367QVHS-ISAFNNIYN-NTGIFGIQVTTGSD-FV----------------------------	 396-SK---AI--------------------------------
Glyma05g36040|Glyma05g36040.1             368 YP	 369QVHE-ISAFNNIYN-DTGIFGIQVTTGSD-FV----------------------------	 398-SK---AI--------------------------------
Glyma08g03580|Glyma08g03580.1             366 YP	 367QVHS-ISAFNNIYN-GTGIFGIQVTTGSD-FV----------------------------	 396-SK---AI--------------------------------
Glyma14g13370|Glyma14g13370.1             138 ----------------------------------------------------	 137------------------------------------------------------
Eucgr.F03085|Eucgr.F03085.1               361 YQ	 362QIQS-FSAFNSIFN-RTGLFGIYASTSSD-FV----------------------------	 391-AK---AV--------------------------------
Eucgr.C03704|Eucgr.C03704.1               362 YP	 363QVQS-FSAFSNIYN-NTGIFGIQATTGSD-FA----------------------------	 392-AQ---AI--------------------------------
GSVIVG01015273001|GSVIVT01015273001       362 YP	 363QIQS-FSAFNSIYN-NTGLFGIQATTGSD-FV----------------------------	 392-SK---AI--------------------------------
GSVIVG01016955001|GSVIVT01016955001       362 YQ	 363QLQS-FSAFNNIFN-NTGIFGIYASTGSD-FV----------------------------	 392-AK---AV--------------------------------



420946|420946                             208 ---	 207--------STQFMSIFDDLCKVAEKMACYGGDGLLAKWLASG--AMSS---------SGS	 248G--NYIAPGENRPCVPIFY-------------VECTLSA
440930|440930                             653 G-----SLQKNL-----------	 659--------STQFMSTFDDPCKVAEKMACYGDVKRVALLDKGT--TL--------------	 695-------RLERIVRASRFF
GRMZM2G083984|GRMZM2G083984_T01           342 -------------	 341----------------VSQCLQLLQ-----SSSPSYLLL---------------------	 359---SSLDAARDQLSQNRN-IFDEPLAIAS
28753.t000003|28753.m000078               347 ----------------	 346-------------KAIWAQIDELKN--------------------------------NGV	 361T-AAELHRVKAAVIAADVYKRDSVFY
CMQ089C|CMQ089CT                          615 -------------------------------	 614-------------RILWEEIEQIKK--------------------------------EGI	 629E-LAELERAKS
Esi0011_0084                              372 ------------------	 371----------------WYTLHNLLH------------IV------------------HKV	 385T-DAEVDAAKTLLKNHIYQQNSGC
34269.t000001|34269.m000014               315 ---------------	 314----------------PVIIDELHK------------SA------------------SSI	 328E-QKEIERARAQIRAQLLMGQESPAAR
GRMZM2G007715|GRMZM2G007715_T01           519 --------------------------	 518----------------FAIMHEMSK------------LS------------------YRV	 532T-EEDVIRARNQLKSS
GRMZM2G118074|GRMZM2G118074_T01           357 ------------------	 356----------------FAIMHEMSK------------LS------------------YRV	 370T-EEDVIRARNRLKSSIQLHLDGS
GRMZM2G324991|GRMZM2G324991_T03           393 -----------------	 392----------------FAIMHEMSK------------LS------------------YRV	 406T-EEDVIRARNQLKSSIQLHLDGST
gi|17553678|ref|NP_498202.1|              361 -----------------	 360----------------KSVAHEWKH------------LA------------------SAA	 374T-EEEVAMAKNQFRTNLYQNLETNT
gi|71999683|ref|NP_501576.2|              349 ----------------	 348----------------DSVLQQWVW------------LA------------------NNI	 362D-EAAVDRAKRSLHTNLLLMLDGSTP
gi|46593007|ref|NP_003356.2|              370 ------------------	 369----------------FVLQGQWMR------------LC------------------TSA	 383T-ESEVARGKNILRNALVSHLDGT
gi|94538354|ref|NP_004270.2|              379 ------------------	 378----------------HVVQKEWMR------------LC------------------TSV	 392T-ESEVARARNLLKTNMLLQLDGS
CMM104C|CMM104CT                          421 --------------------	 420----------------YEIQMQLTG------------MA------------------YKL	 434D-ESEVERAKRQLKTSLLLQLS
gi|111226358|ref|XP_001134518.1|          359 ----------------	 358----------------AEMLKEWQR------------IA------------------TSC	 372N-KNEVERNKQKLLATTLMQYDGTSK
Esi0098_0070                              407 --------------------	 406----------------GLVLEHMVR------------MC------------------QHV	 420G-DEEVERAKTQLKTNMLMQLD
gi|85119638|ref|XP_965680.1|              366 -----------------	 365----------------HFSLREWTR------------LC------------------SNV	 379S-EAEVERAKAQLKASILLSLDGTT
GRMZM5G827505|GRMZM5G827505_T01           387 ------------------	 386----------------RLIMAEFRR------------LA------------------SQV	 400S-ETEVARARNQLKSSLLLHIDGS
LOC_Os01g51390|LOC_Os01g51390.1           382 ------------------	 381----------------QLIMQEFRR------------LA------------------FEV	 395S-ETEVARARNQLKSALLLHIDGS
Cre12.g523850|Cre12.g523850.t1.2          385 -------------------	 384----------------YAIMSNLTR------------MC------------------FEV	 398R-DADVARAKNQLKASLMFFQDS
Vocar20014031m.g|Vocar20014031m           386 -------------------	 385----------------YSIMSHLTK------------MC------------------FDV	 399R-EADVVRAKNQLKASLMFFQDS
Carubv10000696m.g|Carubv10000696m         419 --------------------	 418----------------HAIMYAVTK------------LA------------------YRV	 432S-EDDVTRARNQLKSSLLLNLN
AT3G02090                                 421 --------------------	 420----------------YAIMYEVTK------------LA------------------YRV	 434S-DADVTRARNQLKSSLLLHMD
Carubv10013366m.g|Carubv10013366m         451 --------------------	 450----------------YAIMYEVTK------------LA------------------YRV	 464S-DADVTRARNQLKSSLLLHMD
Bra021477|Bra021477                       417 --------------------	 416----------------YAIMHEVTK------------LA------------------FRV	 430S-DDDVTRARNQLKSSLLLHMD
Bra039151|Bra039151                       419 --------------------	 418----------------YAIMHEVTK------------LA------------------FRV	 432S-DDDVTRARNQLKSSLLLHMD
146300|146300                             382 ------------------	 381----------------WVITREMTH------------MV------------------YHV	 395R-EDDVIRARNQLKACLLLHLDGT
LOC_Os03g11410|LOC_Os03g11410.1           423 --------------------	 422----------------FAIMQEISK------------LS------------------YRV	 436T-EEDVIRARNQLKSSIQLHLD
GRMZM2G091563|GRMZM2G091563_T01           420 --------------------	 419----------------FAIMHEMSK------------LS------------------YRV	 433T-EEDVIRARNQLKSSIQLHLD
GRMZM2G100511|GRMZM2G100511_T01           420 --------------------	 419----------------FAIMHEMSK------------LS------------------YRV	 433T-EEDVIRARNQLKSSIQLHLD
Phpat.016G072700|Phpat.016G072700.1       386 -------------------	 385----------------YVIMHEIGR------------LI------------------YRV	 399D-SDDVARARNQLKSSLLLHLDG
PGSC0003DMG400028380|PGSC0003DMT40007295  423 --------------------	 422----------------YVIMNGICK------------LS------------------YKV	 436S-DADVVRARNQLKSSLMLHID
GSVIVG01012193001|GSVIVT01012193001       276 ------------	 275----------------YAIMLEISK------------LP------------------YRV	 289S-EEDVIRARNQLKSSLLLHINGLSHVVED
Cucsa.081570|Cucsa.081570.1               418 --------------------	 417----------------YAIMYETTK------------LA------------------YRV	 431S-EADVTRARNQVDSGTLIPLA
29630.t000033|29630.m000808               401 --------------------	 400----------------WAIMYETTK------------LS------------------YRV	 414S-EADVTRARNQLKSSLLLHID
PGSC0003DMG400001355|PGSC0003DMT40000343  419 --------------------	 418----------------YCIMREISK------------LC------------------YRV	 432S-DADVTRACNQLKSSLMLHID
Potri.004G118900|Potri.004G118900.1       416 --------------------	 415----------------WAIMHETTK------------LC------------------YRV	 429S-EAEVTRACNQLKSSLLLHID
Potri.017G092400|Potri.017G092400.1       417 --------------------	 416----------------WAIMHETSK------------LC------------------YRV	 430S-EADVTRACNQLKSSLLLHID
Glyma16g10360|Glyma16g10360.1             413 --------------------	 412----------------YAIMYETTK------------LA------------------YRV	 426S-EDDVTRACNQLKSSLLLHID
Glyma08g46020|Glyma08g46020.1             418 --------------------	 417----------------YAIMYETTK------------LA------------------YRV	 431S-EDDVTRARNQLKSSLLLHID
Glyma18g31550|Glyma18g31550.3             417 --------------------	 416----------------YAIMYETTK------------LA------------------YRV	 430S-EDDVTRARNQLKSSLLLHID
Eucgr.H00078|Eucgr.H00078.1               427 --------------------	 426----------------YAIMYETTK------------LA------------------HRV	 440S-EADVIRARNQLKSSLLLHID
GSVIVG01011510001|GSVIVT01011510001       236 ---------	 235----------------YAIMYEISK------------LC------------------YRV	 249S-EADVTRARNQLKSSLLLHIDGTSPVAEDIGR
gi|111226878|ref|XP_001134603.1|          539 -----------------------	 538----------------ELVLQELLM------------L------------------RSSM	 552T-QQELERAKRSQKSQILQ
gi|66803202|ref|XP_635444.1|              341 ----------------	 340-----------------LITSEIVA-------------------------------ASKT	 352A-GQELERAKAVTKSSVLEQAESRTS
Vocar20001314m.g|Vocar20001314m           395 LQTSMSTAPHSNPPRL	 410TPPHPAPRSPLYMASRVVVCAGRQRAQPRGGDAQHYVLGTGGGGEVSNPAIHSRTPHTGT	 470N-RVELERAKRSAVSVICNALESKAT
Esi0268_0010                              466 -----------------------	 465----------------HVFCEHFAT------------LA-------------T----VPV	 480T-DEELSRARNMLKCNVLT
CMK260C|CMK260CT                          435 ---------------------	 434----------------EIICEEIAK------------MG-------------Q------V	 447T-RAELVRAKNQTKASVFMNL
gi|85109350|ref|XP_962874.1|              445 ------------------	 444----------------QVMCRELHA------------LT-------------TDHGYSAL	 463G-ELEVSRAKNQLRSSLLMNLESR
gi|24308013|ref|NP_055975                 406 --------------------	 405----------------EIITKEFIL------------MG-------------G-----TV	 419D-TVELERAKTQLTSMLMMNLE
gi|453222763|ref|NP_490888.2|             400 -------------------	 399----------------ILLVHQILQ------------LQ-------------Q-----GV	 413E-PTELARARTQLRSHLMMNLEV
gi|50592988|ref|NP_003357.2|              352 -----------------	 351----------------KAAYNQVKT------------IA------------------QGN	 365LSNTDVQAAKNKLKAGYLMSVESSE
Esi0111_0016                              351 ------------------	 350----------------QALASCFSG------------LA------------------TAS	 364NA-E-VAS--AIASAKVSRALKME
Cre12.g509750|Cre12.g509750.t1.2          381 -------------------	 380----------------DALTAKVQS------------LA------------------KGV	 394TDVQ-LATAKNMALGELRASVAT
Vocar20001024m.g|Vocar20001024m           380 -------------------	 379----------------DAVTTKVHS------------VA------------------KGV	 393SDGQ-LAQAKAMALGELRATTAT
Cre17.g722800|Cre17.g722800.t1.2          402 -------------------	 401----------------HVMCHELESVEN-------------------------------G	 414TNRIELERAKRAAVSVICNALES
GSVIVG01021441001|GSVIVT01021441001       276 ------------	 275----------------DIAVGELLSIVS-----------------------------PGQ	 290VDQVQLTRAKEATKSAVLMNLESRMIASED
448827|448827                             405 --------------------	 404----------------DLIGDELISVAE-----------------------------PGE	 419VDEIELERAKNATVSLVLMNLE
Phpat.011G047500|Phpat.011G047500.1       407 ---------------------	 406----------------DLATKEFIAVAT-----------------------------PGE	 421VTEAEIQRAKNMTISAVLMNL
183257|183257                             398 -------------------	 397----------------DLATDELTTVAT-----------------------------GGE	 412VTEEELERAKNATISAVLMNLES
Phpat.004G049300|Phpat.004G049300.1       405 --------------------	 404----------------DIMCQEINQVAT-----------------------------PGE	 419VTEAELHRAKNSAISSTLMNLE
Phpat.003G045700|Phpat.003G045700.1       405 --------------------	 404----------------DLACEQLTLVAT-----------------------------PGK	 419VSEAELQRAKNSTISAVLMNLE
Phpat.013G074200|Phpat.013G074200.1       405 --------------------	 404----------------DLACEQLELVAT-----------------------------PGK	 419VTEAELQRAKNSTISAVLMNLE
LOC_Os01g73550|LOC_Os01g73550.1           384 ------------------	 383----------------DIATKELIAIAT-----------------------------PGQ	 398VTDIELARAKNSTISAVLMNLESR
GRMZM2G167767|GRMZM2G167767_T01           389 ------------------	 388----------------LLISQ---------------------------------------	 393------------------------
GRMZM2G174137|GRMZM2G174137_T01           384 ------------------	 383----------------DIAVSELIAVAT-----------------------------PGE	 398E--VELQRAKNSTISSVLMNLESR
GRMZM2G166646|GRMZM2G166646_T01           396 -------------------	 395----------------DLAARELTSLAT-----------------------------PGQ	 410VDQSQLDRAKASAKYAILANLES
LOC_Os01g09560|LOC_Os01g09560.1           396 -------------------	 395----------------DLATRELTSLAT-----------------------------PGK	 410VDQTQLDRAKATAKSAILMNLES
GRMZM2G103725|GRMZM2G103725_T01           835 -------------------------------------	 834------------------------------------------------------------	 834-----
GRMZM2G068336|GRMZM2G068336_T01           239 --------------	 238----------------SVLERAVYAIA------------------------------PGG	 252VKKTITC-AV---AYANLIVLQR-----
AT1G51980                                 397 --------------------	 396----------------ELAAKELKDVA------------------------------GGK	 410VNQAHLDRAKAATKSAVLMNLE
Carubv10008921m.g|Carubv10008921m         397 --------------------	 396----------------ELAAKELKDVA------------------------------NGK	 410VNQKHLDRAKAATKSAVLMNLE
Bra014305|Bra014305                       396 --------------------	 395----------------ELAAKELKDVA------------------------------GGK	 409VNQKHLDRAKTATKSAVLMNLE
Bra018939|Bra018939                       400 --------------------	 399----------------ELAAKELKDVA------------------------------GGK	 413VNQKHLDRAKAATKSAVLMNLE
Bra030405|Bra030405                       398 --------------------	 397----------------ELAAKEMKDVA------------------------------GGK	 411VNQKHLDRAKAATKSAVLMNLE
Bra022162|Bra022162                       389 --------------------	 388----------------ELVADEMKAVA------------------------------EGK	 402VNQKHLDRAKAATKSAILMNLE
AT3G16480                                 393 --------------------	 392----------------ELVASEMNAVA------------------------------DGK	 406VNQKHLDRAKAATKSAILMNLE
Carubv10015621m.g|Carubv10015621m         395 --------------------	 394----------------ALVADEMKAVA------------------------------EGR	 408VNQKHLDRAKAATKSAILMNLE
29912.t000079|29912.m005353               398 --------------------	 397----------------DLAVNELISVAS-----------------------------PGA	 412VDQVQLDRAKQSTKSAILMNLE
Potri.008G193200|Potri.008G193200.1       401 --------------------	 400----------------ELVVRELTEVAS-----------------------------SGA	 415VDPVQLQRAKQSTKSAILMNLE
Potri.010G036700|Potri.010G036700.1       397 --------------------	 396----------------KLAARELTEVAS-----------------------------PGA	 411VDPVQLQRAKQSTKSAILMNLE
LOC_Os05g44916|LOC_Os05g44916.1           386 -------------------	 385----------------DLAARELHEVAT-----------------------------PGK	 400VTQEQLDRAKEATKSSVLMDLES
GRMZM2G005036|GRMZM2G005036_T01           390 --------------------	 389----------------DLAAGELLEIAT-----------------------------PGK	 404VTQEQLDRAKEATKSAVLMNLE
LOC_Os01g53700|LOC_Os01g53700.1           390 --------------------	 389----------------DLAAGELLEVAT-----------------------------PGK	 404VTQEQLDRAKQATKSAVLMNLE
Potri.001G191100|Potri.001G191100.1       396 --------------------	 395----------------DLAVAELIAIAT-----------------------------PGQ	 410VTQEQLNRAKESTKSAVLFNLE
PGSC0003DMG400000289|PGSC0003DMT40000078  395 --------------------	 394----------------DVAVKELIAVAN-----------------------------PSE	 409VDQVQLNRAKQATKSAILMNLE
Cucsa.116810|Cucsa.116810.1               396 --------------------	 395----------------DIAASELLAIAT-----------------------------PGK	 410VQQVQLDRAKQSTKSAVLMNLE
Cucsa.021700|Cucsa.021700.1               396 --------------------	 395----------------DIAASELISIAT-----------------------------PGQ	 410VSQVQLNRAKESTKSAVLMNLE
Glyma13g43000|Glyma13g43000.1             382 --------------------	 381----------------DLAARELIAIAS-----------------------------PGQ	 396VTQVQLDLAKLSTKSAVLMNLE
Glyma15g02390|Glyma15g02390.1             382 --------------------	 381----------------DLAARELIAIAS-----------------------------PGQ	 396VSQVQLDRAKVSTKSAVLMNLE
Medtr8g014660|Medtr8g014660.1             398 --------------------	 397----------------ELAAKELIAIAT-----------------------------PEK	 412VPEVQLDRAKKSTKTAVLMNLE
Glyma07g01720|Glyma07g01720.1             396 --------------------	 395----------------DIAAKELIAIAS-----------------------------PGQ	 410VTQVQLDRAKKSTKSAVLMNLE
Glyma08g21380|Glyma08g21380.1             396 --------------------	 395----------------DIAAKELIAIAS-----------------------------PGQ	 410VTQVQLDRAKKSTKSAVLMNLE
30146.t000067|30146.m003490               384 --------------------	 383----------------DVAVGELLAIAA-----------------------------PGQ	 398VSKAQLDRAKESTKSAVLMNLE
Medtr8g102230|Medtr8g102230.1             401 --------------------	 400----------------DIAANEILTVAT-----------------------------SGQ	 415VDQVQLDRAKQATKSAILMNLE
Glyma05g36040|Glyma05g36040.1             403 --------------------	 402----------------DIAANEILAVAT-----------------------------PGQ	 417VDQVQLDRAKQATKSAILMNLE
Glyma08g03580|Glyma08g03580.1             401 --------------------	 400----------------DIAANEILGVAT-----------------------------PGQ	 415VDQAQLNRAKQATKSAILMNLE
Glyma14g13370|Glyma14g13370.1             138 ------	 137------------------------------------------------------------	 137------------------------------------
Eucgr.F03085|Eucgr.F03085.1               396 --------------------	 395----------------DVAAEELIALAT-----------------------------PGQ	 410VTQVQLNRAKESTKSAVLMNLE
Eucgr.C03704|Eucgr.C03704.1               397 --------------------	 396----------------DIAAKELIAVAT-----------------------------PGE	 411VDQVQLDRAKQSTRAAILMNLE
GSVIVG01015273001|GSVIVT01015273001       397 --------------------	 396----------------DIAAKELVAVAT-----------------------------PGQ	 411VDQVQLDRAKQTTKTAVLMNLE
GSVIVG01016955001|GSVIVT01016955001       397 --------------------	 396----------------DIAAGELLSIAS-----------------------------PGQ	 411VDQVQLTRAKEATKSAVLMNLE



420946|420946                             273 WPLPAGDWKKSLDGAFGFAVD	 293AAAKRFNLRKE-------DLEAKISDPSYKNS---RLTPEAWARQNYIRVVPKPDQGLE-	 342---------GENTRLKDLNSK
440930|440930                             708 -------------TWSALSAWPLPAGDWKKSLDGDFGFAVD	 735AAAKRFSLRKE-------DLEAKISDPSYKNS---RLTPEAWARQNYIRVVPKADQGLE-	 784-
GRMZM2G083984|GRMZM2G083984_T01           385 E-------------TKDLLARIPGISVLDLP	 402CFASDFP-----------------------AI---DLLRITLSASNLQLSGYEADDILYE	 436GHQIVSELVGT
28753.t000003|28753.m000078               387 QAMQIGQLETMHYPLSLLQSNAARVQAVTSEQVQ	 420AVAKKYL-----------------------LP---DQLTLVS----LDPQ----------	 440PMTA----
CMQ089C|CMQ089CT                          640 QVNAYLKFSRDGTFGIADGLNESLAMGDWT---AFCRNRIEPVRLEDVQ	 685RAAQRYF-----------------------RE---DASTTGW----FVPLRSEDDDV
Esi0011_0084                              409 GDAAGIIAGDVRQFGRRVPYAEMVARIDAITTKEIK	 444ASADEII-----------------------ND---QDHALAA----VG------------	 462------
34269.t000001|34269.m000014               355 AGQIARQMMLYGRPISNQEMMERLEGITVERLT	 387DLAGRLF-----------------------FD---TVPTLSA----IG------------	 405---------
GRMZM2G007715|GRMZM2G007715_T01           548 IQLHLDGSTAVVEDIGRQLLTYGRRIPTPELFARIDVVDASTVK	 591RVANRFI-----------------------FD---QDVAIVA----MG------------	 6
GRMZM2G118074|GRMZM2G118074_T01           394 TAVVDDIGRQLLTYGRRISTPELFARIDAVDASTVK	 429RVANRFI-----------------------FD---QDVAIAA----MG------------	 447------
GRMZM2G324991|GRMZM2G324991_T03           431 AVVDDIGRQLLTYGRRIPTPELFARIDDVDASTVK	 465RVANRFI-----------------------FD---QDVAIAA----MG------------	 483-------
gi|17553678|ref|NP_498202.1|              399 QKAGFNAKELLYTGNLRQLSELEAQIQKVDAGAVR	 433EAISRHV-----------------------YD---RDLAAVG----VG------------	 451-------
gi|71999683|ref|NP_501576.2|              388 VCEDIGRQLLCYGRRIPTPELHARIESITVQQLR	 421DVCRRVF-----------------------LE---GQVSAAV----VG------------	 439--------
gi|46593007|ref|NP_003356.2|              407 TPVCEDIGRSLLTYGRRIPLAEWESRIAEVDASVVR	 442EICSKYI-----------------------YD---QCPAVAG----YG------------	 460------
gi|94538354|ref|NP_004270.2|              416 TPICEDIGRQMLCYNRRIPIPELEARIDAVNAETIR	 451EVCTKYI-----------------------YN---RSPAIAA----VG------------	 469------
CMM104C|CMM104CT                          456 DSNAVAEDIGRQLLTYNRRVPLAET-------------	 480------------------------------------------------------------	 480----
gi|111226358|ref|XP_001134518.1|          398 VCEGIGRQILTLGRRLSPFEVYTRINEITVADVQ	 431RVASTLL-----------------------RD---VSPAVTA----IG------------	 449--------
Esi0098_0070                              442 SFAATIEEIGRHMLTYGRRMPAAEVFARIDAIEAEDVR	 479VCANRFV-----------------------ND---EDHAMAA----LG------------	 497----
gi|85119638|ref|XP_965680.1|              404 AVAEDIGRQIVTTGRRMSPAEIERIIDAVSAKDVM	 438DFANKKI-----------------------WD---QDIAISA----VG------------	 456-------
GRMZM5G827505|GRMZM5G827505_T01           424 TAVTENNGRQMLTYGRVMPFLELFARIDAVDCATVM	 459ETAKEYI-----------------------ID---KWDSSRN----YQ------------	 477------
LOC_Os01g51390|LOC_Os01g51390.1           419 TAVSENNGRQMLTYGRVMPFLELFARIDAVDRDTVM	 454ETAKDFI-----------------------ID---KDIALAA----VG------------	 472------
Cre12.g523850|Cre12.g523850.t1.2          421 THHVAESIGRELLVYGRRIPKAEMFARIDAVDANAIR	 457AVADRFI-----------------------YD---QDMAVAS----AG------------	 475-----
Vocar20014031m.g|Vocar20014031m           422 TNHVAESIGRELLVYGRRIPKAEMFARIDAVDANTIR	 458AVADRFI-----------------------YD---QDMAVAS----VG------------	 476-----
Carubv10000696m.g|Carubv10000696m         454 GTTPVVEDIGRQLLTYGRRIPTAELFARIDAVDASAIG	 491QVANKYI-----------------------YD---KDMAISA----IG------------	 509----
AT3G02090                                 456 GTSPIAEDIGRQLLTYGRRIPTAELFARIDAVDASTVK	 493RVANKYI-----------------------YD---KVRHC--------------------	 507----
Carubv10013366m.g|Carubv10013366m         486 GTSPIAEDIGRQLLTYGRRIPIAELFARIDAVDASTVK	 523RVANKYV-----------------------YD---KDIAISA----IG------------	 541----
Bra021477|Bra021477                       452 GTSPIAEDIGRQLLTYGRRIPTAELFARIDAVDASTVK	 489RVANKFV-----------------------YD---KDIAISA----IG------------	 507----
Bra039151|Bra039151                       454 GTSPVAEDIGRQLLTYGRRIPTAELFARIDAVDASTVK	 491RVANKYI-----------------------YD---KDIAISA----IG------------	 509----
146300|146300                             419 SPIAEDIGRQILTYGRRIPLAELFARIDAVDAATVR	 454RVAERFI-----------------------YD---QDLAVAA----VG------------	 472------
LOC_Os03g11410|LOC_Os03g11410.1           458 GSTAVVEDIGRQLLIYGRRIPIPELFARIDAVDASTVK	 495RVANRFI-----------------------FD---QDIAIAA----MG------------	 513----
GRMZM2G091563|GRMZM2G091563_T01           455 GSTAVVEDIGRQLLTYGRRIPTPELFARIDAVDASTVK	 492RVANRFI-----------------------FD---QDVAIAA----MG------------	 510----
GRMZM2G100511|GRMZM2G100511_T01           455 GSTAVVEDIGRQLLTYGRRIPTPELFARIDAVDASTVK	 492RVANRFI-----------------------FD---QDVAIAA----MG------------	 510----
Phpat.016G072700|Phpat.016G072700.1       422 TSPIAEDIGRQMLTYGRRLPLAELFARIDAVDADTVK	 458RVASRFI-----------------------YD---KELAIAA----MG------------	 476-----
PGSC0003DMG400028380|PGSC0003DMT40007295  458 GSGPTAEDIGRQLITYGRRIPYAELFSRIDSVDAGTIK	 495RVANRFI-----------------------FD---RDVAISA----RG------------	 513----
GSVIVG01012193001|GSVIVT01012193001       319 IGRQLLTYGRRIPLAELFARIDAVDANTVK	 348RIANRFI-----------------------FD---RDIAIAA----LG------------	 366------------
Cucsa.081570|Cucsa.081570.1               453 TFYFLEFS-------FTSGDFMADYFCAL---------	 474------------------------------------------------------------	 474----
29630.t000033|29630.m000808               436 GTSPVAEDIGRQ--------------------------	 447------------------------------------DVAIAA----MG------------	 455----
PGSC0003DMG400001355|PGSC0003DMT40000343  454 GTSPVAEDIGRQLLTYGRRIPVTELFARVDAVDASTIK	 491RVANRFI-----------------------FD---QDVAISA----LG------------	 509----
Potri.004G118900|Potri.004G118900.1       451 GTSPVAEDIGRQLLTYGRRIPFAELFARIDAVGPSTIK	 488RVASRFI-----------------------HD---QDIAIAA----MG------------	 506----
Potri.017G092400|Potri.017G092400.1       452 GTSPVAEDIGRQLLTYGRRIPYAELFARIDSVDSSTIK	 489RVANRFI-----------------------HD---QDIAIAA----MG------------	 507----
Glyma16g10360|Glyma16g10360.1             448 GTSPVAEDIGRQLLTYGRRIPFAELFARIDAVDASTIK	 485RVANRFI-----------------------YD---KDIAIAA----MG------------	 503----
Glyma08g46020|Glyma08g46020.1             453 GTSPVAEDIGRQLLTYGRRIPFAELFARIDAVDASTIK	 490RVANRFI-----------------------YD---KDVVIAA----TG------------	 508----
Glyma18g31550|Glyma18g31550.3             452 GTSPVAEDIGRQLLTYGRRIPFAELFARIDAVDASTIK	 489RVANRFI-----------------------YD---KDVVIAA----MG------------	 507----
Eucgr.H00078|Eucgr.H00078.1               462 GTSPVAEDIGRQLLTYGRRIPFAELFARIDAVDASTIK	 499RVANRFI-----------------------YD---RDIAIAA----MG------------	 517----
GSVIVG01011510001|GSVIVT01011510001       282 QLLTYGRRIPFAELFARIDAVDASTVK	 308RVANRFI-----------------------FD---RDVAIAA----MG------------	 326---------------
gi|111226878|ref|XP_001134603.1|          571 NLEMRSVQCDDMARHILSFGSYKSPEQICKLIDSVTLDDIK	 611KLISKLA-----------------------QS----NPSVVS----IV------------	 628-
gi|66803202|ref|XP_635444.1|              378 ALEFIGKQAIYTDKVLTPAEFAEEISKVTSEDIK	 411RVAKKMT-----------------------SK----KPTLVV----VG------------	 428--------
Vocar20001314m.g|Vocar20001314m           496 SAEDIGRQYLTYGRRISGRTYVEMLEAVTQDDIR	 529QFVRRLL-----------------------SS----KPSLAA----YG------------	 546--------
Esi0268_0010                              499 HLESRLVLFEDIGRQMLTYGRRETPESLVR-----------	 528------------------------------------------------------------	 528-
CMK260C|CMK260CT                          468 ESNTVVCEDLGRQILTAGQYIEPATLYAAIEKVTEKDIF	 506RVATRML-----------------------RS----RPTVVL----YG------------	 523---
gi|85109350|ref|XP_962874.1|              487 MVELEDLGRQVQVHGRKIPVREMTRRINELTVKDLR	 522RVAKRVV-----------------------GG----MANNAG----QG------------	 539------
gi|24308013|ref|NP_055975                 441 SRPVIFEDVGRQVLATRSRKLPHELCTLIRNVKPEDVK	 478RVASKML-----------------------RG----KPAVAA----LG------------	 495----
gi|453222763|ref|NP_490888.2|             436 RPVLFEDMVRQVLGHGDRKQPEEYAEKIEKVTNSDII	 472RVTERLL-----------------------AS----KPSLVG----YG------------	 489-----
gi|50592988|ref|NP_003357.2|              391 CFLEEVGSQALVAGSYMPPSTVLQQIDSVANADII	 425NAAKKFV-----------------------SG----QKSMAA----SG------------	 442-------
Esi0111_0016                              385 KPLYALLALADSASVGT-DPAKAATALDGVTAAAVK	 419KAAAAAI-----------------------KS----GMSMAS----VG------------	 436------
Cre12.g509750|Cre12.g509750.t1.2          417 APGLAAAVGSSVLATGKF-SANEVAAALSGLTAADVT	 452SYVNAMI-----------------------KT----APTFVT----YG------------	 469-----
Vocar20001024m.g|Vocar20001024m           416 TAGLAAAVGSSVLATGKF-SAAEVAAALQGLTAAEVS	 451GYVSALI-----------------------KS----TPTFVS----YG------------	 468-----
Cre17.g722800|Cre17.g722800.t1.2          438 KATSAEDIGRQYLTYGHRISGRTYVEMLEAVTADDVR	 474KFVQQ-LLRS-------------------------KPSLAAYGD---NTQSLDPSVLARR	 505-----
GSVIVG01021441001|GSVIVT01021441001       321 IGRQILTYGERKPLEHFLKAVDEIKALTFL	 350VYSTAKWALSSFRWIIFNEITSVFQTIEFLFSKKILLNMEGYTP---IFCAGVLDSLAVE	 407--------LKAT
448827|448827                             442 SRVVVNEDIGRQILTYGCRKPAKEFIDTVRELTLDDIR	 479KVAEK-IIST-------------------------PVTMACYGD---VKRVPLLDKVSSQ	 510----
Phpat.011G047500|Phpat.011G047500.1       443 ESSVVVTEDIGRQILTYGNRKPVAEFIHGVQSLTLADLS	 481RVAQK-IIFT-------------------------PLTMASWGD---VTQVPRYDQVANR	 512---
183257|183257                             436 RVVVTEDIGRQILTYGKRKPIQDFISAVQGLTLENIT	 472STASK-LLSS-------------------------PLTMASWGD---VVHVPRYEEVARR	 503-----
Phpat.004G049300|Phpat.004G049300.1       442 SRVVITEDIGSQILTYGQRKPVAKFIQRIQAVTLEDIA	 479EVSRK-IISS-------------------------PLTMASWGD---VVQVPRYDAVAER	 510----
Phpat.003G045700|Phpat.003G045700.1       442 SRAVVTEDIGRQILTYGHRKPVAELIQGVQALTVQDIA	 479DVSSR-VITT-------------------------PLTMASWGD---IVRVPRFDAVARV	 510----
Phpat.013G074200|Phpat.013G074200.1       442 SRVVVTEDIGRQILTYGHRKPVAEFIQSVQALTLQDIA	 479DVSSK-IIST-------------------------PLTMASWGD---VVRVPRFDAVASR	 510----
LOC_Os01g73550|LOC_Os01g73550.1           423 VIVAEDIGRQILTYGCRKPVDHFLQCMDEMTLDDIT	 458AFAKK-MLSS-------------------------PPTMASWGD---VDKVPPYEFVCKR	 489------
GRMZM2G167767|GRMZM2G167767_T01           394 ------------------------------------	 393------------------------------------------------------------	 393------
GRMZM2G174137|GRMZM2G174137_T01           421 VVVAEDIGRQLLSYGCRKPIDYFLQCMEEITLDDVA	 456TFARK-MLAT-------------------------QPTMASWGN---VDKVPPYEFICKR	 487------
GRMZM2G166646|GRMZM2G166646_T01           434 QASLTEDMGRQVLAFGERKPAEHLLKAVDGVTMKDIT	 470SVAEK-IISS-------------------------PLTMASHGN---VLNMPTYESVSGK	 501-----
LOC_Os01g09560|LOC_Os01g09560.1           434 KASATEDMGRQILAFGERKPVEHLLKAVDGVTLKDIT	 470ALAEK-IISS-------------------------PLTMASHGN---VLNVPTYDSVSGK	 501-----
GRMZM2G103725|GRMZM2G103725_T01           835 -------------------------------------------------------	 834---------------------------------------------------
GRMZM2G068336|GRMZM2G068336_T01           272 --------------------------------	 271------------------------------------------------------------	 271----------
AT1G51980                                 433 SRMIAAEDIGRQILTYGERKPVDQFLKSVDQLTLKDIA	 470DFTSK-VISK-------------------------PLTMGSFGD---VLAVPSYDTISSK	 501----
Carubv10008921m.g|Carubv10008921m         433 SRMIAAEDIGRQILTYGERKPVDQFLKTVDQLTLKDIQ	 470DFTSK-VISK-------------------------PLTMGAFGD---VLSVPSYDTISSK	 501----
Bra014305|Bra014305                       432 SRMIAAEDIGRQILTYGERKPVEQFLKAVDELTLKDIT	 469DFTSK-IISK-------------------------PLTMGSFGD---VLSVPSYDTVSSK	 500----
Bra018939|Bra018939                       436 SRMIAAEDIGRQILTYGERKPVEQFLKTVDGLTLKDIT	 473DFTSK-IISK-------------------------PLTMGSFGE---VLSVPSYDTVSSK	 504----
Bra030405|Bra030405                       434 SRMIAAEDIGRQILTYGERKPVEQFLKTVDGLTLKDIT	 471DFTSK-IISK-------------------------PLTMGSFGD---VLSVPSYDTISSK	 502----
Bra022162|Bra022162                       425 SRMIVAEDIGRQILTYGERKPVDAFLKTVDQLTLKDIA	 462DFTSK-IIAK-------------------------PLTMGSLGA---VLNVPSYDSVSSR	 493----
AT3G16480                                 429 SRMIAAEDIGRQILTYGERKPVDQFLKTVDQLTLKDIA	 466DFTSK-VITK-------------------------PLTMATFGD---VLNVPSYDSVSKR	 497----
Carubv10015621m.g|Carubv10015621m         431 SRMIAAEDIGRQILTYGERKPVDEFLKTIDQLNLKDIA	 468DFTSK-VIAK-------------------------PLTMASFGE---VLNVPSYESVSKR	 499----
29912.t000079|29912.m005353               435 SRIIVSEDIGRQILTYGKRKPLEDFLKIVDSVTLQDIT	 472QTAQK-LISS-------------------------PLTMASHGD---VVNVPTYDSISRK	 503----
Potri.008G193200|Potri.008G193200.1       438 SRMVVSEDIGRQILTYNKRKPLEDFLKAVDEVTSQDIT	 475EISQK-LVSS-------------------------PLTMASYGE---VINVPTYDAVSSM	 506----
Potri.010G036700|Potri.010G036700.1       434 SRMVASEDIGRQILMYNKRKPLGDFLKAIDEVTLQDIT	 471QISQK-LISS-------------------------PLTMASYGE---VINVPTYDTICSM	 502----
LOC_Os05g44916|LOC_Os05g44916.1           424 RIVASEDIGRQVLTYGERKPIEYFLKTVEEITLNDIS	 460STAKK-IISS-------------------------PLTLASWGD---VIHVPSYESVRRK	 491-----
GRMZM2G005036|GRMZM2G005036_T01           427 SRSIASEDIGRQVLTYGERKPIEYFLKTVEEITLNDIL	 464STAKE-MMST-------------------------PLTMASWGD---VIHVPSYESVSRK	 495----
LOC_Os01g53700|LOC_Os01g53700.1           427 SRVVASEDIGRQILTYGERKPIEHFLKDLEAITLNDIS	 464STAKK-IISS-------------------------PLTLASWGD---VIHVPSYESVSQK	 495----
Potri.001G191100|Potri.001G191100.1       433 SRMIVAEDIGRQFLTYGERKPVEHFLKVVDEITLDDIT	 470SIGRS-LIRS-------------------------PLTMASYGD---VLNVPSYESVSSR	 501----
PGSC0003DMG400000289|PGSC0003DMT40000078  432 SRMVASEDIGRQLLTYGERKPVEHFLKAIDAVSAKDIA	 469SFVQK-LISS-------------------------PLTMASYGD---VLSLPSYDAVSSR	 500----
Cucsa.116810|Cucsa.116810.1               433 SRVVASEDIARQVLTYGERKPVEHFLKAVDEVTLDSVA	 470SIAQK-LLSS-------------------------PLTMASYGD---VIHVPSYDSVSSK	 501----
Cucsa.021700|Cucsa.021700.1               433 SR------------------------------------	 434------------------------------------------------------------	 434----
Glyma13g43000|Glyma13g43000.1             419 SRMIASEDIGRQVLTYGERKPLEQFLNAVDGITLNDIT	 456KISQK-IISS-------------------------PLTMASYGD---VFNVPCYESVSRK	 487----
Glyma15g02390|Glyma15g02390.1             419 SRMIASEDIGRQILTYGERKPLEQFFKAVDGITLNDIT	 456KISQK-IISS-------------------------PLTMASYGD---VFNVPSYESVSRK	 487----
Medtr8g014660|Medtr8g014660.1             435 SRMIASEDIGRQILTYGERKPVEEFLKAVDEITLDDIT	 472KISQR-IISS-------------------------PLTMASYGD---VINVPSYENVSSM	 503----
Glyma07g01720|Glyma07g01720.1             433 SRMIASEDIGRQILTYGERKPVEQFLKAVDEITLNDIT	 470KIAQK-IISS-------------------------PLTMASYGD---VMNVPSYESVNSK	 501----
Glyma08g21380|Glyma08g21380.1             433 SRMIASEDIGRQILTYGERKPVEQFLKAVDEITLNDIT	 470KIAQK-IISS-------------------------PLTMASYGD---VMNVPSYESVNSK	 501----
30146.t000067|30146.m003490               421 SRMIVTEDIGRQYLTYGERKPVEHFLKVVEEITPNDIA	 458KIAQK-IISS-------------------------PLTMASYGD---VINVPSYESVSSK	 489----
Medtr8g102230|Medtr8g102230.1             438 SRMVVSEDIGRQVLTYGERKPVEDFLKAVDEVTLKDIA	 475SISQK-LISS-------------------------PLTMASYGD---VLYVPSYESVSSK	 506----
Glyma05g36040|Glyma05g36040.1             440 SRMVVSEDIGRQILTYGERKPVEDFLKAVDEVTSKDIT	 477SISRK-LICS-------------------------PLTMASYGD---VLYVPSYESVSLK	 508----
Glyma08g03580|Glyma08g03580.1             438 SRMVVSEDIGRQILTYGERKPVEDFLKAVDEVTSKDIT	 475SISQK-LISS-------------------------PLTMASYGD---VLYVPSYESVSLK	 506----
Glyma14g13370|Glyma14g13370.1             138 ------------------------	 137------------------------------------------------------------	 137------------------
Eucgr.F03085|Eucgr.F03085.1               433 SRMIVSEDIGRQILTYGERKPVEHFLKDVEKITLDDIT	 470SVARR-VLSS-------------------------PLTMASYGD---VIHVPSYESVSRR	 501----
Eucgr.C03704|Eucgr.C03704.1               434 SRMVASEDIARQILTYGERKPVEHFLKAVDEVTPKDIA	 471SMAQK-LLKS-------------------------PLTMASYGD---VIYLPTYDSISSK	 502----
GSVIVG01015273001|GSVIVT01015273001       434 SRMVASEDIGRQILTYGERKPVDHFLKAVDEVTLKDIA	 471SITQK-LLSS-------------------------PLTMASYGD---VIFVPSYENVSSK	 502----
GSVIVG01016955001|GSVIVT01016955001       434 SRMIASEDIGRQILTYGERKPLEHFLKAVDEITLKDIT	 471TIAQR-IISS-------------------------PLTMASYGD---VIHVPSYESVNRK	 502----



420946|420946                             355 LIL-QVTNQKEEIKNTK---DKLMKVNKEQAEKIQE---	 386-----------------------------------------------LQKDSREIVSLKE	 399ENT
440930|440930                             785 --------GTNTRLKALNSTLIL-QVTNQKEEIKNTKAQNDKLMKVNKEQAEKIQE---	 831-----------------------------------------------
GRMZM2G083984|GRMZM2G083984_T01           448 RAVTFAVNIGTRV--------------QDAEKLVQSAK-----------	 471---------------------------------------------------------
28753.t000003|28753.m000078               445 -------DQKPVGRPH--------------QH--------------------	 455------------------------------------------------------
CMQ089C|CMQ089CT                          713 QED	 715PAFID------HEDAAAAPAGRIV--------------EDAESSMDAQRREATRVAPTAL	 755PLTTQKRRSTTAGAEASGSPAPAVPRSRIAARTHREMLF
Esi0011_0084                              463 ------------------------------------------------------	 462----------------------------------------------------
34269.t000001|34269.m000014               406 ---------------------------------------------------	 405-------------------------------------------------------
GRMZM2G007715|GRMZM2G007715_T01           610 09------------------------------------------------------------	 609--------------------------------------------
GRMZM2G118074|GRMZM2G118074_T01           448 ------------------------------------------------------	 447----------------------------------------------------
GRMZM2G324991|GRMZM2G324991_T03           484 -----------------------------------------------------	 483-----------------------------------------------------
gi|17553678|ref|NP_498202.1|              452 -----------------------------------------------------	 451-----------------------------------------------------
gi|71999683|ref|NP_501576.2|              440 ----------------------------------------------------	 439------------------------------------------------------
gi|46593007|ref|NP_003356.2|              461 ------------------------------------------------------	 460----------------------------------------------------
gi|94538354|ref|NP_004270.2|              470 ------------------------------------------------------	 469----------------------------------------------------
CMM104C|CMM104CT                          481 --------------------------------------------------------	 480--------------------------------------------------
gi|111226358|ref|XP_001134518.1|          450 ----------------------------------------------------	 449------------------------------------------------------
Esi0098_0070                              498 --------------------------------------------------------	 497--------------------------------------------------
gi|85119638|ref|XP_965680.1|              457 -----------------------------------------------------	 456-----------------------------------------------------
GRMZM5G827505|GRMZM5G827505_T01           478 ------------------------------------------------------	 477----------------------------------------------------
LOC_Os01g51390|LOC_Os01g51390.1           473 ------------------------------------------------------	 472----------------------------------------------------
Cre12.g523850|Cre12.g523850.t1.2          476 -------------------------------------------------------	 475---------------------------------------------------
Vocar20014031m.g|Vocar20014031m           477 -------------------------------------------------------	 476---------------------------------------------------
Carubv10000696m.g|Carubv10000696m         510 --------------------------------------------------------	 509--------------------------------------------------
AT3G02090                                 508 --------------------------------------------------------	 507--------------------------------------------------
Carubv10013366m.g|Carubv10013366m         542 --------------------------------------------------------	 541--------------------------------------------------
Bra021477|Bra021477                       508 --------------------------------------------------------	 507--------------------------------------------------
Bra039151|Bra039151                       510 --------------------------------------------------------	 509--------------------------------------------------
146300|146300                             473 ------------------------------------------------------	 472----------------------------------------------------
LOC_Os03g11410|LOC_Os03g11410.1           514 --------------------------------------------------------	 513--------------------------------------------------
GRMZM2G091563|GRMZM2G091563_T01           511 --------------------------------------------------------	 510--------------------------------------------------
GRMZM2G100511|GRMZM2G100511_T01           511 --------------------------------------------------------	 510--------------------------------------------------
Phpat.016G072700|Phpat.016G072700.1       477 -------------------------------------------------------	 476---------------------------------------------------
PGSC0003DMG400028380|PGSC0003DMT40007295  514 --------------------------------------------------------	 513--------------------------------------------------
GSVIVG01012193001|GSVIVT01012193001       367 ------------------------------------------------	 366----------------------------------------------------------
Cucsa.081570|Cucsa.081570.1               475 --------------------------------------------------------	 474--------------------------------------------------
29630.t000033|29630.m000808               456 --------------------------------------------------------	 455--------------------------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343  510 --------------------------------------------------------	 509--------------------------------------------------
Potri.004G118900|Potri.004G118900.1       507 --------------------------------------------------------	 506--------------------------------------------------
Potri.017G092400|Potri.017G092400.1       508 --------------------------------------------------------	 507--------------------------------------------------
Glyma16g10360|Glyma16g10360.1             504 --------------------------------------------------------	 503--------------------------------------------------
Glyma08g46020|Glyma08g46020.1             509 --------------------------------------------------------	 508--------------------------------------------------
Glyma18g31550|Glyma18g31550.3             508 --------------------------------------------------------	 507--------------------------------------------------
Eucgr.H00078|Eucgr.H00078.1               518 --------------------------------------------------------	 517--------------------------------------------------
GSVIVG01011510001|GSVIVT01011510001       327 ---------------------------------------------	 326------------------------------------------------------------	
gi|111226878|ref|XP_001134603.1|          629 -----------------------------------------------------------	 628-----------------------------------------------
gi|66803202|ref|XP_635444.1|              429 ----------------------------------------------------	 428------------------------------------------------------
Vocar20001314m.g|Vocar20001314m           547 ----------------------------------------------------	 546------------------------------------------------------
Esi0268_0010                              529 -----------------------------------------------------------	 528-----------------------------------------------
CMK260C|CMK260CT                          524 ---------------------------------------------------------	 523-------------------------------------------------
gi|85109350|ref|XP_962874.1|              540 ------------------------------------------------------	 539----------------------------------------------------
gi|24308013|ref|NP_055975                 496 --------------------------------------------------------	 495--------------------------------------------------
gi|453222763|ref|NP_490888.2|             490 -------------------------------------------------------	 489---------------------------------------------------
gi|50592988|ref|NP_003357.2|              443 -----------------------------------------------------	 442-----------------------------------------------------
Esi0111_0016                              437 ------------------------------------------------------	 436----------------------------------------------------
Cre12.g509750|Cre12.g509750.t1.2          470 -------------------------------------------------------	 469---------------------------------------------------
Vocar20001024m.g|Vocar20001024m           469 -------------------------------------------------------	 468---------------------------------------------------
Cre17.g722800|Cre17.g722800.t1.2          506 ---YG--------------------------------------------------	 507---------------------------------------------------
GSVIVG01021441001|GSVIVT01021441001       412 KDFSKLYAGIAILGYIASVPESVNTRAFSH------------------	 441-----------------------------------LLTFLG-HRYPKIRKASAEQFYF
448827|448827                             511 ----FQ--------------------------------------------------	 512--------------------------------------------------
Phpat.011G047500|Phpat.011G047500.1       513 -----FS--------------------------------------------------	 514-------------------------------------------------
183257|183257                             504 ---FKK-------------------------------------------------	 506---------------------------------------------------
Phpat.004G049300|Phpat.004G049300.1       511 ----FEM-------------------------------------------------	 513--------------------------------------------------
Phpat.003G045700|Phpat.003G045700.1       511 ----FQV-------------------------------------------------	 513--------------------------------------------------
Phpat.013G074200|Phpat.013G074200.1       511 ----FQE-------------------------------------------------	 513--------------------------------------------------
LOC_Os01g73550|LOC_Os01g73550.1           490 --F---------------------------------------------------	 490----------------------------------------------------
GRMZM2G167767|GRMZM2G167767_T01           394 ------------------------------------------------------	 393----------------------------------------------------
GRMZM2G174137|GRMZM2G174137_T01           488 --LQ--------------------------------------------------	 489----------------------------------------------------
GRMZM2G166646|GRMZM2G166646_T01           502 ---FRSK------------------------------------------------	 505---------------------------------------------------
LOC_Os01g09560|LOC_Os01g09560.1           502 ---FRSK------------------------------------------------	 505---------------------------------------------------
GRMZM2G103725|GRMZM2G103725_T01           835 ---------	 834------------------------------------------------------------	 834---------------------------------
GRMZM2G068336|GRMZM2G068336_T01           272 --------------------------------------------------	 271--------------------------------------------------------
AT1G51980                                 502 ----FR--------------------------------------------------	 503--------------------------------------------------
Carubv10008921m.g|Carubv10008921m         502 ----FC--------------------------------------------------	 503--------------------------------------------------
Bra014305|Bra014305                       501 ----FC--------------------------------------------------	 502--------------------------------------------------
Bra018939|Bra018939                       505 ----FC--------------------------------------------------	 506--------------------------------------------------
Bra030405|Bra030405                       503 ----FS--------------------------------------------------	 504--------------------------------------------------
Bra022162|Bra022162                       494 ----FS--------------------------------------------------	 495--------------------------------------------------
AT3G16480                                 498 ----FR--------------------------------------------------	 499--------------------------------------------------
Carubv10015621m.g|Carubv10015621m         500 ----FH--------------------------------------------------	 501--------------------------------------------------
29912.t000079|29912.m005353               504 ----FKSK------------------------------------------------	 507--------------------------------------------------
Potri.008G193200|Potri.008G193200.1       507 ----FKSK------------------------------------------------	 510--------------------------------------------------
Potri.010G036700|Potri.010G036700.1       503 ----FKSK------------------------------------------------	 506--------------------------------------------------
LOC_Os05g44916|LOC_Os05g44916.1           492 ---FHSK------------------------------------------------	 495---------------------------------------------------
GRMZM2G005036|GRMZM2G005036_T01           496 ----FHSK------------------------------------------------	 499--------------------------------------------------
LOC_Os01g53700|LOC_Os01g53700.1           496 ----FFSK------------------------------------------------	 499--------------------------------------------------
Potri.001G191100|Potri.001G191100.1       502 ----FERRGK----------------------------------------------	 507--------------------------------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078  501 ----FRSK------------------------------------------------	 504--------------------------------------------------
Cucsa.116810|Cucsa.116810.1               502 ----FKSK------------------------------------------------	 505--------------------------------------------------
Cucsa.021700|Cucsa.021700.1               435 --------------------------------------------------------	 434--------------------------------------------------
Glyma13g43000|Glyma13g43000.1             488 ----FHAK------------------------------------------------	 491--------------------------------------------------
Glyma15g02390|Glyma15g02390.1             488 ----FHAK------------------------------------------------	 491--------------------------------------------------
Medtr8g014660|Medtr8g014660.1             504 ----FHAK------------------------------------------------	 507--------------------------------------------------
Glyma07g01720|Glyma07g01720.1             502 ----FHAK------------------------------------------------	 505--------------------------------------------------
Glyma08g21380|Glyma08g21380.1             502 ----FHAK------------------------------------------------	 505--------------------------------------------------
30146.t000067|30146.m003490               490 ----FHA-------------------------------------------------	 492--------------------------------------------------
Medtr8g102230|Medtr8g102230.1             507 ----FRSK------------------------------------------------	 510--------------------------------------------------
Glyma05g36040|Glyma05g36040.1             509 ----FRA-------------------------------------------------	 511--------------------------------------------------
Glyma08g03580|Glyma08g03580.1             507 ----FRS-------------------------------------------------	 509--------------------------------------------------
Glyma14g13370|Glyma14g13370.1             138 ------------------------------------------	 137------------------------------------------------------------	 137
Eucgr.F03085|Eucgr.F03085.1               502 ----FHAR------------------------------------------------	 505--------------------------------------------------
Eucgr.C03704|Eucgr.C03704.1               503 ----FHAK------------------------------------------------	 506--------------------------------------------------
GSVIVG01015273001|GSVIVT01015273001       503 ----FQSK------------------------------------------------	 506--------------------------------------------------
GSVIVG01016955001|GSVIVT01016955001       503 ----FHAK------------------------------------------------	 506--------------------------------------------------



420946|420946                             403 KL--------------TERVAELEE---K--------------------------L-	 415-KEE----------------------------------------TLKRK
440930|440930                             832 LQKDSREIVSLKE	 844EITKL--------------TERVAKLEEETSK--------------------------L-	 863-KER-------------------------
GRMZM2G083984|GRMZM2G083984_T01           472 ---	 471------------------------------------------------------------	 471---------------------------------------
28753.t000003|28753.m000078               456 ------	 455------------------------------------------------------------	 455------------------------------------
CMQ089C|CMQ089CT                          795 EGGLTQFTLRTAAEEVVTLVG	 815SLAGGTDHGDREPFGSLMVAEMVSDMFDQGSRHRDKFAISELLENVGARVSFGVTRNRLR	 875FRGRCLRKDLPLVASLLMEQL
Esi0011_0084                              463 --------	 462------------------------------------------------------------	 462----------------------------------
34269.t000001|34269.m000014               406 -----	 405------------------------------------------------------------	 405-------------------------------------
GRMZM2G007715|GRMZM2G007715_T01           610 ----------------	 609------------------------------------------------------------	 609--------------------------
GRMZM2G118074|GRMZM2G118074_T01           448 --------	 447------------------------------------------------------------	 447----------------------------------
GRMZM2G324991|GRMZM2G324991_T03           484 -------	 483------------------------------------------------------------	 483-----------------------------------
gi|17553678|ref|NP_498202.1|              452 -------	 451------------------------------------------------------------	 451-----------------------------------
gi|71999683|ref|NP_501576.2|              440 ------	 439------------------------------------------------------------	 439------------------------------------
gi|46593007|ref|NP_003356.2|              461 --------	 460------------------------------------------------------------	 460----------------------------------
gi|94538354|ref|NP_004270.2|              470 --------	 469------------------------------------------------------------	 469----------------------------------
CMM104C|CMM104CT                          481 ----------	 480------------------------------------------------------------	 480--------------------------------
gi|111226358|ref|XP_001134518.1|          450 ------	 449------------------------------------------------------------	 449------------------------------------
Esi0098_0070                              498 ----------	 497------------------------------------------------------------	 497--------------------------------
gi|85119638|ref|XP_965680.1|              457 -------	 456------------------------------------------------------------	 456-----------------------------------
GRMZM5G827505|GRMZM5G827505_T01           478 --------	 477------------------------------------------------------------	 477----------------------------------
LOC_Os01g51390|LOC_Os01g51390.1           473 --------	 472------------------------------------------------------------	 472----------------------------------
Cre12.g523850|Cre12.g523850.t1.2          476 ---------	 475------------------------------------------------------------	 475---------------------------------
Vocar20014031m.g|Vocar20014031m           477 ---------	 476------------------------------------------------------------	 476---------------------------------
Carubv10000696m.g|Carubv10000696m         510 ----------	 509------------------------------------------------------------	 509--------------------------------
AT3G02090                                 508 ----------	 507------------------------------------------------------------	 507--------------------------------
Carubv10013366m.g|Carubv10013366m         542 ----------	 541------------------------------------------------------------	 541--------------------------------
Bra021477|Bra021477                       508 ----------	 507------------------------------------------------------------	 507--------------------------------
Bra039151|Bra039151                       510 ----------	 509------------------------------------------------------------	 509--------------------------------
146300|146300                             473 --------	 472------------------------------------------------------------	 472----------------------------------
LOC_Os03g11410|LOC_Os03g11410.1           514 ----------	 513------------------------------------------------------------	 513--------------------------------
GRMZM2G091563|GRMZM2G091563_T01           511 ----------	 510------------------------------------------------------------	 510--------------------------------
GRMZM2G100511|GRMZM2G100511_T01           511 ----------	 510------------------------------------------------------------	 510--------------------------------
Phpat.016G072700|Phpat.016G072700.1       477 ---------	 476------------------------------------------------------------	 476---------------------------------
PGSC0003DMG400028380|PGSC0003DMT40007295  514 ----------	 513------------------------------------------------------------	 513--------------------------------
GSVIVG01012193001|GSVIVT01012193001       367 --	 366------------------------------------------------------------	 366----------------------------------------
Cucsa.081570|Cucsa.081570.1               475 ----------	 474------------------------------------------------------------	 474--------------------------------
29630.t000033|29630.m000808               456 ----------	 455------------------------------------------------------------	 455--------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343  510 ----------	 509------------------------------------------------------------	 509--------------------------------
Potri.004G118900|Potri.004G118900.1       507 ----------	 506------------------------------------------------------------	 506--------------------------------
Potri.017G092400|Potri.017G092400.1       508 ----------	 507------------------------------------------------------------	 507--------------------------------
Glyma16g10360|Glyma16g10360.1             504 ----------	 503------------------------------------------------------------	 503--------------------------------
Glyma08g46020|Glyma08g46020.1             509 ----------	 508------------------------------------------------------------	 508--------------------------------
Glyma18g31550|Glyma18g31550.3             508 ----------	 507------------------------------------------------------------	 507--------------------------------
Eucgr.H00078|Eucgr.H00078.1               518 ----------	 517------------------------------------------------------------	 517--------------------------------
GSVIVG01011510001|GSVIVT01011510001       327 326------------------------------------------------------------	 326-------------------------------------------
gi|111226878|ref|XP_001134603.1|          629 -------------	 628------------------------------------------------------------	 628-----------------------------
gi|66803202|ref|XP_635444.1|              429 ------	 428------------------------------------------------------------	 428------------------------------------
Vocar20001314m.g|Vocar20001314m           547 ------	 546------------------------------------------------------------	 546------------------------------------
Esi0268_0010                              529 -------------	 528------------------------------------------------------------	 528-----------------------------
CMK260C|CMK260CT                          524 -----------	 523------------------------------------------------------------	 523-------------------------------
gi|85109350|ref|XP_962874.1|              540 --------	 539------------------------------------------------------------	 539----------------------------------
gi|24308013|ref|NP_055975                 496 ----------	 495------------------------------------------------------------	 495--------------------------------
gi|453222763|ref|NP_490888.2|             490 ---------	 489------------------------------------------------------------	 489---------------------------------
gi|50592988|ref|NP_003357.2|              443 -------	 442------------------------------------------------------------	 442-----------------------------------
Esi0111_0016                              437 --------	 436------------------------------------------------------------	 436----------------------------------
Cre12.g509750|Cre12.g509750.t1.2          470 ---------	 469------------------------------------------------------------	 469---------------------------------
Vocar20001024m.g|Vocar20001024m           469 ---------	 468------------------------------------------------------------	 468---------------------------------
Cre17.g722800|Cre17.g722800.t1.2          508 ---------	 507------------------------------------------------------------	 507---------------------------------
GSVIVG01021441001|GSVIVT01021441001       464 VL	 465LQ-----------NGELVIEDKMEKAL-------------------------------EI	 483ISETCWEGDIE--------EAKQRRLELHDMAGLETGLLP
448827|448827                             513 ----------	 512------------------------------------------------------------	 512--------------------------------
Phpat.011G047500|Phpat.011G047500.1       515 -----------	 514------------------------------------------------------------	 514-------------------------------
183257|183257                             507 ---------	 506------------------------------------------------------------	 506---------------------------------
Phpat.004G049300|Phpat.004G049300.1       514 ----------	 513------------------------------------------------------------	 513--------------------------------
Phpat.003G045700|Phpat.003G045700.1       514 ----------	 513------------------------------------------------------------	 513--------------------------------
Phpat.013G074200|Phpat.013G074200.1       514 ----------	 513------------------------------------------------------------	 513--------------------------------
LOC_Os01g73550|LOC_Os01g73550.1           491 --------	 490------------------------------------------------------------	 490----------------------------------
GRMZM2G167767|GRMZM2G167767_T01           394 --------	 393------------------------------------------------------------	 393----------------------------------
GRMZM2G174137|GRMZM2G174137_T01           490 --------	 489------------------------------------------------------------	 489----------------------------------
GRMZM2G166646|GRMZM2G166646_T01           506 ---------	 505------------------------------------------------------------	 505---------------------------------
LOC_Os01g09560|LOC_Os01g09560.1           506 ---------	 505------------------------------------------------------------	 505---------------------------------
GRMZM2G103725|GRMZM2G103725_T01           835 ---------------------------	 834------------------------------------------------------------	 834---------------
GRMZM2G068336|GRMZM2G068336_T01           272 ----	 271------------------------------------------------------------	 271--------------------------------------
AT1G51980                                 504 ----------	 503------------------------------------------------------------	 503--------------------------------
Carubv10008921m.g|Carubv10008921m         504 ----------	 503------------------------------------------------------------	 503--------------------------------
Bra014305|Bra014305                       503 ----------	 502------------------------------------------------------------	 502--------------------------------
Bra018939|Bra018939                       507 ----------	 506------------------------------------------------------------	 506--------------------------------
Bra030405|Bra030405                       505 ----------	 504------------------------------------------------------------	 504--------------------------------
Bra022162|Bra022162                       496 ----------	 495------------------------------------------------------------	 495--------------------------------
AT3G16480                                 500 ----------	 499------------------------------------------------------------	 499--------------------------------
Carubv10015621m.g|Carubv10015621m         502 ----------	 501------------------------------------------------------------	 501--------------------------------
29912.t000079|29912.m005353               508 ----------	 507------------------------------------------------------------	 507--------------------------------
Potri.008G193200|Potri.008G193200.1       511 ----------	 510------------------------------------------------------------	 510--------------------------------
Potri.010G036700|Potri.010G036700.1       507 ----------	 506------------------------------------------------------------	 506--------------------------------
LOC_Os05g44916|LOC_Os05g44916.1           496 ---------	 495------------------------------------------------------------	 495---------------------------------
GRMZM2G005036|GRMZM2G005036_T01           500 ----------	 499------------------------------------------------------------	 499--------------------------------
LOC_Os01g53700|LOC_Os01g53700.1           500 ----------	 499------------------------------------------------------------	 499--------------------------------
Potri.001G191100|Potri.001G191100.1       508 ----------	 507------------------------------------------------------------	 507--------------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078  505 ----------	 504------------------------------------------------------------	 504--------------------------------
Cucsa.116810|Cucsa.116810.1               506 ----------	 505------------------------------------------------------------	 505--------------------------------
Cucsa.021700|Cucsa.021700.1               435 ----------	 434------------------------------------------------------------	 434--------------------------------
Glyma13g43000|Glyma13g43000.1             492 ----------	 491------------------------------------------------------------	 491--------------------------------
Glyma15g02390|Glyma15g02390.1             492 ----------	 491------------------------------------------------------------	 491--------------------------------
Medtr8g014660|Medtr8g014660.1             508 ----------	 507------------------------------------------------------------	 507--------------------------------
Glyma07g01720|Glyma07g01720.1             506 ----------	 505------------------------------------------------------------	 505--------------------------------
Glyma08g21380|Glyma08g21380.1             506 ----------	 505------------------------------------------------------------	 505--------------------------------
30146.t000067|30146.m003490               493 ----------	 492------------------------------------------------------------	 492--------------------------------
Medtr8g102230|Medtr8g102230.1             511 ----------	 510------------------------------------------------------------	 510--------------------------------
Glyma05g36040|Glyma05g36040.1             512 ----------	 511------------------------------------------------------------	 511--------------------------------
Glyma08g03580|Glyma08g03580.1             510 ----------	 509------------------------------------------------------------	 509--------------------------------
Glyma14g13370|Glyma14g13370.1             138 ------------------------------------------------------------	 137----------------------------------------------
Eucgr.F03085|Eucgr.F03085.1               506 ----------	 505------------------------------------------------------------	 505--------------------------------
Eucgr.C03704|Eucgr.C03704.1               507 ----------	 506------------------------------------------------------------	 506--------------------------------
GSVIVG01015273001|GSVIVT01015273001       507 ----------	 506------------------------------------------------------------	 506--------------------------------
GSVIVG01016955001|GSVIVT01016955001       507 ----------	 506------------------------------------------------------------	 506--------------------------------



420946|420946                             424 EETSKL--KEE	 432LTDLSRQLSAQGRE-----LSALQQRLSALRM-----F----------------------	 460ERVLLRKLCKAAREKC---------------
440930|440930                             867 ---------------TSKLKEETSKL--KEE	 880LTDQSRQLSAQGRE-----LSALRQRLSALRM-----F----------------------	 908ERVLLRKLCEA
GRMZM2G083984|GRMZM2G083984_T01           472 --------------------H	 472LSE--KHFFATGH------------------------------------------LAK--	 486---------------------
28753.t000003|28753.m000078               456 ------------------------	 455------------------------------------------------------------	 455------------------
CMQ089C|CMQ089CT                          897 TEPRLDMN---DFEMAKLRFLGDLEASKESTGRR--ADE	 930LFS--AALFPRGHPNFVYPLEELIESLRALKVDDVERFARMYGFGSDARFIAVGDVDPQE	 988TRS
Esi0011_0084                              463 --------------------------	 462------------------------------------------------------------	 462----------------
34269.t000001|34269.m000014               406 -----------------------	 405------------------------------------------------------------	 405-------------------
GRMZM2G007715|GRMZM2G007715_T01           610 ----------------------------------	 609------------------------------------------------------------	 609--------
GRMZM2G118074|GRMZM2G118074_T01           448 --------------------------	 447------------------------------------------------------------	 447----------------
GRMZM2G324991|GRMZM2G324991_T03           484 -------------------------	 483------------------------------------------------------------	 483-----------------
gi|17553678|ref|NP_498202.1|              452 -------------------------	 451------------------------------------------------------------	 451-----------------
gi|71999683|ref|NP_501576.2|              440 ------------------------	 439------------------------------------------------------------	 439------------------
gi|46593007|ref|NP_003356.2|              461 --------------------------	 460------------------------------------------------------------	 460----------------
gi|94538354|ref|NP_004270.2|              470 --------------------------	 469------------------------------------------------------------	 469----------------
CMM104C|CMM104CT                          481 ----------------------------	 480------------------------------------------------------------	 480--------------
gi|111226358|ref|XP_001134518.1|          450 ------------------------	 449------------------------------------------------------------	 449------------------
Esi0098_0070                              498 ----------------------------	 497------------------------------------------------------------	 497--------------
gi|85119638|ref|XP_965680.1|              457 -------------------------	 456------------------------------------------------------------	 456-----------------
GRMZM5G827505|GRMZM5G827505_T01           478 --------------------------	 477------------------------------------------------------------	 477----------------
LOC_Os01g51390|LOC_Os01g51390.1           473 --------------------------	 472------------------------------------------------------------	 472----------------
Cre12.g523850|Cre12.g523850.t1.2          476 ---------------------------	 475------------------------------------------------------------	 475---------------
Vocar20014031m.g|Vocar20014031m           477 ---------------------------	 476------------------------------------------------------------	 476---------------
Carubv10000696m.g|Carubv10000696m         510 ----------------------------	 509------------------------------------------------------------	 509--------------
AT3G02090                                 508 ----------------------------	 507------------------------------------------------------------	 507--------------
Carubv10013366m.g|Carubv10013366m         542 ----------------------------	 541------------------------------------------------------------	 541--------------
Bra021477|Bra021477                       508 ----------------------------	 507------------------------------------------------------------	 507--------------
Bra039151|Bra039151                       510 ----------------------------	 509------------------------------------------------------------	 509--------------
146300|146300                             473 --------------------------	 472------------------------------------------------------------	 472----------------
LOC_Os03g11410|LOC_Os03g11410.1           514 ----------------------------	 513------------------------------------------------------------	 513--------------
GRMZM2G091563|GRMZM2G091563_T01           511 ----------------------------	 510------------------------------------------------------------	 510--------------
GRMZM2G100511|GRMZM2G100511_T01           511 ----------------------------	 510------------------------------------------------------------	 510--------------
Phpat.016G072700|Phpat.016G072700.1       477 ---------------------------	 476------------------------------------------------------------	 476---------------
PGSC0003DMG400028380|PGSC0003DMT40007295  514 ----------------------------	 513------------------------------------------------------------	 513--------------
GSVIVG01012193001|GSVIVT01012193001       367 --------------------	 366------------------------------------------------------------	 366----------------------
Cucsa.081570|Cucsa.081570.1               475 ----------------------------	 474------------------------------------------------------------	 474--------------
29630.t000033|29630.m000808               456 ----------------------------	 455------------------------------------------------------------	 455--------------
PGSC0003DMG400001355|PGSC0003DMT40000343  510 ----------------------------	 509------------------------------------------------------------	 509--------------
Potri.004G118900|Potri.004G118900.1       507 ----------------------------	 506------------------------------------------------------------	 506--------------
Potri.017G092400|Potri.017G092400.1       508 ----------------------------	 507------------------------------------------------------------	 507--------------
Glyma16g10360|Glyma16g10360.1             504 ----------------------------	 503------------------------------------------------------------	 503--------------
Glyma08g46020|Glyma08g46020.1             509 ----------------------------	 508------------------------------------------------------------	 508--------------
Glyma18g31550|Glyma18g31550.3             508 ----------------------------	 507------------------------------------------------------------	 507--------------
Eucgr.H00078|Eucgr.H00078.1               518 ----------------------------	 517------------------------------------------------------------	 517--------------
GSVIVG01011510001|GSVIVT01011510001       327 -----------------	 326------------------------------------------------------------	 326-------------------------
gi|111226878|ref|XP_001134603.1|          629 -------------------------------	 628------------------------------------------------------------	 628-----------
gi|66803202|ref|XP_635444.1|              429 ------------------------	 428------------------------------------------------------------	 428------------------
Vocar20001314m.g|Vocar20001314m           547 ------------------------	 546------------------------------------------------------------	 546------------------
Esi0268_0010                              529 -------------------------------	 528------------------------------------------------------------	 528-----------
CMK260C|CMK260CT                          524 -----------------------------	 523------------------------------------------------------------	 523-------------
gi|85109350|ref|XP_962874.1|              540 --------------------------	 539------------------------------------------------------------	 539----------------
gi|24308013|ref|NP_055975                 496 ----------------------------	 495------------------------------------------------------------	 495--------------
gi|453222763|ref|NP_490888.2|             490 ---------------------------	 489------------------------------------------------------------	 489---------------
gi|50592988|ref|NP_003357.2|              443 -------------------------	 442------------------------------------------------------------	 442-----------------
Esi0111_0016                              437 --------------------------	 436------------------------------------------------------------	 436----------------
Cre12.g509750|Cre12.g509750.t1.2          470 ---------------------------	 469------------------------------------------------------------	 469---------------
Vocar20001024m.g|Vocar20001024m           469 ---------------------------	 468------------------------------------------------------------	 468---------------
Cre17.g722800|Cre17.g722800.t1.2          508 ---------------------------	 507------------------------------------------------------------	 507---------------
GSVIVG01021441001|GSVIVT01021441001       516 KIGNGASNKDGEKRPTASNE	 535NASYSSLVGSTGF-----------------------------------------------	 548----------------------
448827|448827                             513 ----------------------------	 512------------------------------------------------------------	 512--------------
Phpat.011G047500|Phpat.011G047500.1       515 -----------------------------	 514------------------------------------------------------------	 514-------------
183257|183257                             507 ---------------------------	 506------------------------------------------------------------	 506---------------
Phpat.004G049300|Phpat.004G049300.1       514 ----------------------------	 513------------------------------------------------------------	 513--------------
Phpat.003G045700|Phpat.003G045700.1       514 ----------------------------	 513------------------------------------------------------------	 513--------------
Phpat.013G074200|Phpat.013G074200.1       514 ----------------------------	 513------------------------------------------------------------	 513--------------
LOC_Os01g73550|LOC_Os01g73550.1           491 --------------------------	 490------------------------------------------------------------	 490----------------
GRMZM2G167767|GRMZM2G167767_T01           394 --------------------------	 393------------------------------------------------------------	 393----------------
GRMZM2G174137|GRMZM2G174137_T01           490 --------------------------	 489------------------------------------------------------------	 489----------------
GRMZM2G166646|GRMZM2G166646_T01           506 ---------------------------	 505------------------------------------------------------------	 505---------------
LOC_Os01g09560|LOC_Os01g09560.1           506 ---------------------------	 505------------------------------------------------------------	 505---------------
GRMZM2G103725|GRMZM2G103725_T01           835 ---------------------------------------------	 834------------------------------------------------------------	
GRMZM2G068336|GRMZM2G068336_T01           272 ----------------------	 271------------------------------------------------------------	 271--------------------
AT1G51980                                 504 ----------------------------	 503------------------------------------------------------------	 503--------------
Carubv10008921m.g|Carubv10008921m         504 ----------------------------	 503------------------------------------------------------------	 503--------------
Bra014305|Bra014305                       503 ----------------------------	 502------------------------------------------------------------	 502--------------
Bra018939|Bra018939                       507 ----------------------------	 506------------------------------------------------------------	 506--------------
Bra030405|Bra030405                       505 ----------------------------	 504------------------------------------------------------------	 504--------------
Bra022162|Bra022162                       496 ----------------------------	 495------------------------------------------------------------	 495--------------
AT3G16480                                 500 ----------------------------	 499------------------------------------------------------------	 499--------------
Carubv10015621m.g|Carubv10015621m         502 ----------------------------	 501------------------------------------------------------------	 501--------------
29912.t000079|29912.m005353               508 ----------------------------	 507------------------------------------------------------------	 507--------------
Potri.008G193200|Potri.008G193200.1       511 ----------------------------	 510------------------------------------------------------------	 510--------------
Potri.010G036700|Potri.010G036700.1       507 ----------------------------	 506------------------------------------------------------------	 506--------------
LOC_Os05g44916|LOC_Os05g44916.1           496 ---------------------------	 495------------------------------------------------------------	 495---------------
GRMZM2G005036|GRMZM2G005036_T01           500 ----------------------------	 499------------------------------------------------------------	 499--------------
LOC_Os01g53700|LOC_Os01g53700.1           500 ----------------------------	 499------------------------------------------------------------	 499--------------
Potri.001G191100|Potri.001G191100.1       508 ----------------------------	 507------------------------------------------------------------	 507--------------
PGSC0003DMG400000289|PGSC0003DMT40000078  505 ----------------------------	 504------------------------------------------------------------	 504--------------
Cucsa.116810|Cucsa.116810.1               506 ----------------------------	 505------------------------------------------------------------	 505--------------
Cucsa.021700|Cucsa.021700.1               435 ----------------------------	 434------------------------------------------------------------	 434--------------
Glyma13g43000|Glyma13g43000.1             492 ----------------------------	 491------------------------------------------------------------	 491--------------
Glyma15g02390|Glyma15g02390.1             492 ----------------------------	 491------------------------------------------------------------	 491--------------
Medtr8g014660|Medtr8g014660.1             508 ----------------------------	 507------------------------------------------------------------	 507--------------
Glyma07g01720|Glyma07g01720.1             506 ----------------------------	 505------------------------------------------------------------	 505--------------
Glyma08g21380|Glyma08g21380.1             506 ----------------------------	 505------------------------------------------------------------	 505--------------
30146.t000067|30146.m003490               493 ----------------------------	 492------------------------------------------------------------	 492--------------
Medtr8g102230|Medtr8g102230.1             511 ----------------------------	 510------------------------------------------------------------	 510--------------
Glyma05g36040|Glyma05g36040.1             512 ----------------------------	 511------------------------------------------------------------	 511--------------
Glyma08g03580|Glyma08g03580.1             510 ----------------------------	 509------------------------------------------------------------	 509--------------
Glyma14g13370|Glyma14g13370.1             138 --------------	 137------------------------------------------------------------	 137----------------------------
Eucgr.F03085|Eucgr.F03085.1               506 ----------------------------	 505------------------------------------------------------------	 505--------------
Eucgr.C03704|Eucgr.C03704.1               507 ----------------------------	 506------------------------------------------------------------	 506--------------
GSVIVG01015273001|GSVIVT01015273001       507 ----------------------------	 506------------------------------------------------------------	 506--------------
GSVIVG01016955001|GSVIVT01016955001       507 ----------------------------	 506------------------------------------------------------------	 506--------------



420946|420946                             477 -------------------VRLAR--EAD	 484VEIPLAADGKINWNEFFNIPGVV-------------ALLNDAGLTVGL-------EYARS	 524ILRRLHAGVHQ--
440930|440930                             920 AREKC----------------------------------VRLAR--EAD	 932VEIPLAADGKTNWNAFFNIPGVV-------------VLLNDAGLTVGL-------EY
GRMZM2G083984|GRMZM2G083984_T01           487 ---------------------------------------	 486------------------------------------------------------------	 486---
28753.t000003|28753.m000078               456 ------------------------------------------	 455------------------------------------------------------------	 455
CMQ089C|CMQ089CT                          992 LLEATCPSGWRRSGFPATLPLELRALDRVTVANASTKHPSSVSSWRTYRVPDKDSVD	 1048VQIGQSLGMDSNHPEYYALAMGVFILGGNFSSRLMQVVRDELGLTYGI
Esi0011_0084                              463 --------------------------------------------	 462------------------------------------------------------------	 4
34269.t000001|34269.m000014               406 -----------------------------------------	 405------------------------------------------------------------	 405-
GRMZM2G007715|GRMZM2G007715_T01           610 ----------------------------------------------------	 609------------------------------------------------------
GRMZM2G118074|GRMZM2G118074_T01           448 --------------------------------------------	 447------------------------------------------------------------	 4
GRMZM2G324991|GRMZM2G324991_T03           484 -------------------------------------------	 483------------------------------------------------------------	 48
gi|17553678|ref|NP_498202.1|              452 -------------------------------------------	 451------------------------------------------------------------	 45
gi|71999683|ref|NP_501576.2|              440 ------------------------------------------	 439------------------------------------------------------------	 439
gi|46593007|ref|NP_003356.2|              461 --------------------------------------------	 460------------------------------------------------------------	 4
gi|94538354|ref|NP_004270.2|              470 --------------------------------------------	 469------------------------------------------------------------	 4
CMM104C|CMM104CT                          481 ----------------------------------------------	 480------------------------------------------------------------
gi|111226358|ref|XP_001134518.1|          450 ------------------------------------------	 449------------------------------------------------------------	 449
Esi0098_0070                              498 ----------------------------------------------	 497------------------------------------------------------------
gi|85119638|ref|XP_965680.1|              457 -------------------------------------------	 456------------------------------------------------------------	 45
GRMZM5G827505|GRMZM5G827505_T01           478 --------------------------------------------	 477------------------------------------------------------------	 4
LOC_Os01g51390|LOC_Os01g51390.1           473 --------------------------------------------	 472------------------------------------------------------------	 4
Cre12.g523850|Cre12.g523850.t1.2          476 ---------------------------------------------	 475------------------------------------------------------------	
Vocar20014031m.g|Vocar20014031m           477 ---------------------------------------------	 476------------------------------------------------------------	
Carubv10000696m.g|Carubv10000696m         510 ----------------------------------------------	 509------------------------------------------------------------
AT3G02090                                 508 ----------------------------------------------	 507------------------------------------------------------------
Carubv10013366m.g|Carubv10013366m         542 ----------------------------------------------	 541------------------------------------------------------------
Bra021477|Bra021477                       508 ----------------------------------------------	 507------------------------------------------------------------
Bra039151|Bra039151                       510 ----------------------------------------------	 509------------------------------------------------------------
146300|146300                             473 --------------------------------------------	 472------------------------------------------------------------	 4
LOC_Os03g11410|LOC_Os03g11410.1           514 ----------------------------------------------	 513------------------------------------------------------------
GRMZM2G091563|GRMZM2G091563_T01           511 ----------------------------------------------	 510------------------------------------------------------------
GRMZM2G100511|GRMZM2G100511_T01           511 ----------------------------------------------	 510------------------------------------------------------------
Phpat.016G072700|Phpat.016G072700.1       477 ---------------------------------------------	 476------------------------------------------------------------	
PGSC0003DMG400028380|PGSC0003DMT40007295  514 ----------------------------------------------	 513------------------------------------------------------------
GSVIVG01012193001|GSVIVT01012193001       367 --------------------------------------	 366------------------------------------------------------------	 366----
Cucsa.081570|Cucsa.081570.1               475 ----------------------------------------------	 474------------------------------------------------------------
29630.t000033|29630.m000808               456 ----------------------------------------------	 455------------------------------------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343  510 ----------------------------------------------	 509------------------------------------------------------------
Potri.004G118900|Potri.004G118900.1       507 ----------------------------------------------	 506------------------------------------------------------------
Potri.017G092400|Potri.017G092400.1       508 ----------------------------------------------	 507------------------------------------------------------------
Glyma16g10360|Glyma16g10360.1             504 ----------------------------------------------	 503------------------------------------------------------------
Glyma08g46020|Glyma08g46020.1             509 ----------------------------------------------	 508------------------------------------------------------------
Glyma18g31550|Glyma18g31550.3             508 ----------------------------------------------	 507------------------------------------------------------------
Eucgr.H00078|Eucgr.H00078.1               518 ----------------------------------------------	 517------------------------------------------------------------
GSVIVG01011510001|GSVIVT01011510001       327 -----------------------------------	 326------------------------------------------------------------	 326-------
gi|111226878|ref|XP_001134603.1|          629 -------------------------------------------------	 628---------------------------------------------------------
gi|66803202|ref|XP_635444.1|              429 ------------------------------------------	 428------------------------------------------------------------	 428
Vocar20001314m.g|Vocar20001314m           547 ------------------------------------------	 546------------------------------------------------------------	 546
Esi0268_0010                              529 -------------------------------------------------	 528---------------------------------------------------------
CMK260C|CMK260CT                          524 -----------------------------------------------	 523-----------------------------------------------------------
gi|85109350|ref|XP_962874.1|              540 --------------------------------------------	 539------------------------------------------------------------	 5
gi|24308013|ref|NP_055975                 496 ----------------------------------------------	 495------------------------------------------------------------
gi|453222763|ref|NP_490888.2|             490 ---------------------------------------------	 489------------------------------------------------------------	
gi|50592988|ref|NP_003357.2|              443 -------------------------------------------	 442------------------------------------------------------------	 44
Esi0111_0016                              437 --------------------------------------------	 436------------------------------------------------------------	 4
Cre12.g509750|Cre12.g509750.t1.2          470 ---------------------------------------------	 469------------------------------------------------------------	
Vocar20001024m.g|Vocar20001024m           469 ---------------------------------------------	 468------------------------------------------------------------	
Cre17.g722800|Cre17.g722800.t1.2          508 ---------------------------------------------	 507------------------------------------------------------------	
GSVIVG01021441001|GSVIVT01021441001       549 ----------------------------ERLVDKNSAR	 558GQ---LIICFYNHQFFF-------------------------------------------	 572----
448827|448827                             513 ----------------------------------------------	 512------------------------------------------------------------
Phpat.011G047500|Phpat.011G047500.1       515 -----------------------------------------------	 514-----------------------------------------------------------
183257|183257                             507 ---------------------------------------------	 506------------------------------------------------------------	
Phpat.004G049300|Phpat.004G049300.1       514 ----------------------------------------------	 513------------------------------------------------------------
Phpat.003G045700|Phpat.003G045700.1       514 ----------------------------------------------	 513------------------------------------------------------------
Phpat.013G074200|Phpat.013G074200.1       514 ----------------------------------------------	 513------------------------------------------------------------
LOC_Os01g73550|LOC_Os01g73550.1           491 --------------------------------------------	 490------------------------------------------------------------	 4
GRMZM2G167767|GRMZM2G167767_T01           394 --------------------------------------------	 393------------------------------------------------------------	 3
GRMZM2G174137|GRMZM2G174137_T01           490 --------------------------------------------	 489------------------------------------------------------------	 4
GRMZM2G166646|GRMZM2G166646_T01           506 ---------------------------------------------	 505------------------------------------------------------------	
LOC_Os01g09560|LOC_Os01g09560.1           506 ---------------------------------------------	 505------------------------------------------------------------	
GRMZM2G103725|GRMZM2G103725_T01           835 834------------------------------------------------------------	 834-------------------------------------------
GRMZM2G068336|GRMZM2G068336_T01           272 ----------------------------------------	 271------------------------------------------------------------	 271--
AT1G51980                                 504 ----------------------------------------------	 503------------------------------------------------------------
Carubv10008921m.g|Carubv10008921m         504 ----------------------------------------------	 503------------------------------------------------------------
Bra014305|Bra014305                       503 ----------------------------------------------	 502------------------------------------------------------------
Bra018939|Bra018939                       507 ----------------------------------------------	 506------------------------------------------------------------
Bra030405|Bra030405                       505 ----------------------------------------------	 504------------------------------------------------------------
Bra022162|Bra022162                       496 ----------------------------------------------	 495------------------------------------------------------------
AT3G16480                                 500 ----------------------------------------------	 499------------------------------------------------------------
Carubv10015621m.g|Carubv10015621m         502 ----------------------------------------------	 501------------------------------------------------------------
29912.t000079|29912.m005353               508 ----------------------------------------------	 507------------------------------------------------------------
Potri.008G193200|Potri.008G193200.1       511 ----------------------------------------------	 510------------------------------------------------------------
Potri.010G036700|Potri.010G036700.1       507 ----------------------------------------------	 506------------------------------------------------------------
LOC_Os05g44916|LOC_Os05g44916.1           496 ---------------------------------------------	 495------------------------------------------------------------	
GRMZM2G005036|GRMZM2G005036_T01           500 ----------------------------------------------	 499------------------------------------------------------------
LOC_Os01g53700|LOC_Os01g53700.1           500 ----------------------------------------------	 499------------------------------------------------------------
Potri.001G191100|Potri.001G191100.1       508 ----------------------------------------------	 507------------------------------------------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078  505 ----------------------------------------------	 504------------------------------------------------------------
Cucsa.116810|Cucsa.116810.1               506 ----------------------------------------------	 505------------------------------------------------------------
Cucsa.021700|Cucsa.021700.1               435 ----------------------------------------------	 434------------------------------------------------------------
Glyma13g43000|Glyma13g43000.1             492 ----------------------------------------------	 491------------------------------------------------------------
Glyma15g02390|Glyma15g02390.1             492 ----------------------------------------------	 491------------------------------------------------------------
Medtr8g014660|Medtr8g014660.1             508 ----------------------------------------------	 507------------------------------------------------------------
Glyma07g01720|Glyma07g01720.1             506 ----------------------------------------------	 505------------------------------------------------------------
Glyma08g21380|Glyma08g21380.1             506 ----------------------------------------------	 505------------------------------------------------------------
30146.t000067|30146.m003490               493 ----------------------------------------------	 492------------------------------------------------------------
Medtr8g102230|Medtr8g102230.1             511 ----------------------------------------------	 510------------------------------------------------------------
Glyma05g36040|Glyma05g36040.1             512 ----------------------------------------------	 511------------------------------------------------------------
Glyma08g03580|Glyma08g03580.1             510 ----------------------------------------------	 509------------------------------------------------------------
Glyma14g13370|Glyma14g13370.1             138 --------------------------------	 137------------------------------------------------------------	 137----------
Eucgr.F03085|Eucgr.F03085.1               506 ----------------------------------------------	 505------------------------------------------------------------
Eucgr.C03704|Eucgr.C03704.1               507 ----------------------------------------------	 506------------------------------------------------------------
GSVIVG01015273001|GSVIVT01015273001       507 ----------------------------------------------	 506------------------------------------------------------------
GSVIVG01016955001|GSVIVT01016955001       507 ----------------------------------------------	 506------------------------------------------------------------



420946|420946                             536 -------VVES------------------------------------	 539---------------EEVFVDTVLELMLDEFRTKMENILVLQRPRIFSLQ---------
440930|440930                             970 ARS	 972IPWRLHAGTYQ---------VVES------------------------------------	 987---------------EEVFVDTVLELMLDEFQTKMENIL
GRMZM2G083984|GRMZM2G083984_T01           487 ---------------------------------------------------------	 486-------------------------------------------------
28753.t000003|28753.m000078               456 ------------------------------------------------------------	 455----------------------------------------------
CMQ089C|CMQ089CT                         1097 GAGVEGAELGTD	 1108GLWRIGATFGSTNVERGVAATLEQVERWYHDGVTQAELDAKKATVYGSYQVGLATTRGLA	 1168GAIMSTLDEGRPLTWVDDYVDRIGSLTV
Esi0011_0084                              463 62------------------------------------------------------------	 462--------------------------------------------
34269.t000001|34269.m000014               406 -----------------------------------------------------------	 405-----------------------------------------------
GRMZM2G007715|GRMZM2G007715_T01           610 ------	 609------------------------------------------------------------	 609------------------------------------
GRMZM2G118074|GRMZM2G118074_T01           448 47------------------------------------------------------------	 447--------------------------------------------
GRMZM2G324991|GRMZM2G324991_T03           484 3------------------------------------------------------------	 483---------------------------------------------
gi|17553678|ref|NP_498202.1|              452 1------------------------------------------------------------	 451---------------------------------------------
gi|71999683|ref|NP_501576.2|              440 ------------------------------------------------------------	 439----------------------------------------------
gi|46593007|ref|NP_003356.2|              461 60------------------------------------------------------------	 460--------------------------------------------
gi|94538354|ref|NP_004270.2|              470 69------------------------------------------------------------	 469--------------------------------------------
CMM104C|CMM104CT                          481 	 480------------------------------------------------------------	 480------------------------------------------
gi|111226358|ref|XP_001134518.1|          450 ------------------------------------------------------------	 449----------------------------------------------
Esi0098_0070                              498 	 497------------------------------------------------------------	 497------------------------------------------
gi|85119638|ref|XP_965680.1|              457 6------------------------------------------------------------	 456---------------------------------------------
GRMZM5G827505|GRMZM5G827505_T01           478 77------------------------------------------------------------	 477--------------------------------------------
LOC_Os01g51390|LOC_Os01g51390.1           473 72------------------------------------------------------------	 472--------------------------------------------
Cre12.g523850|Cre12.g523850.t1.2          476 475------------------------------------------------------------	 475-------------------------------------------
Vocar20014031m.g|Vocar20014031m           477 476------------------------------------------------------------	 476-------------------------------------------
Carubv10000696m.g|Carubv10000696m         510 	 509------------------------------------------------------------	 509------------------------------------------
AT3G02090                                 508 	 507------------------------------------------------------------	 507------------------------------------------
Carubv10013366m.g|Carubv10013366m         542 	 541------------------------------------------------------------	 541------------------------------------------
Bra021477|Bra021477                       508 	 507------------------------------------------------------------	 507------------------------------------------
Bra039151|Bra039151                       510 	 509------------------------------------------------------------	 509------------------------------------------
146300|146300                             473 72------------------------------------------------------------	 472--------------------------------------------
LOC_Os03g11410|LOC_Os03g11410.1           514 	 513------------------------------------------------------------	 513------------------------------------------
GRMZM2G091563|GRMZM2G091563_T01           511 	 510------------------------------------------------------------	 510------------------------------------------
GRMZM2G100511|GRMZM2G100511_T01           511 	 510------------------------------------------------------------	 510------------------------------------------
Phpat.016G072700|Phpat.016G072700.1       477 476------------------------------------------------------------	 476-------------------------------------------
PGSC0003DMG400028380|PGSC0003DMT40007295  514 	 513------------------------------------------------------------	 513------------------------------------------
GSVIVG01012193001|GSVIVT01012193001       367 --------------------------------------------------------	 366--------------------------------------------------
Cucsa.081570|Cucsa.081570.1               475 	 474------------------------------------------------------------	 474------------------------------------------
29630.t000033|29630.m000808               456 	 455------------------------------------------------------------	 455------------------------------------------
PGSC0003DMG400001355|PGSC0003DMT40000343  510 	 509------------------------------------------------------------	 509------------------------------------------
Potri.004G118900|Potri.004G118900.1       507 	 506------------------------------------------------------------	 506------------------------------------------
Potri.017G092400|Potri.017G092400.1       508 	 507------------------------------------------------------------	 507------------------------------------------
Glyma16g10360|Glyma16g10360.1             504 	 503------------------------------------------------------------	 503------------------------------------------
Glyma08g46020|Glyma08g46020.1             509 	 508------------------------------------------------------------	 508------------------------------------------
Glyma18g31550|Glyma18g31550.3             508 	 507------------------------------------------------------------	 507------------------------------------------
Eucgr.H00078|Eucgr.H00078.1               518 	 517------------------------------------------------------------	 517------------------------------------------
GSVIVG01011510001|GSVIVT01011510001       327 -----------------------------------------------------	 326-----------------------------------------------------
gi|111226878|ref|XP_001134603.1|          629 ---	 628------------------------------------------------------------	 628---------------------------------------
gi|66803202|ref|XP_635444.1|              429 ------------------------------------------------------------	 428----------------------------------------------
Vocar20001314m.g|Vocar20001314m           547 ------------------------------------------------------------	 546----------------------------------------------
Esi0268_0010                              529 ---	 528------------------------------------------------------------	 528---------------------------------------
CMK260C|CMK260CT                          524 -	 523------------------------------------------------------------	 523-----------------------------------------
gi|85109350|ref|XP_962874.1|              540 39------------------------------------------------------------	 539--------------------------------------------
gi|24308013|ref|NP_055975                 496 	 495------------------------------------------------------------	 495------------------------------------------
gi|453222763|ref|NP_490888.2|             490 489------------------------------------------------------------	 489-------------------------------------------
gi|50592988|ref|NP_003357.2|              443 2------------------------------------------------------------	 442---------------------------------------------
Esi0111_0016                              437 36------------------------------------------------------------	 436--------------------------------------------
Cre12.g509750|Cre12.g509750.t1.2          470 469------------------------------------------------------------	 469-------------------------------------------
Vocar20001024m.g|Vocar20001024m           469 468------------------------------------------------------------	 468-------------------------------------------
Cre17.g722800|Cre17.g722800.t1.2          508 507------------------------------------------------------------	 507-------------------------------------------
GSVIVG01021441001|GSVIVT01021441001       573 --------------------------------------------------------	 572--------------------------------------------------
448827|448827                             513 	 512------------------------------------------------------------	 512------------------------------------------
Phpat.011G047500|Phpat.011G047500.1       515 -	 514------------------------------------------------------------	 514-----------------------------------------
183257|183257                             507 506------------------------------------------------------------	 506-------------------------------------------
Phpat.004G049300|Phpat.004G049300.1       514 	 513------------------------------------------------------------	 513------------------------------------------
Phpat.003G045700|Phpat.003G045700.1       514 	 513------------------------------------------------------------	 513------------------------------------------
Phpat.013G074200|Phpat.013G074200.1       514 	 513------------------------------------------------------------	 513------------------------------------------
LOC_Os01g73550|LOC_Os01g73550.1           491 90------------------------------------------------------------	 490--------------------------------------------
GRMZM2G167767|GRMZM2G167767_T01           394 93------------------------------------------------------------	 393--------------------------------------------
GRMZM2G174137|GRMZM2G174137_T01           490 89------------------------------------------------------------	 489--------------------------------------------
GRMZM2G166646|GRMZM2G166646_T01           506 505------------------------------------------------------------	 505-------------------------------------------
LOC_Os01g09560|LOC_Os01g09560.1           506 505------------------------------------------------------------	 505-------------------------------------------
GRMZM2G103725|GRMZM2G103725_T01           835 -----------------	 834------------------------------------------------------------	 834-------------------------
GRMZM2G068336|GRMZM2G068336_T01           272 ----------------------------------------------------------	 271------------------------------------------------
AT1G51980                                 504 	 503------------------------------------------------------------	 503------------------------------------------
Carubv10008921m.g|Carubv10008921m         504 	 503------------------------------------------------------------	 503------------------------------------------
Bra014305|Bra014305                       503 	 502------------------------------------------------------------	 502------------------------------------------
Bra018939|Bra018939                       507 	 506------------------------------------------------------------	 506------------------------------------------
Bra030405|Bra030405                       505 	 504------------------------------------------------------------	 504------------------------------------------
Bra022162|Bra022162                       496 	 495------------------------------------------------------------	 495------------------------------------------
AT3G16480                                 500 	 499------------------------------------------------------------	 499------------------------------------------
Carubv10015621m.g|Carubv10015621m         502 	 501------------------------------------------------------------	 501------------------------------------------
29912.t000079|29912.m005353               508 	 507------------------------------------------------------------	 507------------------------------------------
Potri.008G193200|Potri.008G193200.1       511 	 510------------------------------------------------------------	 510------------------------------------------
Potri.010G036700|Potri.010G036700.1       507 	 506------------------------------------------------------------	 506------------------------------------------
LOC_Os05g44916|LOC_Os05g44916.1           496 495------------------------------------------------------------	 495-------------------------------------------
GRMZM2G005036|GRMZM2G005036_T01           500 	 499------------------------------------------------------------	 499------------------------------------------
LOC_Os01g53700|LOC_Os01g53700.1           500 	 499------------------------------------------------------------	 499------------------------------------------
Potri.001G191100|Potri.001G191100.1       508 	 507------------------------------------------------------------	 507------------------------------------------
PGSC0003DMG400000289|PGSC0003DMT40000078  505 	 504------------------------------------------------------------	 504------------------------------------------
Cucsa.116810|Cucsa.116810.1               506 	 505------------------------------------------------------------	 505------------------------------------------
Cucsa.021700|Cucsa.021700.1               435 	 434------------------------------------------------------------	 434------------------------------------------
Glyma13g43000|Glyma13g43000.1             492 	 491------------------------------------------------------------	 491------------------------------------------
Glyma15g02390|Glyma15g02390.1             492 	 491------------------------------------------------------------	 491------------------------------------------
Medtr8g014660|Medtr8g014660.1             508 	 507------------------------------------------------------------	 507------------------------------------------
Glyma07g01720|Glyma07g01720.1             506 	 505------------------------------------------------------------	 505------------------------------------------
Glyma08g21380|Glyma08g21380.1             506 	 505------------------------------------------------------------	 505------------------------------------------
30146.t000067|30146.m003490               493 	 492------------------------------------------------------------	 492------------------------------------------
Medtr8g102230|Medtr8g102230.1             511 	 510------------------------------------------------------------	 510------------------------------------------
Glyma05g36040|Glyma05g36040.1             512 	 511------------------------------------------------------------	 511------------------------------------------
Glyma08g03580|Glyma08g03580.1             510 	 509------------------------------------------------------------	 509------------------------------------------
Glyma14g13370|Glyma14g13370.1             138 --------------------------------------------------	 137--------------------------------------------------------
Eucgr.F03085|Eucgr.F03085.1               506 	 505------------------------------------------------------------	 505------------------------------------------
Eucgr.C03704|Eucgr.C03704.1               507 	 506------------------------------------------------------------	 506------------------------------------------
GSVIVG01015273001|GSVIVT01015273001       507 	 506------------------------------------------------------------	 506------------------------------------------
GSVIVG01016955001|GSVIVT01016955001       507 	 506------------------------------------------------------------	 506------------------------------------------



420946|420946                             575 -	 574------------------------------------------------------------	 574-------------	 574                        
440930|440930                            1012 VFVYPAAQASLQA--AF----	 1026--EADS--------------------PTE-------------------------------	 1033-------------	 1033 
GRMZM2G083984|GRMZM2G083984_T01           487 -----------	 486------------------------------------------------------------	 486-------------	 486              
28753.t000003|28753.m000078               456 --------------	 455------------------------------------------------------------	 455-------------	 455           
CMQ089C|CMQ089CT                         1197 DEVNTAIRRW---VDPDALVIAAAGNLFARID	 1225AVTAESLIHIANKYLCDRELAVASLGPIASLPDLL---WMRRRTYWLRY-----------	 1271--------
Esi0011_0084                              463 ----------------	 462--------------------------PIHELPDYN---WIRRRSFWLRY-----------	 482-------------	 482         
34269.t000001|34269.m000014               406 -------------	 405--------------------------PLEQLAPMEDIAASLSATVPQSKQ----ASR---	 432-------------	 432            
GRMZM2G007715|GRMZM2G007715_T01           610 ------------------------	 609--------------------------PIQGLPDYN---WFRRRTYMLRY-----------	 629-------------	 629 
GRMZM2G118074|GRMZM2G118074_T01           448 ----------------	 447--------------------------LIQGLPDYN---WFRRRTYMLRY-----------	 467-------------	 467         
GRMZM2G324991|GRMZM2G324991_T03           484 ---------------	 483--------------------------PIQGLPDYN---WFRRRTYMLRY-----------	 503-------------	 503          
gi|17553678|ref|NP_498202.1|              452 ---------------	 451--------------------------RTEAFPNYA---LTRAGMSWWRM-----------	 471-------------	 471          
gi|71999683|ref|NP_501576.2|              440 --------------	 439--------------------------KTQYWPVNE---EIHGRLIRMQ------------	 458-------------	 458           
gi|46593007|ref|NP_003356.2|              461 ----------------	 460--------------------------PIEQLPDYN---RIRSGMFWLRF-----------	 480-------------	 480         
gi|94538354|ref|NP_004270.2|              470 ----------------	 469--------------------------PIKQLPDFK---QIRSNMCWLRD-----------	 489-------------	 489         
CMM104C|CMM104CT                          481 ------------------	 480------------------------------------------------------------	 480-------------	 480       
gi|111226358|ref|XP_001134518.1|          450 --------------	 449--------------------------PIANYPDYN---FVKGWTYWNRL-----------	 469-------------	 469           
Esi0098_0070                              498 ------------------	 497--------------------------PVGGLPDYD---WVRNRTILRQ------------	 516-------------	 516       
gi|85119638|ref|XP_965680.1|              457 ---------------	 456--------------------------SIEGLFDYARI---RGDMSRNAF-----------	 476-------------	 476          
GRMZM5G827505|GRMZM5G827505_T01           478 ----------------	 477--------------------------NLVGFAPKHVLTMILLEEYYLGMQ----SS----	 503-------------	 503         
LOC_Os01g51390|LOC_Os01g51390.1           473 ----------------	 472--------------------------PLTNLPELS---WFRSHTYSDDEF----SSRTFL	 499QDAQNN-------	 505         
Cre12.g523850|Cre12.g523850.t1.2          476 -----------------	 475--------------------------DVQFVPDYN---WFRRRSYWLRY-----------	 495-------------	 495        
Vocar20014031m.g|Vocar20014031m           477 -----------------	 476--------------------------DVQFMPDYN---WFRRRSYWLRY-----------	 496-------------	 496        
Carubv10000696m.g|Carubv10000696m         510 ------------------	 509--------------------------PIQELPDYN---WFRRRTYWNRY-----------	 529-------------	 529       
AT3G02090                                 508 ------------------	 507-----------------------------------------NLSYWSNPR----FARLQQ	 522IQTQNLLEPVLRL	 535       
Carubv10013366m.g|Carubv10013366m         542 ------------------	 541--------------------------PIQDLPDYN---KFRRRTYWNRY-----------	 561-------------	 561       
Bra021477|Bra021477                       508 ------------------	 507--------------------------PIQDLPDYN---KFRRRTYFNRY-----------	 527-------------	 527       
Bra039151|Bra039151                       510 ------------------	 509--------------------------PIQDLPDYN---KFRRGTYWNRY-----------	 529-------------	 529       
146300|146300                             473 ----------------	 472--------------------------SLQILPDYH---WLRRRTYWLRY-----------	 492-------------	 492         
LOC_Os03g11410|LOC_Os03g11410.1           514 ------------------	 513--------------------------PIQGLPDYN---WFRRRTYMLRY-----------	 533-------------	 533       
GRMZM2G091563|GRMZM2G091563_T01           511 ------------------	 510--------------------------PIQGLPDYN---WFRRRTYMLRY-----------	 530-------------	 530       
GRMZM2G100511|GRMZM2G100511_T01           511 ------------------	 510--------------------------PIQGLPDYN---WFRRRTYMLRY-----------	 530-------------	 530       
Phpat.016G072700|Phpat.016G072700.1       477 -----------------	 476--------------------------PIQELRDYT---WFRRRTYWLRY-----------	 496-------------	 496        
PGSC0003DMG400028380|PGSC0003DMT40007295  514 ------------------	 513--------------------------PIQDLPDYN---WFRRRTYWLRY-----------	 533-------------	 533       
GSVIVG01012193001|GSVIVT01012193001       367 ----------	 366--------------------------PIQGLPDYN---WFRRRTYLLRY-----------	 386-------------	 386               
Cucsa.081570|Cucsa.081570.1               475 ------------------	 474------------------------------------------------------------	 474-------------	 474       
29630.t000033|29630.m000808               456 ------------------	 455--------------------------PIQGLPDYN---WFRRRTYLNRY-----------	 475-------------	 475       
PGSC0003DMG400001355|PGSC0003DMT40000343  510 ------------------	 509--------------------------PIQTLPDYN---WFRRRTFMLRY-----------	 529-------------	 529       
Potri.004G118900|Potri.004G118900.1       507 ------------------	 506--------------------------PIQGLPDYN---WFRRRTYLNRY-----------	 526-------------	 526       
Potri.017G092400|Potri.017G092400.1       508 ------------------	 507--------------------------PIQGLPDYN---WFRRRTYLNRY-----------	 527-------------	 527       
Glyma16g10360|Glyma16g10360.1             504 ------------------	 503--------------------------PIQRLPDYN---WFRRRTYWNRY-----------	 523-------------	 523       
Glyma08g46020|Glyma08g46020.1             509 ------------------	 508--------------------------PIQRLPDYN---WFRRRTYWNRY-----------	 528-------------	 528       
Glyma18g31550|Glyma18g31550.3             508 ------------------	 507--------------------------PIQRLPDYN---WFRRRTYWNRY-----------	 527-------------	 527       
Eucgr.H00078|Eucgr.H00078.1               518 ------------------	 517--------------------------PIQGLPDYN---WFRRRTYWNRY-----------	 537-------------	 537       
GSVIVG01011510001|GSVIVT01011510001       327 -------	 326--------------------------PIQGLPDYN---WFRRRTYWLRY-----------	 346-------------	 346                  
gi|111226878|ref|XP_001134603.1|          629 ---------------------	 628--------------------------ANENEPILTAEQYNQIVKQ--------NSSTLFK	 654-------------	 654    
gi|66803202|ref|XP_635444.1|              429 --------------	 428--------------------------DVSDAPTIESVQSQLKL-----------------	 445-------------	 445           
Vocar20001314m.g|Vocar20001314m           547 --------------	 546--------------------------DRTETIDPRASPDVDEVIQKFRGS---HTSREFP	 577FVN----------	 580           
Esi0268_0010                              529 ---------------------	 528------------------------------------------------------------	 528-------------	 528    
CMK260C|CMK260CT                          524 -------------------	 523--------------------------EMYGVPTYEQISEAAGM-KALQ-----SGAA---	 548-------------	 548      
gi|85109350|ref|XP_962874.1|              540 ----------------	 539--------------------------SGAPTVVLQEATVQGLKTTELGWDQIQDTIAQWK	 573LGRR---------	 577         
gi|24308013|ref|NP_055975                 496 ------------------	 495--------------------------DLTDLPTYEHI-QTALSSKDGRLP------RTYR	 522LFR----------	 525       
gi|453222763|ref|NP_490888.2|             490 -----------------	 489--------------------------DIKKLKDLRSL-DQAVAKRDLKYL------FN--	 514-------------	 514        
gi|50592988|ref|NP_003357.2|              443 ---------------	 442--------------------------NLGHTPFVDEL-----------------------	 453-------------	 453          
Esi0111_0016                              437 ----------------	 436--------------------------NISEVPQKAEIVAML-------------------	 451-------------	 451         
Cre12.g509750|Cre12.g509750.t1.2          470 -----------------	 469--------------------------NLSSLPRVDSIAKRFA------------------	 485-------------	 485        
Vocar20001024m.g|Vocar20001024m           469 -----------------	 468--------------------------NLSSLPRVESIAKRFA------------------	 484-------------	 484        
Cre17.g722800|Cre17.g722800.t1.2          508 -----------------	 507------------------------------------------------------------	 507-------------	 507        
GSVIVG01021441001|GSVIVT01021441001       573 ----------	 572------------------------------------------------------------	 572-------------	 572               
448827|448827                             513 ------------------	 512------------------------------------------------------------	 512-------------	 512       
Phpat.011G047500|Phpat.011G047500.1       515 -------------------	 514------------------------------------------------------------	 514-------------	 514      
183257|183257                             507 -----------------	 506------------------------------------------------------------	 506-------------	 506        
Phpat.004G049300|Phpat.004G049300.1       514 ------------------	 513------------------------------------------------------------	 513-------------	 513       
Phpat.003G045700|Phpat.003G045700.1       514 ------------------	 513------------------------------------------------------------	 513-------------	 513       
Phpat.013G074200|Phpat.013G074200.1       514 ------------------	 513------------------------------------------------------------	 513-------------	 513       
LOC_Os01g73550|LOC_Os01g73550.1           491 ----------------	 490------------------------------------------------------------	 490-------------	 490         
GRMZM2G167767|GRMZM2G167767_T01           394 ----------------	 393------------------------------------------------------------	 393-------------	 393         
GRMZM2G174137|GRMZM2G174137_T01           490 ----------------	 489------------------------------------------------------------	 489-------------	 489         
GRMZM2G166646|GRMZM2G166646_T01           506 -----------------	 505------------------------------------------------------------	 505-------------	 505        
LOC_Os01g09560|LOC_Os01g09560.1           506 -----------------	 505------------------------------------------------------------	 505-------------	 505        
GRMZM2G103725|GRMZM2G103725_T01           835 -----------------------------------	 834------------------------------------------------------------	 834-------
GRMZM2G068336|GRMZM2G068336_T01           272 ------------	 271------------------------------------------------------------	 271-------------	 271             
AT1G51980                                 504 ------------------	 503------------------------------------------------------------	 503-------------	 503       
Carubv10008921m.g|Carubv10008921m         504 ------------------	 503------------------------------------------------------------	 503-------------	 503       
Bra014305|Bra014305                       503 ------------------	 502------------------------------------------------------------	 502-------------	 502       
Bra018939|Bra018939                       507 ------------------	 506------------------------------------------------------------	 506-------------	 506       
Bra030405|Bra030405                       505 ------------------	 504------------------------------------------------------------	 504-------------	 504       
Bra022162|Bra022162                       496 ------------------	 495------------------------------------------------------------	 495-------------	 495       
AT3G16480                                 500 ------------------	 499------------------------------------------------------------	 499-------------	 499       
Carubv10015621m.g|Carubv10015621m         502 ------------------	 501------------------------------------------------------------	 501-------------	 501       
29912.t000079|29912.m005353               508 ------------------	 507------------------------------------------------------------	 507-------------	 507       
Potri.008G193200|Potri.008G193200.1       511 ------------------	 510------------------------------------------------------------	 510-------------	 510       
Potri.010G036700|Potri.010G036700.1       507 ------------------	 506------------------------------------------------------------	 506-------------	 506       
LOC_Os05g44916|LOC_Os05g44916.1           496 -----------------	 495------------------------------------------------------------	 495-------------	 495        
GRMZM2G005036|GRMZM2G005036_T01           500 ------------------	 499------------------------------------------------------------	 499-------------	 499       
LOC_Os01g53700|LOC_Os01g53700.1           500 ------------------	 499------------------------------------------------------------	 499-------------	 499       
Potri.001G191100|Potri.001G191100.1       508 ------------------	 507------------------------------------------------------------	 507-------------	 507       
PGSC0003DMG400000289|PGSC0003DMT40000078  505 ------------------	 504------------------------------------------------------------	 504-------------	 504       
Cucsa.116810|Cucsa.116810.1               506 ------------------	 505------------------------------------------------------------	 505-------------	 505       
Cucsa.021700|Cucsa.021700.1               435 ------------------	 434------------------------------------------------------------	 434-------------	 434       
Glyma13g43000|Glyma13g43000.1             492 ------------------	 491------------------------------------------------------------	 491-------------	 491       
Glyma15g02390|Glyma15g02390.1             492 ------------------	 491------------------------------------------------------------	 491-------------	 491       
Medtr8g014660|Medtr8g014660.1             508 ------------------	 507------------------------------------------------------------	 507-------------	 507       
Glyma07g01720|Glyma07g01720.1             506 ------------------	 505------------------------------------------------------------	 505-------------	 505       
Glyma08g21380|Glyma08g21380.1             506 ------------------	 505------------------------------------------------------------	 505-------------	 505       
30146.t000067|30146.m003490               493 ------------------	 492------------------------------------------------------------	 492-------------	 492       
Medtr8g102230|Medtr8g102230.1             511 ------------------	 510------------------------------------------------------------	 510-------------	 510       
Glyma05g36040|Glyma05g36040.1             512 ------------------	 511------------------------------------------------------------	 511-------------	 511       
Glyma08g03580|Glyma08g03580.1             510 ------------------	 509------------------------------------------------------------	 509-------------	 509       
Glyma14g13370|Glyma14g13370.1             138 ----	 137------------------------------------------------------------	 137-------------	 137                     
Eucgr.F03085|Eucgr.F03085.1               506 ------------------	 505------------------------------------------------------------	 505-------------	 505       
Eucgr.C03704|Eucgr.C03704.1               507 ------------------	 506------------------------------------------------------------	 506-------------	 506       
GSVIVG01015273001|GSVIVT01015273001       507 ------------------	 506------------------------------------------------------------	 506-------------	 506       
GSVIVG01016955001|GSVIVT01016955001       507 ------------------	 506------------------------------------------------------------	 506-------------	 506       



420946|420946                                           
440930|440930                                           
GRMZM2G083984|GRMZM2G083984_T01                         
28753.t000003|28753.m000078                             
CMQ089C|CMQ089CT                         1272 -----	 1271
Esi0011_0084                                            
34269.t000001|34269.m000014                             
GRMZM2G007715|GRMZM2G007715_T01                         
GRMZM2G118074|GRMZM2G118074_T01                         
GRMZM2G324991|GRMZM2G324991_T03                         
gi|17553678|ref|NP_498202.1|                            
gi|71999683|ref|NP_501576.2|                            
gi|46593007|ref|NP_003356.2|                            
gi|94538354|ref|NP_004270.2|                            
CMM104C|CMM104CT                                        
gi|111226358|ref|XP_001134518.1|                        
Esi0098_0070                                            
gi|85119638|ref|XP_965680.1|                            
GRMZM5G827505|GRMZM5G827505_T01                         
LOC_Os01g51390|LOC_Os01g51390.1                         
Cre12.g523850|Cre12.g523850.t1.2                        
Vocar20014031m.g|Vocar20014031m                         
Carubv10000696m.g|Carubv10000696m                       
AT3G02090                                               
Carubv10013366m.g|Carubv10013366m                       
Bra021477|Bra021477                                     
Bra039151|Bra039151                                     
146300|146300                                           
LOC_Os03g11410|LOC_Os03g11410.1                         
GRMZM2G091563|GRMZM2G091563_T01                         
GRMZM2G100511|GRMZM2G100511_T01                         
Phpat.016G072700|Phpat.016G072700.1                     
PGSC0003DMG400028380|PGSC0003DMT40007295                
GSVIVG01012193001|GSVIVT01012193001                     
Cucsa.081570|Cucsa.081570.1                             
29630.t000033|29630.m000808                             
PGSC0003DMG400001355|PGSC0003DMT40000343                
Potri.004G118900|Potri.004G118900.1                     
Potri.017G092400|Potri.017G092400.1                     
Glyma16g10360|Glyma16g10360.1                           
Glyma08g46020|Glyma08g46020.1                           
Glyma18g31550|Glyma18g31550.3                           
Eucgr.H00078|Eucgr.H00078.1                             
GSVIVG01011510001|GSVIVT01011510001                     
gi|111226878|ref|XP_001134603.1|                        
gi|66803202|ref|XP_635444.1|                            
Vocar20001314m.g|Vocar20001314m                         
Esi0268_0010                                            
CMK260C|CMK260CT                                        
gi|85109350|ref|XP_962874.1|                            
gi|24308013|ref|NP_055975                               
gi|453222763|ref|NP_490888.2|                           
gi|50592988|ref|NP_003357.2|                            
Esi0111_0016                                            
Cre12.g509750|Cre12.g509750.t1.2                        
Vocar20001024m.g|Vocar20001024m                         
Cre17.g722800|Cre17.g722800.t1.2                        
GSVIVG01021441001|GSVIVT01021441001                     
448827|448827                                           
Phpat.011G047500|Phpat.011G047500.1                     
183257|183257                                           
Phpat.004G049300|Phpat.004G049300.1                     
Phpat.003G045700|Phpat.003G045700.1                     
Phpat.013G074200|Phpat.013G074200.1                     
LOC_Os01g73550|LOC_Os01g73550.1                         
GRMZM2G167767|GRMZM2G167767_T01                         
GRMZM2G174137|GRMZM2G174137_T01                         
GRMZM2G166646|GRMZM2G166646_T01                         
LOC_Os01g09560|LOC_Os01g09560.1                         
GRMZM2G103725|GRMZM2G103725_T01           835 ------	 834
GRMZM2G068336|GRMZM2G068336_T01                         
AT1G51980                                               
Carubv10008921m.g|Carubv10008921m                       
Bra014305|Bra014305                                     
Bra018939|Bra018939                                     
Bra030405|Bra030405                                     
Bra022162|Bra022162                                     
AT3G16480                                               
Carubv10015621m.g|Carubv10015621m                       
29912.t000079|29912.m005353                             
Potri.008G193200|Potri.008G193200.1                     
Potri.010G036700|Potri.010G036700.1                     
LOC_Os05g44916|LOC_Os05g44916.1                         
GRMZM2G005036|GRMZM2G005036_T01                         
LOC_Os01g53700|LOC_Os01g53700.1                         
Potri.001G191100|Potri.001G191100.1                     
PGSC0003DMG400000289|PGSC0003DMT40000078                
Cucsa.116810|Cucsa.116810.1                             
Cucsa.021700|Cucsa.021700.1                             
Glyma13g43000|Glyma13g43000.1                           
Glyma15g02390|Glyma15g02390.1                           
Medtr8g014660|Medtr8g014660.1                           
Glyma07g01720|Glyma07g01720.1                           
Glyma08g21380|Glyma08g21380.1                           
30146.t000067|30146.m003490                             
Medtr8g102230|Medtr8g102230.1                           
Glyma05g36040|Glyma05g36040.1                           
Glyma08g03580|Glyma08g03580.1                           
Glyma14g13370|Glyma14g13370.1                           
Eucgr.F03085|Eucgr.F03085.1                             
Eucgr.C03704|Eucgr.C03704.1                             
GSVIVG01015273001|GSVIVT01015273001                     
GSVIVG01016955001|GSVIVT01016955001                     




