
tr|D8TRX1|D8TRX1_VOLCA                      1 --------------------------------------MAA-------LMNRPAVLSSSS	 15RGRLVVCAATAVPKQFKAVKPVGDRVLVKVDKE-EAKSVGGVLLPAS
tr|D8RAQ5|D8RAQ5_SELML                      1 MAATVGSISCAGASLLLSSASGKYSSNQQACFRKLKGEFAALSLSIDSVAGSKSSAASRL	 60SAGVARAAVTAPPTQYKTLKPLGDRVLVKIQAS-EEKSDGGIILPTT
gi|66806699|ref|XP_637072.1|                1 ------------------------------------------------------------	 0-----------MSSSIKSFKPLFDRILVQRLRNSDIKTGGGIYIPDKV
gi|66806193|ref|XP_636819.1                 1 ------------------------------------------------------------	 0------------MSGVKKFIPLLDRILVEKISNQATKTSGGIFIPTNK
YOR020C                                     1 ------------------------------------------------------------	 0--------MSTLLKSAKSIVPLMDRVLVQRIKA-QAKTASGLYLPEKN
gi|85079266|ref|XP_956315.1|                1 ------------------------------------------------------------	 0--------MATTVRSVKSLIPLLDRVLVQRVKA-EAKTASGIFLPESS
gi|17555568|ref|NP_497428.1|                1 ------------------------------------------------------------	 0---MFLTAVRRSSNVLKTFKPLYDRVLVERVAA-ETKTKGGIMLPEKS
gi|4504523|ref|NP_002148.1|                 1 ------------------------------------------------------------	 0----------MAGQAFRKFLPLFDRVLVERSAA-ETVTKGGIMLPEKS
Esi0000_0403                                1 ------------------------------------------------------------	 0-----------MASLARKFAPLADRILVRRLVA-KTQTAGGVYLPDSK
Phpat.008G027000|Phpat.008G027000.1         1 ------------------------------------------------------------	 0---------MSTVTAAKRLIPLLDRVLVEKIVP-PTRTAGGILLPETT
Phpat.008G026900|Phpat.008G026900.1         1 ------------------------------------------------------------	 0---------MSVVTAAKRLVPLLDRVLVEKIVP-PTVSAAGILLPETT
Phpat.004G011000|Phpat.004G011000.1         1 ------------------------------------------------------------	 0--------MAQLMSVARRLKPLLDRVLVEKAVT-PTVSAGGILLPETT
Phpat.012G089700|Phpat.012G089700.1         1 ------------------------------------------------------------	 0--------MSQLVSAARRLKPLLDRVLVEKVVP-PTVSAGGILLPETT
CMF129C|CMF129CT                            1 ------------------------------------------------------------	 0-----------MSALSRRILPLLDRVLVEKIVP-KKTTPAGVLLPESA
g3695|g3695.t1                              1 ------------------------------------------------------------	 0-------------MAARRLIPLLDRVLIDKVQA-VSKTAGGVLLPESV
GRMZM2G073401|GRMZM2G073401_T01             1 ------------------------------------------------------------	 0--------------MAKRLIPSLNRVLVEKLLK-PSKSAGGILLPETT
LOC_Os03g25050|LOC_Os03g25050.1             1 ------------------------------------------------------------	 0-------------MAARRLIPSMNRVLVEKLLQ-PNKSAGGILLPETT
GRMZM2G410812|GRMZM2G410812_T01             1 ------------------------------------------------------------	 0--------------MAKRLLPSLNRVLVEKLVQ-PKKTAGGILLPETS
LOC_Os07g44740|LOC_Os07g44740.1             1 ------------------------------------------------------------	 0--------------MARRLIPSLNRVLVEKLVQ-PKKSAGGILLPETS
GRMZM2G013652|GRMZM2G013652_T01             1 ------------------------------------------------------------	 0--------------MAKRLLPSLNRVLVEKLVQ-PKKTAGGILLPETS
GRMZM2G035063|GRMZM2G035063_T01             1 ------------------------------------------------------------	 0--------------MAKRLLPSLNRVLVEKLVQ-PKKTAGGILLPETS
Bra026173|Bra026173                         1 ------------------------------------------------------------	 0--------------MMKRLIPTFNRILVQRVIQ-PAKTESGILLPEKA
Bra026789|Bra026789                         1 ------------------------------------------------------------	 0--------------MMKRLVPTFNRILVKRVIQ-PAKTESGILLPEKS
Carubv10010732m.g|Carubv10010732m           1 ------------------------------------------------------------	 0--------------MMKRLIPTFNRILVQKVIQ-PAKTESGILLPEKS
Bra016677|Bra016677                         1 ------------------------------------------------------------	 0--------------MMKRLVPTFNRILVQRVIQ-PAKTESGILLPEKA
AT1G14980                                   1 ------------------------------------------------------------	 0--------------MMKRLIPTFNRILVQRVIQ-PAKTESGILLPEKS
Glyma06g41830|Glyma06g41830.1               1 ------------------------------------------------------------	 0---------------------IFNRVLVEKIVP-PSKTNAGILLPEKS
Bra024563|Bra024563                         1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRVLVEKNLQ-PSKTVSGILLPETS
Carubv10010739m.g|Carubv10010739m           1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRVLVEKVLP-PSKTVSGILLPEKS
AT1G23100                                   1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRVLVEKILP-PSKTVSGILLPEKS
Glyma03g28120|Glyma03g28120.1               1 ------------------------------------------------------------	 0--------------MAKRLIPLFNRVLVEKIVP-PSKTNAGILLPEKS
Glyma19g30860|Glyma19g30860.1               1 ------------------------------------------------------------	 0--------------MAKRLIPLFNRVLVEKIVP-PSKTTAGILLPEKS
Medtr7g089300|Medtr7g089300.1               1 ------------------------------------------------------------	 0--------------MAKRLIPLFNRVLVEKIVP-PSKTTAGILLPEKI
PGSC0003DMG402023448|PGSC0003DMT40006028    1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRVLIEKITA-PAKTSAGILLPEKS
PGSC0003DMG400028744|PGSC0003DMT40007396    1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRILIEKITA-PAKTSAGILLPEKS
Medtr3g077350|Medtr3g077350.1               1 ------------------------------------------------------------	 0--------------MAKRLIPTFNCILAEKIVP-PSKTSAGVLLPEKT
29816.t000025|29816.m000688                 1 ------------------------------------------------------------	 0--------------MARRLIPTLNRVLVEKILP-PSKTTGGILLPESS
Potri.008G130500|Potri.008G130500.1         1 ------------------------------------------------------------	 0--------------MARRLIPTLNRVLVEKIIP-PSKTTAGILLPEAS
Potri.010G111600|Potri.010G111600.1         1 ------------------------------------------------------------	 0--------------MARRLIPTLNRVLVEKIVP-PSKTTAGILLPETS
Cucsa.358500|Cucsa.358500.1                 1 ------------------------------------------------------------	 0--------------MAKRLLPLLNRVLIEKIVP-PTKTNSGILLPEKS
Cucsa.280360|Cucsa.280360.1                 1 ------------------------------------------------------------	 0--------------MARRLIPSLNRVLIEKIVP-PSKTSAGILLPESS
AC225518_12|AC225518_12.1                   1 ------------------------------------------------------------	 0--------------MAKRLIPTFNRILVEKIIP-PSKTSAGILLPEKT
Glyma07g34380|Glyma07g34380.1               1 ------------------------------------------------------------	 0--------------MAKRLIPCFNRILVEKIVP-PSKTSAGILLPEKS
Glyma20g02110|Glyma20g02110.1               1 ------------------------------------------------------------	 0--------------MAKRLIPCFNRILIEKIVP-PSKTSAGILLPEKT
GSVIVG01037354001|GSVIVT01037354001         1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRILVEKIVP-PSKTNAGILLPEKT
Eucgr.B02909|Eucgr.B02909.1                 1 ------------------------------------------------------------	 0--------------MAKRLVPLLNRVLVEKIVP-PSKTTAGILLPEKS
Eucgr.B03754|Eucgr.B03754.1                 1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRVLIEKIVP-PSKTNTGILLPEKT
Potri.001G274300|Potri.001G274300.1         1 ------------------------------------------------------------	 0--------------MAKRLIPTFNRILVEKIIP-PSKTNSGILLPEKT
Potri.009G068900|Potri.009G068900.1         1 ------------------------------------------------------------	 0--------------MAKRLIPTFNRILVEKIIP-PSKTNTGILLPEKT
GSVIVG01011742001|GSVIVT01011742001         1 ------------------------------------------------------------	 0--------------MAKRLIPTLNRVLVEKIIP-PSKTSAGILLPEKS
GSVIVG01025759001|GSVIVT01025759001         1 ------------------------------------------------------------	 0--------------MAKRLIPSLNRVLVEKIIP-PSKTNTGVLLPEKT

tr|D8TRX1|D8TRX1_VOLCA                     62 VR-NKPTAGAVVA	 73MGDVKA----------VKASDKVIYSKFAG-TELELAGEEH-------------------	 103-------VLLKEDDVIGVLPPSDKVAQLKP
tr|D8RAQ5|D8RAQ5_SELML                    107 SQ-TKPQSGEVVE	 118VGEGKKMGE-KSVPPCVTVGNTIVYSKYAG-TEIQFNGADH-------------------	 157-------ILLKEDDVIGLLSTE-DIKDLK
gi|66806699|ref|XP_637072.1|               38 A-NKTHEAVVIE	 48VGTGRRTANG-FAPPLLKKGDRILLNESPLGEKITVN-GVE-------------------	 87------CEILSENEVLGFMGN-----------
gi|66806193|ref|XP_636819.1                37 D-APTNNAKVIA	 47VGTGSVKLDGSFIDPIVKEGDIVLINPKAR-SNTVPWGDKT-------------------	 87------YHLLSENDILGIIEN-----------
YOR020C                                    40 V-EKLNQAEVVA	 50VGPGFTDANGNKVVPQVKVGDQVLIPQFGG-STIKLGNDDE-------------------	 90------VILFRDAEILAKIAKD*---------
gi|85079266|ref|XP_956315.1|               40 V-KDLNEAKVLA	 50VGPGALDKDGKRLPMGVNAGDRVLIPQYGG-SPVKVGEE-E-------------------	 89------YTLFRDSEILAKIAE-----------
gi|17555568|ref|NP_497428.1|               45 Q-GKVLEATVVS	 55AGAGLRNEKGELVALTVKPGDRVLLPEYGG-TKVVVE-DKE-------------------	 94------YSIFRESDLLGVFH------------
gi|4504523|ref|NP_002148.1|                38 Q-GKVLQATVVA	 48VGSGSKGKGGEIQPVSVKVGDKVLLPEYGG-TKVVLD-DKD-------------------	 87------YFLFRDGDILGKYVD-----------
Esi0000_0403                               37 L-GKTNEGEVVA	 47VGPGRVTGSGTKIEVNVKVGETVLLPEYGG-TTLTLG-DEE-------------------	 86------LSLFRDEDILGKFQQ*----------
Phpat.008G027000|Phpat.008G027000.1        39 --AKLNSGTVIE	 48VGAGLKNKEGKLIPLDVKKGDTVLLPDYGG-SHIKLE---G-------------------	 85----REYVLYRHDDLLGILEE*----------
Phpat.008G026900|Phpat.008G026900.1        39 --TKVNSGIVIS	 48TGPGMKTKDGTLIPCDVKTGDTVLLPEYDG-TPVKLKGEEG-------------------	 88----KEFLLYRNDDLLGILED*----------
Phpat.004G011000|Phpat.004G011000.1        40 --TKVNSGVVVA	 49TGPGSKTKDGTLIPCDVKNGDTVLLPEYGG-TPVKLEGHEG-------------------	 89----KEFLLYRNDDILGVLED*----------
Phpat.012G089700|Phpat.012G089700.1        40 --TKVNSGVVVA	 49TGPGAKSKDGTLIPCDVKSGDTVLLPEYGG-TPVKLQGQEG-------------------	 89----KEFLLYRNDDLLGVLQD*----------
CMF129C|CMF129CT                           37 TAKALNEGKVVA	 48VGPGSYTREGQVLPVSCKVGDTVLLPEFGG-TQIKLD-GKD-------------------	 87------FMIYRDDEILAKLE------------
g3695|g3695.t1                             35 T-QKVNEGIVVA	 45VGPGRRNKDGDLLPTNVKEGDKVLLPEYGG-SQIKLG-DKE-------------------	 84------LYLYRDEELLGVLKD*----------
GRMZM2G073401|GRMZM2G073401_T01            34 --KQLNAAKVVA	 43VGPGDRDRDGKLIPVSLSEGDTVLLPEYGG-TEVKLA-EKE-------------------	 82------YLLFREHDILGKLEE*----------
LOC_Os03g25050|LOC_Os03g25050.1            35 --KQLNSAKVVA	 44VGPGERDRDGKLIPVSLKEGDTVLLPEYGG-TEVKLA-EKE-------------------	 83------YLLFREHDILGRLEE*----------
GRMZM2G410812|GRMZM2G410812_T01            34 --KQLNAAKVVA	 43VGPGERDKAGNLIPVALKEGDTVLLPEYGG-SEVKLAADKD-------------------	 83------CNCTSKCSAFTTKRKGLALQL----P
LOC_Os07g44740|LOC_Os07g44740.1            34 --KQLNSGKVVA	 43VGPGERDKDGKLIPVALKEGDTVLLPEYGG-LEVKLAAEKE-------------------	 83------YLLFREHDILGTLVD*----------
GRMZM2G013652|GRMZM2G013652_T01            34 --KQLNAAKVVA	 43VGPGERDKAGNLIPVALKEGDTVLLPEYGG-TEVKLAADKE-------------------	 83------YLLFREHDILGTLVD*----------
GRMZM2G035063|GRMZM2G035063_T01            34 --KQLNAAKVVA	 43VGPGERDKAGNLIPVALKEGDTVLLPEYGG-SEVKLAADKE-------------------	 83------YLLFREDDILGTLVD*----------
Bra026173|Bra026173                        34 --SKLNSGRVIA	 43VGPGSRDKDGKLIPVSVKEGDTVLLPEYGG-TQVKLG-EKD-------------------	 82------ITMSGSSVVRENRMAITAAYV----R
Bra026789|Bra026789                        34 --SSLNSGKVIA	 43VGPGSRDKDGKLIPVSVKEGDTVLLPEYGG-TQVKLG-DNE-------------------	 82------YHLFRDEDVLGTLHED*---------
Carubv10010732m.g|Carubv10010732m          34 --TKLNSGRVIA	 43VGPGSRDKDGKLIPVSVKEGDTVLLPEYGG-TQVKLG-ENE-------------------	 82------YHLFRDEDVLGTLHED*---------
Bra016677|Bra016677                        34 --SKLNSGKVIA	 43VGPGSRDKDGKLIPVSVKEGDTVLLPEYGG-TQVKLG-EKE-------------------	 82------YHLFRDEDVLGTLHED*---------
AT1G14980                                  34 --SKLNSGKVIA	 43VGPGSRDKDGKLIPVSVKEGDTVLLPEYGG-TQVKLG-ENE-------------------	 82------YHLFRDEDVLGTLHED----------
Glyma06g41830|Glyma06g41830.1              27 --SKLNSEKVIA	 36VGPGFHSKNGKLIPVAVKEGDTVLLPEYGG-TEVKLD-NKDLFYTLIQFFNF------I-	 87-LKF---NMV-DINV*----------------
Bra024563|Bra024563                        34 --SQLNSGRVIA	 43VGPGARDRTGNLIPVSVKEGDNVLLPEFGG-TQVKLG-EKE-------------------	 82------YMFLT*--------------------
Carubv10010739m.g|Carubv10010739m          34 --AQLNSGKVIA	 43VGPGARDRAGNLIPVSVKEGDSVLLPEFGG-TEVKLG-EKE-------------------	 82------FLLYRDEDIMATLHD*----------
AT1G23100                                  34 --SQLNSGRVIA	 43VGPGARDRAGNLIPVSVKEGDNVLLPEFGG-TQVKLG-EKE-------------------	 82------FLLYRDEDIMATLHE-----------
Glyma03g28120|Glyma03g28120.1              34 --SKLNSGKVIA	 43VGPGFHSKDGKLIPVAVKEGDTVLLPEYGG-TEVKLD-NKEY------------------	 83-------HLFRDDDILGTLHD*----------
Glyma19g30860|Glyma19g30860.1              34 --TKLNSGKVIA	 43VGPGFHSKDGKLIPVAVKEGDTVLLPEYGG-TEVKLD-NKEY------------------	 83-------HLFRDDDILGTLHD*----------
Medtr7g089300|Medtr7g089300.1              34 --SKLNSGKVVA	 43VGPGVHGKDGKLLPVAVKEGDTVLLPEYGG-VEVKLD-HKEYSFMSE-------------	 88----AEYYLYGDDDILGTLHD*----------
PGSC0003DMG402023448|PGSC0003DMT40006028   34 --SKLNSGKVVA	 43VGPGLHDKTGNLIPTAVKEGDTVLLPEYGG-TQVKLG-EKE-------------------	 82------FHLYRDEDIFGDTARLSIYNI----*
PGSC0003DMG400028744|PGSC0003DMT40007396   34 --AKLNSGKVVA	 43VGPGLHDKTGNLIPTAVKEGDTVLLPEYGG-TQVKLG-EKE-------------------	 82------FHLYRDEDILGTLHD*----------
Medtr3g077350|Medtr3g077350.1              34 --SQLNSGNVVA	 43VCPGSRDKSGNLIPLSVKEGDHVVLAEYGG-SQIKLD-DRVFNMEQHI*-----------	 89--------------------------------
29816.t000025|29816.m000688                34 --TKLNSGKVIS	 43VGPGLRSNEGKTIPTSVKEGDTVLLPEYGG-TQVKLG-DKE-------------------	 82------YFLYRDEDILGTLHE-----------
Potri.008G130500|Potri.008G130500.1        34 --TKLNSGKVIS	 43VGPGLRSSEGNTIPPAVKEGDTVLLPEYGG-TQVKLG-EKE-------------------	 82------YVLYRDEDILGTLHE*----------
Potri.010G111600|Potri.010G111600.1        34 --TKLNSGKVIS	 43VGPGLRSPEGNTIPPAVKEGDTVLLPSYGG-TQVKLG-EKE-------------------	 82------YVLYRDEDILGTLHE*----------
Cucsa.358500|Cucsa.358500.1                34 --TKLNSGKVIA	 43VGPGARDREGKIIPISVKEGDMVLLPEYGG-NEVKLG-EKQ-------------------	 82------FYLFRDEDLLGTLHD*----------
Cucsa.280360|Cucsa.280360.1                34 --SKLNSGKVIA	 43VGPGARDVSGNLVPVCVKEGDTVLLPEYGG-TSVKLG-EKE-------------------	 82------FHLFRDEDILGTLHDD*---------
AC225518_12|AC225518_12.1                  34 --SQLNSGKVVA	 43VGPGSRDKSGNLIPVSVKEGDHVLLPEYGG-SQIKLD-DKE-------------------	 82------FHLFRDEDILGILRD*----------
Glyma07g34380|Glyma07g34380.1              34 --SQLNSGKVIA	 43VGPGSRDQAGNLIPVSVKEGDHVLLPEYGG-TQIKLD-DKE-------------------	 82------FHLFRDEDILGILHD*----------
Glyma20g02110|Glyma20g02110.1              34 --SQLNSGKVIA	 43VGPGSRDKAGNLIPVSVKEGDHVLLPEYGG-TQIKLD-DKEYGFEIVFCVSFTYWFLFIF	 101LLLFCRFHLFRDEDILGILHD*---------
GSVIVG01037354001|GSVIVT01037354001        34 --AQLNSGKVVA	 43VGPGARDRDGKLIPLSVREGDTVLLPEYGG-NQVKLG-DKE-------------------	 82------YHLFRDDDILGTLHD*----------
Eucgr.B02909|Eucgr.B02909.1                34 --AKLNSGKVVA	 43VGPGARDAHGNAVPVSVKEGDTVLLPEYGG-TQVKLG-EKD-------------------	 82------YHLYRDEDILGTLHD*----------
Eucgr.B03754|Eucgr.B03754.1                34 --TKLNSGKVMA	 43VGPGARDKDGKIIPVSVKEGETVLLPEYGG-TEVKLG-EKE-------------------	 82------YHLYRDEDILGTLHD*----------
Potri.001G274300|Potri.001G274300.1        34 --SKLNSGKVVA	 43VGPGARDKDGKLIPVTLKEGETVLLPEYGG-TEVKLG-EKE-------------------	 82------YFLYRDEDIMGTLHD*----------
Potri.009G068900|Potri.009G068900.1        34 --PKMNSGKVVA	 43VGPGARDKDCKLIPVTLKEGDTVLLPEYGG-TEVKLG-EKE-------------------	 82------YFLYRDEDIMGTLHD*----------
GSVIVG01011742001|GSVIVT01011742001        34 --PQLNSGKVIA	 43VGPGLRDREGKVIPVGVKEGDTVLLPEYGG-SQIKLD-DKE-------------------	 82------YHLYRDEDILGTLHD*----------
GSVIVG01025759001|GSVIVT01025759001        34 --KKLNSGKVVA	 43VGPGLWDREGKLIPVGVKEGDTVLLPEYGG-TEVKLG-DKE-------------------	 82------YHLYRDEDILGTLHD*----------



tr|D8TRX1|D8TRX1_VOLCA                    127 LGDRILIKGAK-AEDKTAGGVLLATDSGEK	 155PTFGTVVAVGEGKEDEETKQMVKPN----------------VEVGA---------TVMYS	 190KYSGTEFEE-DG
tr|D8RAQ5|D8RAQ5_SELML                    179 PVNDRVLIKVAE-AEDKTAGGVLLTDSVKEK	 208PVIGEVVAVGPGSYGEDGTR-KPLE----------------VSIGD---------NVLYS	 242KYAGNEFKNKD
gi|66806699|ref|XP_637072.1|              103 ----------------------------	 102------------------------------------------------------------	 102--------------
gi|66806193|ref|XP_636819.1               103 ----------------------------	 102------------------------------------------------------------	 102--------------
YOR020C                                   107 ----------------------------	 106------------------------------------------------------------	 106--------------
gi|85079266|ref|XP_956315.1|              105 ----------------------------	 104------------------------------------------------------------	 104--------------
gi|17555568|ref|NP_497428.1|              109 ----------------------------	 108------------------------------------------------------------	 108--------------
gi|4504523|ref|NP_002148.1|               103 ----------------------------	 102------------------------------------------------------------	 102--------------
Esi0000_0403                              102 ----------------------------	 101------------------------------------------------------------	 101--------------
Phpat.008G027000|Phpat.008G027000.1       103 ----------------------------	 102------------------------------------------------------------	 102--------------
Phpat.008G026900|Phpat.008G026900.1       106 ----------------------------	 105------------------------------------------------------------	 105--------------
Phpat.004G011000|Phpat.004G011000.1       107 ----------------------------	 106------------------------------------------------------------	 106--------------
Phpat.012G089700|Phpat.012G089700.1       107 ----------------------------	 106------------------------------------------------------------	 106--------------
CMF129C|CMF129CT                          102 ----------------------------	 101------------------------------------------------------------	 101--------------
g3695|g3695.t1                            100 ----------------------------	 99------------------------------------------------------------	 99----------------
GRMZM2G073401|GRMZM2G073401_T01            98 ----------------------------	 97------------------------------------------------------------	 97----------------
LOC_Os03g25050|LOC_Os03g25050.1            99 ----------------------------	 98------------------------------------------------------------	 98----------------
GRMZM2G410812|GRMZM2G410812_T01           106 DEVPDKNEIIRLRKVASSVGV--GDKHD	 131AEWVHSILTDAGAANDNSWILLPYLCAAFMVSNIWNGAVYDVNIGGLSNNLHCLARCVSA	 191VIEGSEYTRVEREQ
LOC_Os07g44740|LOC_Os07g44740.1            99 ----------------------------	 98------------------------------------------------------------	 98----------------
GRMZM2G013652|GRMZM2G013652_T01            99 ----------------------------	 98------------------------------------------------------------	 98----------------
GRMZM2G035063|GRMZM2G035063_T01            99 ----------------------------	 98------------------------------------------------------------	 98----------------
Bra026173|Bra026173                       105 IELKIV---VSLGMDAGTI----SSGMR	 125TSWGRCTKIEKG*-----------------------------------------------	 137--------------
Bra026789|Bra026789                        99 ----------------------------	 98------------------------------------------------------------	 98----------------
Carubv10010732m.g|Carubv10010732m          99 ----------------------------	 98------------------------------------------------------------	 98----------------
Bra016677|Bra016677                        99 ----------------------------	 98------------------------------------------------------------	 98----------------
AT1G14980                                  99 ----------------------------	 98------------------------------------------------------------	 98----------------
Glyma06g41830|Glyma06g41830.1              98 ----------------------------	 97------------------------------------------------------------	 97----------------
Bra024563|Bra024563                        88 ----------------------------	 87------------------------------------------------------------	 87----------------
Carubv10010739m.g|Carubv10010739m          98 ----------------------------	 97------------------------------------------------------------	 97----------------
AT1G23100                                  98 ----------------------------	 97------------------------------------------------------------	 97----------------
Glyma03g28120|Glyma03g28120.1              98 ----------------------------	 97------------------------------------------------------------	 97----------------
Glyma19g30860|Glyma19g30860.1              98 ----------------------------	 97------------------------------------------------------------	 97----------------
Medtr7g089300|Medtr7g089300.1             106 ----------------------------	 105------------------------------------------------------------	 105--------------
PGSC0003DMG402023448|PGSC0003DMT40006028  104 ----------------------------	 103------------------------------------------------------------	 103--------------
PGSC0003DMG400028744|PGSC0003DMT40007396   98 ----------------------------	 97------------------------------------------------------------	 97----------------
Medtr3g077350|Medtr3g077350.1              90 ----------------------------	 89------------------------------------------------------------	 89----------------
29816.t000025|29816.m000688                98 ----------------------------	 97------------------------------------------------------------	 97----------------
Potri.008G130500|Potri.008G130500.1        98 ----------------------------	 97------------------------------------------------------------	 97----------------
Potri.010G111600|Potri.010G111600.1        98 ----------------------------	 97------------------------------------------------------------	 97----------------
Cucsa.358500|Cucsa.358500.1                98 ----------------------------	 97------------------------------------------------------------	 97----------------
Cucsa.280360|Cucsa.280360.1                99 ----------------------------	 98------------------------------------------------------------	 98----------------
AC225518_12|AC225518_12.1                  98 ----------------------------	 97------------------------------------------------------------	 97----------------
Glyma07g34380|Glyma07g34380.1              98 ----------------------------	 97------------------------------------------------------------	 97----------------
Glyma20g02110|Glyma20g02110.1             123 -----------------------------	 122------------------------------------------------------------	 122-------------
GSVIVG01037354001|GSVIVT01037354001        98 ----------------------------	 97------------------------------------------------------------	 97----------------
Eucgr.B02909|Eucgr.B02909.1                98 ----------------------------	 97------------------------------------------------------------	 97----------------
Eucgr.B03754|Eucgr.B03754.1                98 ----------------------------	 97------------------------------------------------------------	 97----------------
Potri.001G274300|Potri.001G274300.1        98 ----------------------------	 97------------------------------------------------------------	 97----------------
Potri.009G068900|Potri.009G068900.1        98 ----------------------------	 97------------------------------------------------------------	 97----------------
GSVIVG01011742001|GSVIVT01011742001        98 ----------------------------	 97------------------------------------------------------------	 97----------------
GSVIVG01025759001|GSVIVT01025759001        98 ----------------------------	 97------------------------------------------------------------	 97----------------

tr|D8TRX1|D8TRX1_VOLCA                    202 EQYIVV---------RESDILAQLA-----------------------	 217----------------------------------------------------------
tr|D8RAQ5|D8RAQ5_SELML                    254 NSQYVVM---------RVSDLLAILS-----------------------	 270---------------------------------------------------------
gi|66806699|ref|XP_637072.1|              103 ----------------------------------------------	 102------------------------------------------------------------
gi|66806193|ref|XP_636819.1               103 ----------------------------------------------	 102------------------------------------------------------------
YOR020C                                   107 ----------------------------------------------	 106------------------------------------------------------------
gi|85079266|ref|XP_956315.1|              105 ----------------------------------------------	 104------------------------------------------------------------
gi|17555568|ref|NP_497428.1|              109 ----------------------------------------------	 108------------------------------------------------------------
gi|4504523|ref|NP_002148.1|               103 ----------------------------------------------	 102------------------------------------------------------------
Esi0000_0403                              102 ----------------------------------------------	 101------------------------------------------------------------
Phpat.008G027000|Phpat.008G027000.1       103 ----------------------------------------------	 102------------------------------------------------------------
Phpat.008G026900|Phpat.008G026900.1       106 ----------------------------------------------	 105------------------------------------------------------------
Phpat.004G011000|Phpat.004G011000.1       107 ----------------------------------------------	 106------------------------------------------------------------
Phpat.012G089700|Phpat.012G089700.1       107 ----------------------------------------------	 106------------------------------------------------------------
CMF129C|CMF129CT                          102 ----------------------------------------------	 101------------------------------------------------------------
g3695|g3695.t1                            100 --------------------------------------------	 99------------------------------------------------------------	 99
GRMZM2G073401|GRMZM2G073401_T01            98 --------------------------------------------	 97------------------------------------------------------------	 97
LOC_Os03g25050|LOC_Os03g25050.1            99 --------------------------------------------	 98------------------------------------------------------------	 98
GRMZM2G410812|GRMZM2G410812_T01           206 RINSLSNVHTDELQEAELPSRVSAEANIKSSMQIYVKLSAGVVLDS	 251WNDTSRYLVHCIFRIRVWQRFPTTPRSHTFEPGYYSSSGSQHDDGYDADRRAGRLLRSMR
LOC_Os07g44740|LOC_Os07g44740.1            99 --------------------------------------------	 98------------------------------------------------------------	 98
GRMZM2G013652|GRMZM2G013652_T01            99 --------------------------------------------	 98------------------------------------------------------------	 98
GRMZM2G035063|GRMZM2G035063_T01            99 --------------------------------------------	 98------------------------------------------------------------	 98
Bra026173|Bra026173                       138 ----------------------------------------------	 137------------------------------------------------------------
Bra026789|Bra026789                        99 --------------------------------------------	 98------------------------------------------------------------	 98
Carubv10010732m.g|Carubv10010732m          99 --------------------------------------------	 98------------------------------------------------------------	 98
Bra016677|Bra016677                        99 --------------------------------------------	 98------------------------------------------------------------	 98
AT1G14980                                  99 --------------------------------------------	 98------------------------------------------------------------	 98
Glyma06g41830|Glyma06g41830.1              98 --------------------------------------------	 97------------------------------------------------------------	 97
Bra024563|Bra024563                        88 --------------------------------------------	 87------------------------------------------------------------	 87
Carubv10010739m.g|Carubv10010739m          98 --------------------------------------------	 97------------------------------------------------------------	 97
AT1G23100                                  98 --------------------------------------------	 97------------------------------------------------------------	 97
Glyma03g28120|Glyma03g28120.1              98 --------------------------------------------	 97------------------------------------------------------------	 97
Glyma19g30860|Glyma19g30860.1              98 --------------------------------------------	 97------------------------------------------------------------	 97
Medtr7g089300|Medtr7g089300.1             106 ----------------------------------------------	 105------------------------------------------------------------
PGSC0003DMG402023448|PGSC0003DMT40006028  104 ----------------------------------------------	 103------------------------------------------------------------
PGSC0003DMG400028744|PGSC0003DMT40007396   98 --------------------------------------------	 97------------------------------------------------------------	 97
Medtr3g077350|Medtr3g077350.1              90 --------------------------------------------	 89------------------------------------------------------------	 89
29816.t000025|29816.m000688                98 --------------------------------------------	 97------------------------------------------------------------	 97
Potri.008G130500|Potri.008G130500.1        98 --------------------------------------------	 97------------------------------------------------------------	 97
Potri.010G111600|Potri.010G111600.1        98 --------------------------------------------	 97------------------------------------------------------------	 97
Cucsa.358500|Cucsa.358500.1                98 --------------------------------------------	 97------------------------------------------------------------	 97
Cucsa.280360|Cucsa.280360.1                99 --------------------------------------------	 98------------------------------------------------------------	 98
AC225518_12|AC225518_12.1                  98 --------------------------------------------	 97------------------------------------------------------------	 97
Glyma07g34380|Glyma07g34380.1              98 --------------------------------------------	 97------------------------------------------------------------	 97
Glyma20g02110|Glyma20g02110.1             123 -----------------------------------------------	 122-----------------------------------------------------------
GSVIVG01037354001|GSVIVT01037354001        98 --------------------------------------------	 97------------------------------------------------------------	 97
Eucgr.B02909|Eucgr.B02909.1                98 --------------------------------------------	 97------------------------------------------------------------	 97
Eucgr.B03754|Eucgr.B03754.1                98 --------------------------------------------	 97------------------------------------------------------------	 97
Potri.001G274300|Potri.001G274300.1        98 --------------------------------------------	 97------------------------------------------------------------	 97
Potri.009G068900|Potri.009G068900.1        98 --------------------------------------------	 97------------------------------------------------------------	 97
GSVIVG01011742001|GSVIVT01011742001        98 --------------------------------------------	 97------------------------------------------------------------	 97
GSVIVG01025759001|GSVIVT01025759001        98 --------------------------------------------	 97------------------------------------------------------------	 97



tr|D8TRX1|D8TRX1_VOLCA                    218 --	 217----------------------------------------------	 217 
tr|D8RAQ5|D8RAQ5_SELML                    271 ---	 270----------------------------------------------	 270
gi|66806699|ref|XP_637072.1|              103 	 102----------------------------------------------	 102   
gi|66806193|ref|XP_636819.1               103 	 102----------------------------------------------	 102   
YOR020C                                   107 	 106----------------------------------------------	 106   
gi|85079266|ref|XP_956315.1|              105 	 104----------------------------------------------	 104   
gi|17555568|ref|NP_497428.1|              109 	 108----------------------------------------------	 108   
gi|4504523|ref|NP_002148.1|               103 	 102----------------------------------------------	 102   
Esi0000_0403                              102 	 101----------------------------------------------	 101   
Phpat.008G027000|Phpat.008G027000.1       103 	 102----------------------------------------------	 102   
Phpat.008G026900|Phpat.008G026900.1       106 	 105----------------------------------------------	 105   
Phpat.004G011000|Phpat.004G011000.1       107 	 106----------------------------------------------	 106   
Phpat.012G089700|Phpat.012G089700.1       107 	 106----------------------------------------------	 106   
CMF129C|CMF129CT                          102 	 101----------------------------------------------	 101   
g3695|g3695.t1                            100 ----------------------------------------------	 99        
GRMZM2G073401|GRMZM2G073401_T01            98 ----------------------------------------------	 97        
LOC_Os03g25050|LOC_Os03g25050.1            99 ----------------------------------------------	 98        
GRMZM2G410812|GRMZM2G410812_T01           312 	 311RSGPLDFGASRKAKKFVEGSSSGSSHGAGSLQRFAVSRSGPLSYK*	 356   
LOC_Os07g44740|LOC_Os07g44740.1            99 ----------------------------------------------	 98        
GRMZM2G013652|GRMZM2G013652_T01            99 ----------------------------------------------	 98        
GRMZM2G035063|GRMZM2G035063_T01            99 ----------------------------------------------	 98        
Bra026173|Bra026173                       138 	 137----------------------------------------------	 137   
Bra026789|Bra026789                        99 ----------------------------------------------	 98        
Carubv10010732m.g|Carubv10010732m          99 ----------------------------------------------	 98        
Bra016677|Bra016677                        99 ----------------------------------------------	 98        
AT1G14980                                  99 ----------------------------------------------	 98        
Glyma06g41830|Glyma06g41830.1              98 ----------------------------------------------	 97        
Bra024563|Bra024563                        88 ----------------------------------------------	 87        
Carubv10010739m.g|Carubv10010739m          98 ----------------------------------------------	 97        
AT1G23100                                  98 ----------------------------------------------	 97        
Glyma03g28120|Glyma03g28120.1              98 ----------------------------------------------	 97        
Glyma19g30860|Glyma19g30860.1              98 ----------------------------------------------	 97        
Medtr7g089300|Medtr7g089300.1             106 	 105----------------------------------------------	 105   
PGSC0003DMG402023448|PGSC0003DMT40006028  104 	 103----------------------------------------------	 103   
PGSC0003DMG400028744|PGSC0003DMT40007396   98 ----------------------------------------------	 97        
Medtr3g077350|Medtr3g077350.1              90 ----------------------------------------------	 89        
29816.t000025|29816.m000688                98 ----------------------------------------------	 97        
Potri.008G130500|Potri.008G130500.1        98 ----------------------------------------------	 97        
Potri.010G111600|Potri.010G111600.1        98 ----------------------------------------------	 97        
Cucsa.358500|Cucsa.358500.1                98 ----------------------------------------------	 97        
Cucsa.280360|Cucsa.280360.1                99 ----------------------------------------------	 98        
AC225518_12|AC225518_12.1                  98 ----------------------------------------------	 97        
Glyma07g34380|Glyma07g34380.1              98 ----------------------------------------------	 97        
Glyma20g02110|Glyma20g02110.1             123 -	 122----------------------------------------------	 122  
GSVIVG01037354001|GSVIVT01037354001        98 ----------------------------------------------	 97        
Eucgr.B02909|Eucgr.B02909.1                98 ----------------------------------------------	 97        
Eucgr.B03754|Eucgr.B03754.1                98 ----------------------------------------------	 97        
Potri.001G274300|Potri.001G274300.1        98 ----------------------------------------------	 97        
Potri.009G068900|Potri.009G068900.1        98 ----------------------------------------------	 97        
GSVIVG01011742001|GSVIVT01011742001        98 ----------------------------------------------	 97        
GSVIVG01025759001|GSVIVT01025759001        98 ----------------------------------------------	 97        


