
gi|85111610                                 1 ----------------------------------------------------------------------------MIQPL-VKASRPRLWVCSD-CL---------LRR
YKL134C                                     1 ----------------------------------------------------------------------------MLRTI-ILKAGSN-------------------AS
Cre02.g073400|Cre02.g073400.t1.3            1 --------------------------------------------------------------------------------------------------------------
Vocar20013694m.g|Vocar20013694m             1 --------------------------------------------------------------------------------------------------------------
gi|32565901                                 1 --------------------------------------------------------------------------------------------------------------
CMS132C|CMS132CT                            1 --------------------------------------------------------------------------------------------------------------
gi|268637658                                1 --------------------------------------------------------------------------------------------------------------
Esi0033_0093                                1 ----------------------------------------------------------------------------MLAVRRSSGAGGGTNTCRR-WF----------AR
tr|M1C3Y6|M1C3Y6_SOLTU                      1 --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001         1 -------------------------------------------------------------------------------------------------M----------TV
GRMZM2G450659|GRMZM2G450659_T01             1 --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1             1 --------------------------------------------------------------------------------------------------------------
Cucsa.251510|Cucsa.251510.1                 1 --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1               1 --------------------------------------------------------------------------------------------------------------
Medtr3g009160|Medtr3g009160.1               1 --------------------------------------------------------------------------------------------------------------
Bra029169|Bra029169                         1 --------------------------------------------------------------------------------------------------------------
Carubv10025983m.g|Carubv10025983m           1 --------------------------------------------------------------------------------------------------------------
AT5G51540                                   1 --------------------------------------------------------------------------------------------------------------
Eucgr.K00152|Eucgr.K00152.1                 1 --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196                 1 --------------------------------------------------------------------------------------------------------------
Potri.015G129300|Potri.015G129300.1         1 --------------------------------------------------------------------------------------------------------------
416778|416778                               1 --------------------------------------------------------------------------------------------------------------
Phpat.016G041000|Phpat.016G041000.1         1 --------------------------------------------------------------------------------------------------------------
gi|71999758                                 1 --------------------------------------------------------------------------------------------------------------
gi|85107353                                 1 --------------------------------------------------------------------------------------------------------------
YCL057W                                     1 --------------------------------------------------------------------------------------------------------------
gi|66801567                                 1 --------------------------------------------------------------------------------------------------------------
CMS446C|CMS446CT                            1 ---MTIEASDAGG------------------------NGASAVV---SAA---ASDGVPDSR------------------DAVNARKS-RWSAVLDWARS---P------
gi|4507491                                  1 --------------------------------------------------------------------------------------------------------------
gi|14149738|ref|NP_065777                   1 --------------------------------------------------------------------------------------------------------------
LOC_Os01g67590|LOC_Os01g67590.1             1 --------------------------------------------------------------------------------------------------------------
Bra004244|Bra004244                         1 --------------------------------------------------------------------------------------------------------------
Bra004078|Bra004078                         1 --------------------------------------------------------------------------------------------------------------
Carubv10019853m.g|Carubv10019853m           1 ----------------------------------------------------------------------------MKIKE-----------IVFSRLGLTFFL------
AT1G67690                                   1 --------------------------------------------------------------------------------------------------------------
Eucgr.B03454|Eucgr.B03454.1                 1 --------------------------------------------------------------------------------------------------------------
Medtr3g086000|Medtr3g086000.1               1 --------------------------------------------------------------------------------------------------------------
Glyma11g37410|Glyma11g37410.2               1 --------------------------------------------------------------------------------------------------------------
Glyma18g01380|Glyma18g01380.1               1 --------------------------------------------------------------------------------------------------------------
Cucsa.394790|Cucsa.394790.1                 1 --------------------------------------------------------------------------------------------------------------
GSVIVG01010319001|GSVIVT01010319001         1 --------------------------------------------------------------------------------------------------------------
29929.t000212|29929.m004709                 1 --------------------------------------------------------------------------------------------------------------
Potri.010G054500|Potri.010G054500.1         1 --------------------------------------------------------------------------------------------------------------
164651|164651                               1 --------------------------------------------------------------------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1         1 MHTFTECVREKGGHPGRGIRAREQQPRRRKEEAKIGPLGATGLQPNFATAVQNSHLGTPYTTITQKKREIQNPGSVMELVSVVAPPGRRMLQHTLRAKGGPFFA------
Phpat.019G060600|Phpat.019G060600.1         1 --------------------------------------------------------------------------------------------------------------
Esi0023_0135                                1 --------------------------------------------------------------------------------------------------------------
85692|85692                                 1 --------------------------------------------------------------------------------------------------------------
97633|97633                                 1 --------------------------------------------------------------------------------------------------------------
119899|119899                               1 --------------------------------------------------------------------------------------------------------------
97030|97030                                 1 --------------------------------------------------------------------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1            1 --------------------------------------------------------------------------------------------------------------
Vocar20008539m.g|Vocar20008539m             1 --------------------------------------------------------------------------------------------------------------
439159                                      1 --------------------------------------------------------------------------------------------------------------
Eucgr.L02517|Eucgr.L02517.1                 1 -----------------------------------------------------------------------------------------MLTVVACTTRIAL------SR
GSVIVG01031425001|GSVIVT01031425001         1 --------------------------------------------------------------------------------------------------------------
GRMZM2G133919|GRMZM2G133919_T01             1 ---------------------------------------------------------MAHARP--------HP------RQPIRFL---AAAAMLLLSSAIFT-------
LOC_Os02g58340|LOC_Os02g58340.1             1 --------------------------------------------------------------------------------------------MVFLIVSASSF-------
PGSC0003DMG400030613|PGSC0003DMT40007866    1 ------------------MKY--------------------------------RRIGSPPSRI--------LYGSTTTPSL---IL---TLLLILMATRF---S--L-SR
Carubv10000350m.g|Carubv10000350m           1 --------------------------------------------------------------------------------------------------------------
Bra006067|Bra006067                         1 --------------------------------------------------------------------------------------------------------------
Bra028579|Bra028579                         1 --------------------------------------------------------------------------------------------------------------
Carubv10025914m.g|Carubv10025914m           1 ------------------MKR--------------------------------IRI---------------------MATL---VI---A--NMLMATPTSRASLNLLRR
AT5G65620                                   1 ---------------------------------------------------------------------------------------------MLMATPTSRASLNLLRR
Bra024401|Bra024401                         1 --------------------------------------------------------------------------------------------------------------
Medtr5g030940|Medtr5g030940.1               1 ----------------------------------------------------------------------------MRHEALIGLL---LISNMLMATRLTLTF--SLSR
Glyma01g02480|Glyma01g02480.1               1 ----------------------------------------------------------------------------MRRSSLVGAL---LIANMLMATRLTLTL--PFSS
Glyma09g33490|Glyma09g33490.1               1 ----------------------------------------------------------------------------MRRSSLVSAL---LIANILMATRLTLTL--PFSR
Cucsa.273340|Cucsa.273340.1                 1 ---------------------------------------------------------------------------MEKKSVVLRAL---LIANMLMASRIILAA------
GSVIVG01003850001|GSVIVT01003850001         1 --------------------------------------------------------------------------------------------------------------
Eucgr.I00597|Eucgr.I00597.1                 1 --------------------------------------------------------------------------------------------------------------
Eucgr.I00594|Eucgr.I00594.1                 1 --------------------------------------------------------------------------------------------------------------
28333.t000012|28333.m000566                 1 -----------------------------------------------------------------------------------------------MASRMSFSR------
Potri.007G004600|Potri.007G004600.1         1 --------------------------------------------------------------------------------------------------------------
Potri.014G004600|Potri.014G004600.1         1 ------------------------------------------------------------------------MAETRKVHPVGAVL---LIINLLMASRISLSR------
Potri.014G010100|Potri.014G010100.1         1 ------------------MPTRHKRENENKNN---------------------KTISTLHTTQ--------HMAETRKLHPAGAVL---LIINLLMASRISLSR------
28658.t000001|28658.m000032                 1 --------------------------------------------------------------------------------------------------------------
30484.t000001|30484.m000014                 1 --------------------------------------------------------------------------------------------------------------



gi|85111610                                24 TLSPLLRQQRRRFTGFTAHAPK-----------------TLTGTIPVTHKNGDTKHDDSL--------------------------------------------LRSIFD
YKL134C                                    15 IPSPSRQNKLLRFFA---------------------------------TAGAVSRTSPGS--------------------------------------------IKKIFD
Cre02.g073400|Cre02.g073400.t1.3            1 --------------------------------------------------------------------------------------------------------------
Vocar20013694m.g|Vocar20013694m             1 --------------------------------------------------------------------------------------------------------------
gi|32565901                                 1 ----------------------------------------------------------MLRSVI-------------------------------------LRHSRTISR
CMS132C|CMS132CT                            1 --------------------------------------------------------------------------------------------------------------
gi|268637658                                1 ---------------------------------------------------------------------------------------------MKKEIG--NVLFKSINN
Esi0033_0093                               24 SPAPRTLSRL-TWHGRKCDTPAVAAVSATARPAAAASGRFLAGGDDFRSNGFRRRNAHSVATTS--------RQPQRQQRIS---------SWLSPSSS--SLLATA-AR
tr|M1C3Y6|M1C3Y6_SOLTU                      1 -----------------------------------------------------------MHALI--------RKCAA-AHVR---------ANT----------------
GSVIVG01018572001|GSVIVT01018572001         4 TPFRRFITVL-VRLNLQFKTTTTTN---------LVILRLIRSRRSSQVTGGVTSGHPKMLTLV--------RRAASSLCLR---------FLH----------------
GRMZM2G450659|GRMZM2G450659_T01             1 --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1             1 -----------------------------------------------------------MNQL--------------------------------------S-ASAMLSR
Cucsa.251510|Cucsa.251510.1                 1 --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1               1 -------------------------------------------------------MSAAMWSVV--------IRRSSWE-IL---------RQI----------------
Medtr3g009160|Medtr3g009160.1               1 ----------------------------------------------------------MLWSLA--------VARNKTVQLF---------RH-----------------
Bra029169|Bra029169                         1 -----------------------------------------------------------MWKLT--------SRF-----------------------------RPHINS
Carubv10025983m.g|Carubv10025983m           1 -----------------------------------------------------------MWKLT--------RRL-----------------------------QPHINS
AT5G51540                                   1 -----------------------------------------------------------MWKLT--------RRL-----------------------------QPHINS
Eucgr.K00152|Eucgr.K00152.1                 1 --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196                 1 -----------------------------------------------------------MSTLL--------R------------------------------------R
Potri.015G129300|Potri.015G129300.1         1 -----------------------------------------------------------MSALI--------RRYAAVLCHK---------RMLKPNYP--T-LVLTCHV
416778|416778                               1 ------------------------------------MMR----------WGAARRNSSRLWSQS--------RRYIAGHGSK---------QRQDPCSS--SVAELECVV
Phpat.016G041000|Phpat.016G041000.1         1 --------------------------------------------------------------------------------------------------------------
gi|71999758                                 1 -----------------------------------------------------MFRRIPLGRFL-------TRK------IHNQTNGLIVPTTNVQKQQKRQILFKMGNE
gi|85107353                                 1 --------------------------------------------------------------------------------------------------------------
YCL057W                                     1 --------------------------------------------------------------------------------------------------------------
gi|66801567                                 1 --------------------------------------------------------------------------------------------------------------
CMS446C|CMS446CT                           50 -----WLALRTEYLQMNGSTPWF----VP-A-----------------LSGSAI-----VVALL--GTVVVVRAYRRRQDVQKGRVGINASAGTDPAAAQRT--RRAAYR
gi|4507491                                  1 --------------------------------------------------------------------------------------------------------------
gi|14149738|ref|NP_065777                   1 -------------------------------------------------------------------------------MIAR---------------------------
LOC_Os01g67590|LOC_Os01g67590.1             1 ---------------------------------------------------------------------------------------------------------MS---
Bra004244|Bra004244                         1 -------------------------------------------------------------------------------M----TE----NDENDKK----M--RRS---
Bra004078|Bra004078                         1 ------------------------------------------------------------------------------MS----ED----DEGNEKK----T--QGS---
Carubv10019853m.g|Carubv10019853m          18 -----WVHQRARGFSLPVALFLF----------------------------------------L--SLFSLSRENSRGEM----TE----NEGNDKK----M--EGS---
AT1G67690                                   1 -------------------------------------------------------------------------------M----TE----NEGNDKK----I--EGS---
Eucgr.B03454|Eucgr.B03454.1                 1 ------------------------------------------------------------------------------------ME----SQGSREK----A----T---
Medtr3g086000|Medtr3g086000.1               1 -------------------------------------------------------------------------------M----TE----NEGKREK----M----E---
Glyma11g37410|Glyma11g37410.2               1 -----------------------------------------------------------------------------------------------------M----G---
Glyma18g01380|Glyma18g01380.1               1 -------------------------------------------------------------------------------M----TE----SEGKCKK----M----G---
Cucsa.394790|Cucsa.394790.1                 1 -------------------------------------------------------------------------------M----TE----IQGNTQK----M----Y---
GSVIVG01010319001|GSVIVT01010319001         1 -----------------------------------------------------------------------------------------------------M--VRE---
29929.t000212|29929.m004709                 1 -------------------------------------------------------------------------------M----AE----SEADTAK----L--RIK---
Potri.010G054500|Potri.010G054500.1         1 -----------------------------------------------------------------------------MEM----TE----NQS--------D--KTS---
164651|164651                               1 --------------------------------------------------------------------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1       105 -----IVAAHHLH-LLPSSSSSSSSSSSP-A-----------------PSSSKTRSCCPAAAAS--RLACCPREWSQSDLLLRGRS----SSGLRVG----T--RGV---
Phpat.019G060600|Phpat.019G060600.1         1 --------------------------------------------------------------------------------------------------------------
Esi0023_0135                                1 ---------------------------------------------------------------------------------------------MDPPDEFRA-----KQV
85692|85692                                 1 --------------------------------------------------------------------------------------------------------------
97633|97633                                 1 --------------------------------------------------------------------------------------------------------------
119899|119899                               1 --------------------------------------------------------------------------------------------------------------
97030|97030                                 1 --------------------------------------------------------------------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1            1 --------MMHVARLL----------------------------------RKSALRPAANL--ATRRFNVVSAQRFAS------------SEARVPASGRRA--FGGLSS
Vocar20008539m.g|Vocar20008539m             1 -----------VCGQL----------------------------------RRESVQDCSLWKQTSCRMERCWRRRYSS------------SSCAVPA-------------
439159                                      1 --------------------------------------------------------------------------------------------------------------
Eucgr.L02517|Eucgr.L02517.1                16 SVH-RHRPHL--------HRYAR----RH-H-----------------SLSSKLSFPCPLWSSS---FSLCLRNPRSS------------PT--------------SRSL
GSVIVG01031425001|GSVIVT01031425001         1 --------------------------------------------------------------------------------------------------------------
GRMZM2G133919|GRMZM2G133919_T01            30 ----TARLPLAVSARLPNPTNTT----R------------------------LIFAGLPASSPV---RAFCPRA------------------------------------
LOC_Os02g58340|LOC_Os02g58340.1            12 ----LIRLPLVARARLPNPTSSS----YT-S-----------------RSRSRALLLLPASSPL---RAFCPAS------------------------------------
PGSC0003DMG400030613|PGSC0003DMT40007866   41 S-------A-HFCLR--PTSSFS----PS-S-----------------TKNLLQCRSCSLWSSS---FSLCLHTFRKS------------TS--------------PGNR
Carubv10000350m.g|Carubv10000350m           1 --------------------------------------------------------------------------------------------------------------
Bra006067|Bra006067                         1 --------------------------------------------------------------------------------------------------------------
Bra028579|Bra028579                         1 --------------------------------------------------------------------------------------------------------------
Carubv10025914m.g|Carubv10025914m          32 APHPKPNANKYYYSS--SFSSSS----HS-R-----------------PSTLRKSYSCPIWSSS---FSFCLPPPRST------------TS--------------TSL-
AT5G65620                                  18 SPKPKY-----F------SSSSC----HF-R-----------------PSTFRKSYPCPIWSSS---FSFCLPPPRST------------TS--------------TSL-
Bra024401|Bra024401                         1 --------------------------------------------------------------------------------------------------------------
Medtr5g030940|Medtr5g030940.1              30 SSRSRI-HPLL------KRTSCS----FF-N-----------------PKHSHKSLPCPLWSSS---FSFCIDSLHKS------------TS--------------PSFT
Glyma01g02480|Glyma01g02480.1              30 ----SI-PPLL------NRTYRS----LS-H-----------------LKQFPKSHPCPLWSSS---FSFCLHTLRKS------------TS--------------PLRA
Glyma09g33490|Glyma09g33490.1              30 ----SI-SPLL------SR---S----LS-Q-----------------LKQFPKSHPCPLWSSS---FSFCLHTLRKS------------TS--------------PIRA
Cucsa.273340|Cucsa.273340.1                27 ----SI-HPLLVRRT--HSLSIS----IS-S-----------------PHRLPKSFPCPLWSSS---FSFCLHNRRKS------------VT--------------SSSI
GSVIVG01003850001|GSVIVT01003850001         1 --------------------------------------------------------------------------------------------------------------
Eucgr.I00597|Eucgr.I00597.1                 1 --------------------------------------------------------------------------------------------------------------
Eucgr.I00594|Eucgr.I00594.1                 1 --------------------------------------------------------------------------------------------------------------
28333.t000012|28333.m000566                10 ----SI-PPI----L--KRSPFS----RI-T-----------------PKHFPKSHPCPLWSAS---FSFCLQSLHKS------------ST--------------PIIS
Potri.007G004600|Potri.007G004600.1         1 --------------------------------------------------------------------------------------------------------------
Potri.014G004600|Potri.014G004600.1        30 ----SI-LLLQ-RTN--NHFPYS----HF-T-----------------PKRFPKSYPCPLWSSS---FSLCLQTLHKS------------ST--------------TTAT
Potri.014G010100|Potri.014G010100.1        55 ----SI-LLLQ-RTN--NHFPYS----HF-T-----------------PKRFPKSYPCPLWSSS---FSLCLQTLHKS------------ST--------------TTAT
28658.t000001|28658.m000032                 1 -----------------------------------------------------------------------------------------------------------MNR
30484.t000001|30484.m000014                 1 --------------------------------------------------------------------------------------------------------------



gi|85111610                                73 SPET-----WKQFSG--------DK-----------H-----------GRNVGLFRNAYLTSPHGFLDFAHVSLGKARALVDKVLNA-----------QSLDEYRAIVRH
YKL134C                                    48 DNSY-----WRNING--------QD-----------ANNSKISQYLFKKNKTGLFKNPYLTSPDGLRKFSQVSLQQAQELLDKMRND-----------FSESGKLTYIMN
Cre02.g073400|Cre02.g073400.t1.3            1 --------------------------------------------------------------------------------------------------------------
Vocar20013694m.g|Vocar20013694m             1 ------------------------------------------------------------------------------MLLAEVLD------------TTPEDGVEVVAL
gi|32565901                                16 NSWV-----ARAF------------------------------RSEKVDKETGLFGNKNLKTAESFNELPAAVKKSTDALIQELLTP-------------SQNPRTSIQI
CMS132C|CMS132CT                            1 -----------------------------------------------MLCSRGLFGLRGLHVPQDWQTIKHQTLKACNDLVYKILS---------------NREGSVLQD
gi|268637658                               16 KNNS-----IRLI----------------------------TSTNNSSNENVGLLGIKELKTPKGWEDLFHKKNEKINEIRDHIIPIK------INQESTIEQLKETLYY
Esi0033_0093                              113 QGTG-----RRSFATGLQG----VA-----------GVGSASEDPAGGALTPGVAGVEGLHRPEDFAPLAAAAVVESDRLRKPISTG------------EVSTPLGILRG
tr|M1C3Y6|M1C3Y6_SOLTU                     18 ----------NFIHI--------------------------STSTAPSIKETGLYGFHHLKTPKGFQRFVDDAIERSQELVNYIAG--------------MPSSPEIIRA
GSVIVG01018572001|GSVIVT01018572001        71 ----------NQCNL--------------------------ERIGSHRLHTSGLYGFDLLKTPKGFQRFVDEAIERSSELVTYISG--------------MPSSAEIVRA
GRMZM2G450659|GRMZM2G450659_T01             1 --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1            13 AASL-----RRAAAA--------------------------AFSTAAARPETGLYGFDVLRTAKGFRRFVDDAIERSDELVAYIGQ--------------LPPSAEIVRA
Cucsa.251510|Cucsa.251510.1                 1 --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1              22 ---------KRNILL--------------------------GVAIRTFSTPTGLYGFPHLKTPKGFQPFVDDAIQRSGELISYICS--------------KRPAAEVMRA
Medtr3g009160|Medtr3g009160.1              19 ----------KNLPL--------------------------LLRHRSF-STTGLYGIPHLKSPKGFQPFVDEAIQRSGELVNYISS--------------KPSASELMRA
Bra029169|Bra029169                        15 NSWL-----IRHF------------------------------SS---GDATGLYGFDHLKTAKGFQRFVADAIERSGELVSYISG--------------MPSSPDIIKA
Carubv10025983m.g|Carubv10025983m          15 TRWL-----IRHF------------------------------RSGGSGDATGLYGFDHLKTAKGFQRFVADAIERSGELVSYISG--------------MPSSPEIIKA
AT5G51540                                  15 TRWL-----VRNF------------------------------RNGGAGDATGLYGFDHLKTAKGFQRFVADAIERSGELVSYISG--------------MPSSPEIIKA
Eucgr.K00152|Eucgr.K00152.1                 1 --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196                 8 AAWK-----LRSLHS--------------------------DLSETRNFSTTGLYGFDHLKTPKGFRQFVDEAIQRSGELVNNISV--------------TLSSAEIIRA
Potri.015G129300|Potri.015G129300.1        32 STWV-----APQL--------------------------------NGAAATTGLYGFDHLKTPKGFQRFVDDAIERSGELVNYISS--------------MPSSAEVLRA
416778|416778                              46 SPDD-----GRDA------------------------------HELLRKNPVGLYGYEALKTAKGFRAFAETAIAKSEDLIARVKE--------------LPPSMETIKC
Phpat.016G041000|Phpat.016G041000.1         1 ----------------------------------------------------------------------------------------------------MPPSMGVIRA
gi|71999758                                45 TPAR-VVGYYVVFPVIPEET----------V-----ENNCFMYNIAKNEDWPKLATAEPRELYEGTVRMLM----------DYGATVMEHMEHLATLPAEERKFENVVEP
gi|85107353                                 1 --------------------------------------------MTGMYDNPPQPPGLRNHTPESVTAAFEAWADKHRAALDAIVAD------VNLSDPQTVTFENVMRP
YCL057W                                     1 MRLL-LCKNW---FASPVIS---PLLYTRSL----YSM-----ANTTSFPIAPQAPPNWSFTPSDISGKTNEIINNSNNFYDSMSKV------------ESPSVSNFVEP
gi|66801567                                 1 --------------------------------------------------MEELIKLNFPKSVEEYKKQSEELMETYDKGLKEII----------EIPKEKRTFANTFEA
CMS446C|CMS446CT                          124 TRAP-DAERLSEFGQDSE--------VERSISQHARTERSE-KRLSVGHTCPKHIAFRVDMSVADIKAETQRIIAEERALADHISSLYELVRGGAPLLKPPLDFDHTFQL
gi|4507491                                  1 -------------------------------MKPPAACAGD--MADAASPCSVVNDLRWDLSAQQIEERTRELIEQTKRVYDQVGTQ----------EFEDVSYESTLKA
gi|14149738|ref|NP_065777                   5 -CLL-AVRSLRRVGGSRILL---RMTLGREVMSPLQAM--------SSYTVAGRNVLRWDLSPEQIKTRTEELIVQTKQVYDAVGML----------GIEEVTYENCLQA
LOC_Os01g67590|LOC_Os01g67590.1             3 -LRR-RERRVIAAAGAAALV---AVGLNLAF----SAVAAHR--RRKRRELPG-FTAQVNLSAADIKRLADRVVSKSKETYDAVAAV----------PLDKVSFSNVIAP
Bra004244|Bra004244                        15 -NL--TKLKLVTFTGAAGLL---GLAVSFAI----FAFKSQKHKS-KKKGLPGCDTVCVNLSAKEILDLADEIISISTRVHDAVALV----------PLNKISYENVVLP
Bra004078|Bra004078                        16 -NPK--KLKLVTFTGAAGLL---GLAVSFAI----FAFNSHKQKS-KKKCLPGCDSVCINLSAKEILDLADEIISKSTRVHDAVALV----------PLNKLSYENVVLP
Carubv10019853m.g|Carubv10019853m          64 -NPK-KKLNLVTFTGTAGLL---GLAVSFAI----FAFNSHKQKS-KKKGLPGCDTVCVNLSAKEILDLADEIIHKSTRVHDDVALV----------ALDKLSYENVVLP
AT1G67690                                  15 -NPK-KKLNVVTFTGAAGLL---GLAVSFAI----FTFKSHKQKS-KKKGLPGCDTVCVNLSAKEILDLAEEIIHKSTRVHDAVALV----------SLDKLSYENVVLP
Eucgr.B03454|Eucgr.B03454.1                12 -KPR-RENQLLAFTGAAAVL---AVAVNLAV----SAVRAHR-RSRRRKDLRG-SDVRVGLSAREISKLADRIVARSKEVHDAVASV----------PLDKVSYTNVVLP
Medtr3g086000|Medtr3g086000.1              13 -KLK-KGRGMIAFTGTAAVL---AIAVNLVI----AAVKHQKEKNAKKKDLAG-SKVRVNLSPSEIVKLANQIIAKSNEVHNLVASV----------PLDKVTYANVISP
Glyma11g37410|Glyma11g37410.2               3 -KEK-RRGIILAFTGAAAVL---AIAANLAI----TAIKYQKAKNAKKKDLAG-SMVRVNLSASEILKLAEQIIANSNKVHNSVASV----------PLDKVTHANVISP
Glyma18g01380|Glyma18g01380.1              13 -KEK-RGRSFIAFTGAAAVL---GIAANLAI----TAIKYQKAKNAKKKDLAG-SKVRVNLSASEILKLAEQIIANSNKAHNSVASV----------PLDKVTYANVISP
Cucsa.394790|Cucsa.394790.1                13 -KRK-TQSKLLVFTGGAALL---AVAVNLAI----VAICKR----KKKKELPG-FELRPNLSASEILNLADKIIAKSKKVHDAVASV----------PPNKVTYSNVISP
GSVIVG01010319001|GSVIVT01010319001         5 -KKD-RRYNLLALTGSAALL---ALAINLAI----SAVNAHT-KKRKRRDLAG-SNVRVNLSAPEILQLANSIISKSKAVHDAVGSV----------PLDKATYANVVLP
29929.t000212|29929.m004709                15 -QKK-RGRNMITLTGAAAIL---ALTASFAI----SALNSRR-KKSKKRDLPG-STVRVNLSPNEILKLANRIIAKSKEVHDSVASI----------PLDKVTYANVVAP
Potri.010G054500|Potri.010G054500.1        13 -KHK-RERNLLAFTGAAALA---ALALSLAI----SALNSRR-KKSNKKDLSG-SNARINLSASEILKLADRIIAKSKEVHDAVASV----------PLDKVTYANVISP
164651|164651                               1 --------------------------------------------------------------------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1       176 -IVK-WK-DVAVMGAAAAST---VVAAGMVR----SMVR----RSHADVSVSDGINVRLGLSASEILSLADFIISTSTSVHDAVAAV----------PLDQVSYDNVIAP
Phpat.019G060600|Phpat.019G060600.1         1 --MV-RK-EAVVASVAAAGL---AVTARVVM----GMLR----RSHS--NISDGIQVRLKLSAVDILRLTDNIIATSTSVHDAVAAV----------PLDQVTYENVIAP
Esi0023_0135                               13 AEGLPADTPLPPFFLRDLEANKAKEAEAEREKER--QAVRSSNPYMQQDGLPKFETIAPEAAKEAFDVLLEDLETGFAKFEEDLV-----------DFTSGESW------
85692|85692                                 1 -------------------------------------------------------------------------EEELVALEAC----------------NEHSWESLAIP
97633|97633                                 1 -------------------------------------------------------------------------------------------------------------P
119899|119899                               1 -----------------------------------------MNPLVSVGCLPEFNRVEAHHVVPGVKQVVKELEKDLLQLECFAASSF--------GENGGDLWEALVHP
97030|97030                                 1 -----------------------------------------MNPLVSVGCLPEFNRVEAHHVVPGVKQVVKELEKDLLELECFAASSF--------GENGGDLWEALVHP
Cre13.g572900|Cre13.g572900.t2.1           53 TPAVWSA--KRFNSSSRAMT-AEAAAVEAAV-AP--AVSVADNPLLADVSFPKFDQVKPEHVVPGVKHLLAQLHAEIDKLESA----------------VEPTWSGLVEP
Vocar20008539m.g|Vocar20008539m            41 --VAFGA--KRLFGSRTIMTNTEAAAVEAVVSSA--SIPEPPNPLLANVSFPKYDEVKPEHVVPGVRQLLSELHAEIDKLESE----------------VVPTWSGLVEP
439159                                      1 ------------------------------MAAL--AIDKELNPLLKGGSLPLYDKVDATHVVPGIRQLLEELEAELVKLEQN----------------LKRDWESLVHP
Eucgr.L02517|Eucgr.L02517.1                66 STTCSSAS---ASASTPPI-------APRAPPMA--DAGVESNPLLRDFDFPPFDAVEAKHVRPGVLALLKNLESDLEELERT----------------VEPSWPKLVEP
GSVIVG01031425001|GSVIVT01031425001         1 -------------------------------------MAAERNPLLEDFVFPPFDVIEPKHIRPAFRSLLAKLESDLVELETT----------------VEPTWPKLVEP
GRMZM2G133919|GRMZM2G133919_T01            69 ---------------RPSPS-TCAA-----FSST--MAASDNPLLVADFDFPPFDRVEPSHVRPGIHELLTRLEGELEELEKG----------------IEPTWAKLVEP
LOC_Os02g58340|LOC_Os02g58340.1            57 --------------RRPSPA-TCSAA----YASS--SMATDDNPLLADFDFPPFDRVEPIHVRPAVRTLLARLEGELTDLEKG----------------VQPTWGKLVEP
PGSC0003DMG400030613|PGSC0003DMT40007866   90 PRKSITVRSFSPSS-----A-S----ISDHPSKM--SMASDDNPLLKDFDFPPFDVIEAKHVRPGIRALLKKIDEELSALEKT----------------VEPTWPKLVEP
Carubv10000350m.g|Carubv10000350m           1 -------------------------------MAS--EDSLSSNPLLQNFDFPPFDSVDAHHVRPGIRALLQQLEAELEQLEKT----------------VEPSWPKLVEP
Bra006067|Bra006067                         1 -------------------------------MAS--EDSLSSNPLLQNFEFPPFDVVDAHHVRPGIRALLHQLEAELEQLEKT----------------VEPSWPKLVEP
Bra028579|Bra028579                         1 -------------------------------MAS--EDSLSSNPLLQNFNFPPFDVVDARHVRPGIRALLHQLEAELDQLEKT----------------VEPSWPKLVEP
Carubv10025914m.g|Carubv10025914m          88 -----SFHPFSS-SSPPSMS-SAAAA----AVDS--AQTLSSNPLLQDFDFPPFDSVDASHVRPGIRSLLQHLEVELEQLEKS----------------VEPSWPKLVEP
AT5G65620                                  65 -----SSSSFRPFSSPPSMS-SAAAA-AVESVVS--DETLSSNPLLQDFDFPPFDSVDASHVRPGIRALLQHLEAELEELEKS----------------VEPTWPKLVEP
Bra024401|Bra024401                         1 ------------------MS-SAIAAAASSSVSD--ESLLSSNPLLQDFDFPPFDSVDAEHVRPGIRALLQHLEGELEQLENS----------------VEPSWPKLVEP
Medtr5g030940|Medtr5g030940.1              82 CSAS-------------SM--A--------AS----ALDVEANPLLKEFVFPPFDVVEAKHVRPGIRALLEKLERDLEELERS----------------VEPSWPKLVEP
Glyma01g02480|Glyma01g02480.1              78 SSSL----------STPSM--A--------AS-----SLDEGNPLLQNFVFPPFDVVEPKHVRPGIRALLGKLEHELEELERS----------------VEPSWPKLVEP
Glyma09g33490|Glyma09g33490.1              75 SSSF----------SPSMA--A--------SSPL--NDAVEGNPLLQNFDFPPFDVLEPKHVRPGIRALLGKLESELEELERN----------------VEPSWPKLVEP
Cucsa.273340|Cucsa.273340.1                79 H--YFSSRSS--HSA-PSMA-A--------FGGI--DQTPQSNPLLQDFYFPPFDAVEANHVRPGILALLTKLEGDLEELERT----------------VEPSWPKLVEP
GSVIVG01003850001|GSVIVT01003850001         1 ---------------------M--------ATVP--QSTPEVNPLLLDFDFPPFDAVKADHVIPGIRTMLNQLENDLIELESK----------------VEPTWPKLVDP
Eucgr.I00597|Eucgr.I00597.1                 1 --------------------------------MA--NNGVESNPLLQDFEFPPYDAVKAKHVHPGIHALLKKLYSDLEELERT----------------VEPSWPKLVEP
Eucgr.I00594|Eucgr.I00594.1                 1 --------------------------------MA--DAGIESNPLLRDFDFPPFDAVEARHVRPGVLALLKKLESDLEELERT----------------VEPSWPKLVEP
28333.t000012|28333.m000566                58 AAPSLSFSPC--YSSLSSMA-A--------ATTT--DISLQSNPLLQDFEFPPFDVVEADHVRPGIRALLKKLENDLEELEST----------------VEPSWPKLVEP
Potri.007G004600|Potri.007G004600.1         1 -----------------MA-----------------TVVDESNPLLQDFEFPPFDVVEHKHVRPGIRALLKNLESDLEELERT----------------VEPSWPKLVEP
Potri.014G004600|Potri.014G004600.1        81 TPPS--ISNC--YSSISMD-----------------PVVDEANPLLQDFEFPPFDVVEAKHVRPGIRALLKNLESDLEELERT----------------VEPSWPKLVEP
Potri.014G010100|Potri.014G010100.1       106 TPPF--ISNC--YSSISMD-----------------PVADEANPLLQDFEFPPFDVVEAKHVRPGIRALLKNLESDLEELERT----------------VEPSWPKLVEP
28658.t000001|28658.m000032                 4 TNVIIAASVAAVFSI---------AHAEPASMLP--ASNPFAKPSALPFGYPAFDKIKNEDYAPAFEEGMRQNAAEIEAIANN---------------KAAPTFDNTIVA
30484.t000001|30484.m000014                 1 --------------------------------------------------------------------------------------------------------------



gi|85111610                               137 LDRLSDILCRVLDMADFVRVTHPDQQIQRTASMAWDMMYEYMN------------------QL-------NTMTGLYDQLVQAMDNPQ----------------------
YKL134C                                   123 LDRLSDTLCRVIDLCEFIRSTHPDDAFVRAAQDCHEQMFEFMN------------------VL-------NTDVSLCNILKSVLNNPE----------------------
Cre02.g073400|Cre02.g073400.t1.3            1 ---------------------------------------------------------------------------MYQRLSEALAAYEAGLRALSNRTAPEL--------
Vocar20013694m.g|Vocar20013694m            21 IDEMSDQLCRTYDAAECCRNVHSDPRWRQAAGKACVQLGEYIS------------------RV-------NHHEGMYQRLSTALAAYESSLAALEKRETPRL--------
gi|32565901                                78 VDDISNEICKSADLAECVRQLHSEPEFRNAAEDVSRNFCELVE------------------SL-------NTNTALYQKLKSSEITES----------------------
CMS132C|CMS132CT                           49 FDELSDTLCQVLDASELARNVSAEPEHVEASESVFRELSQYMQ------------------EL-------NCDENLCGALLRKQDA------------------------
gi|268637658                               87 IDGISRELCDLMDPAQFVMNVIPYGPHKIESHKAFLKMSDTVN------------------RL-------NANSDLYQLLLVIRDHK-----------------------
Esi0033_0093                              191 VDAISNTVCSVIDAADFVRNAHADEGFRVAADEAFSVLAEYIQ------------------DL-------NADDSLYRALCGVVEEEG----------------------
tr|M1C3Y6|M1C3Y6_SOLTU                     78 MDEISDTVCSVIDSAELCRHTHPNREFVDEASKASLRVNEFLH------------------YL-------NTNHSIYKAVNKAEKDS-----------------------
GSVIVG01018572001|GSVIVT01018572001       131 MDEISDAVCSVVDSAELCRHTHPDREFVEEANKASMRINEYLH------------------YL-------NTNHSLYHAVLKVEKDR-----------------------
GRMZM2G450659|GRMZM2G450659_T01             1 --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1            78 MDEISNTVCSVIDSAELCRNTHPDKEFMDEADKASMRIYEHLQ------------------YL-------NTNTTLYNAILKAESEG-----------------------
Cucsa.251510|Cucsa.251510.1                 1 --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1              83 MDEISDTVCSVVDSAELCRNTHPDREFVEEATKASMKINEYLH------------------YL-------NTNHDLYDAVKKAEQEC-----------------------
Medtr3g009160|Medtr3g009160.1              78 MDEISDTVCSVVDSAELCRQTHPNREFVEEADKAAMKINEYLHVSWLRSATTYFQLYLGCTYL-------NTSHDVYDALKKAEQEC-----------------------
Bra029169|Bra029169                        73 MDEISDTVCCVVDSAELCRQTHPDREFVEAAHKAAIDMNDYLH------------------QL-------NTNHTLYAAVRKAEQDS-----------------------
Carubv10025983m.g|Carubv10025983m          76 MDEISDTVCCVVDSAELCRQTHPDREFVEEANKAAIEMNDYLH------------------HL-------NTNHTLYAAVKKAEQDS-----------------------
AT5G51540                                  76 MDEISDTVCCVVDSAELCRQTHPDREFVEEANKAAIEMNDYLH------------------HL-------NTNHTLYAAVKKAEQDS-----------------------
Eucgr.K00152|Eucgr.K00152.1                 1 --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196                73 MDEISNTVCCVVDSAELCRNTHPDREFVEEANKASMRINEYLH------------------YL-------NTNHTLYDAVKRAEQDG-----------------------
Potri.015G129300|Potri.015G129300.1        91 MDEISNTVCCVVDSAELCRNTHPDREFVEAAGKASMRINEYLH------------------YL-------NTNHTLYAAVKRAEKDG-----------------------
416778|416778                             107 MDDISNTVCMVVDAAELCRNTHPDKEYVDEANAASLKLYKYLH------------------YL-------NTHKSLYDAVVHVES-SD----------------------
Phpat.016G041000|Phpat.016G041000.1        11 MDDISDTVCSVVDAAELCRNTHPDKEYVEESNHASMKVYEYLQ------------------YL-------NSHPVLYKAIVGVEESPD----------------------
gi|71999758                               129 LLTEEYEVNFAFQTLV-LKMLTDWPDCNRKLFDAD--LHHIKI------------------MCARDQMEKLTNKDFQDAIKQLYE-------------------------
gi|85107353                                61 QLEFENQKF--SHNLRFYQHVSENSDLRETTRKMAKWYDNIWT------------------DM-------NMRGDVFRAREVLYHKSGLAASR---KQNS----------
YCL057W                                    83 FMKFENELGPIINQLTFLQHVSSDKEIRDASVNSSMKLDELNI------------------DL-------SLRHDIFLQFARVWQDVQ----------------------
gi|66801567                                51 TDKLDVKFRNIESSLTFLANASTDEKVRDVANEVEATLSKYSI------------------AT-------SMREDLYQAYVDCCKQNN----------------------
CMS446C|CMS446CT                          224 WADMEAKHAARRSSVTFPSFVSPHSDIRAASVEAQRELAKLDV------------------EL-------SSRADVYRVLRPIADEYEIQLRDALRRQRSSLHAPVASRE
gi|4507491                                 68 LADVEVTYTVQRNILDFPQHVSPSKDIRTASTEADKKLSEFDV------------------EM-------SMREDVYQRIVWLQEKVQ----------------------
gi|14149738|ref|NP_065777                  92 LADVEVKYIVERTMLDFPQHVSSDKEVRAASTEADKRLSRFDI------------------EM-------SMRGDIFERIVHLQETCD----------------------
LOC_Os01g67590|LOC_Os01g67590.1            91 LAELDAQQFPLVQACVLPRMVSPSDDVRRASAEAEKRLDSHFQ------------------QC-------RQREDVYRVIKAFTQ--K----------------------
Bra004244|Bra004244                       104 LAELEARQLPLIQCCVIPKMLSPHDNVRKASAEAEVKIDAHLL------------------SC-------RKREDVYRVIRIYAA--K----------------------
Bra004078|Bra004078                       105 LAELEARLLPLIQCCVVPKMISPLDNVRKASAEAEMKIDAHLL------------------SC-------REREDVYRVIRIYAA--K----------------------
Carubv10019853m.g|Carubv10019853m         154 LAELEARQLSLIQCCVFPKMLSPHDNVRKASAEAEHKIDAHIL------------------SC-------RKREDVYRIIKIYAA--K----------------------
AT1G67690                                 105 LAELEARQLSLIQCCVFPKMLSPHDNVRKASTEAEQKIDAHIL------------------SC-------RKREDVYRIIKIYAA--K----------------------
Eucgr.B03454|Eucgr.B03454.1               101 LAELEAEEFPLVQSCIYPKMVSVSDDVRQASAQAERRIDAHKL------------------SC-------SLREDVYRVVKALLT--R----------------------
Medtr3g086000|Medtr3g086000.1             103 LAELQAQQFPLIQSCLLPKLVSTREDERKASAEAERRIDAHLN------------------IC-------SKREDIYLVVKAFAV--R----------------------
Glyma11g37410|Glyma11g37410.2              93 LAELQAQQFPL--------------DVRKASAEAVRRLDAHFD------------------TC-------SKREDVYLVIKAFA--------------------------
Glyma18g01380|Glyma18g01380.1             103 LAELQAQQFPLVQSCVFQKMVSTREDVRKASAEAERRIDAHLD------------------AC-------SKREDVYLVIKAFAV--K----------------------
Cucsa.394790|Cucsa.394790.1                99 LADLEAEQFPLVQSCVFPKLISTSDDVRAASAEAERRIDAHAQ------------------MC-------SKREDVYRVVKAFSA--R----------------------
GSVIVG01010319001|GSVIVT01010319001        94 LAELEAQQFPT-------------EEVRKASAEAEQRIDSHVL------------------MC-------SQREDVYCVVKAFVA--R----------------------
29929.t000212|29929.m004709               104 LADLEAQQFPLIQSCVIPKFVSTLEDVRKASVEAERRIDAHVS------------------TC-------SEREDVYRVVKAFSV--K----------------------
Potri.010G054500|Potri.010G054500.1       102 LADLEAHQFPLVQSCVFPKLVSTLEDVRKASAEAERRIDAHVS------------------MC-------SKREDVYRVVKAFAS--K----------------------
164651|164651                               1 ---------MAVQSCVFPSLVNPARDVRDASVKAEKMFEAYNA------------------KC-------RLREDVYRVVKAYAE--K----------------------
Phpat.018G066900|Phpat.018G066900.1       262 LANLQAEEFALVQSCVFPALVSTSKEVRDASSEAEKRLDAYNV------------------KC-------SMREDVYRVVKAFSE--K----------------------
Phpat.019G060600|Phpat.019G060600.1        84 LANLEAEEFALVQSCVFPALVSTSKEVRDASSEAEKRIDAYNV------------------KC-------SMREDVYRVVKAFAD--K----------------------
Esi0023_0135                              104 -----------------------------------PNVVTIFQ------------------KM-------GQSKEVYDALKFLQVPAC----------------------
85692|85692                                22 LEWIMDTLIVSCSVVNHLQHMKDSKNLRGAIQEIEARRKDFDL------------------KL-------AQSKPLFDSFKALQEDPN----------------------
97633|97633                                 2 FERILDHLTVVWGIVSHLKDVKDSDALRPAVDEAQPLRTNFLL------------------RL-------GQSKALYQAFEKI---------------------------
119899|119899                              62 FERILDRLTVVWGIVSHLKDVKDSDALRAAVDEAQPLRTNFLL------------------RL-------GQSKALYQAFEKICNGAL----------------------
97030|97030                                62 FERILDRLTVVWGIVSHLKDVKDSDALRAAVDEAQPLRTNFLL------------------RL-------GQSKALYQAFEKI---------------------------
Cre13.g572900|Cre13.g572900.t2.1          141 LERISDRHQRVWGIVSHLKGVKDSPELRAAVEEVQPENVKLSL------------------RL-------SQSKPLYQAFKALREGPA----------------------
Vocar20008539m.g|Vocar20008539m           129 LEKIGDRHQRVWGIVSHFKGVKDSPELRAAVEEVQPENVKLSL------------------RL-------SQSRPLYSAFKALREGPQ----------------------
439159                                     63 LERITDRLTVTWGIVEHLKAVKDSSELRAAVEEVQPEKVAFLL------------------RL-------GQSKPLYKAFKEIQDGPG----------------------
Eucgr.L02517|Eucgr.L02517.1               148 LEKIVDRLTVVWGMINHLKAVKDTAELRAAIEEVQAEKVKFQL------------------RL-------GQSKPIYNAFRALQESPD----------------------
GSVIVG01031425001|GSVIVT01031425001        58 LEKIIDRLSVVWGIVNHLNSVKDSPELRSAIEEVQPAKVEFQL------------------RL-------GQSKPIYNAFRAIRESSD----------------------
GRMZM2G133919|GRMZM2G133919_T01           140 LERITDRLEVIWGMVDHLKSVKDSADLRAAVEEVQPVKVSFQL------------------RL-------GQSKPIYEAFKAIRNSSN----------------------
LOC_Os02g58340|LOC_Os02g58340.1           130 LERIVDSLEVVWGTVDHLKAVKDSSDLRAAVEDVQPDKVKFQL------------------RL-------GQSKPIYQAFNAIRNSSD----------------------
PGSC0003DMG400030613|PGSC0003DMT40007866  172 LEKIIDRLTVVWGAVNHLKSVKDNPELRSALEEVQPEKVAFQL------------------KL-------GQSKPIYNAFKAIRESPE----------------------
Carubv10000350m.g|Carubv10000350m          62 LEKIIDRLSVVWGMINHLKAVKDTPELRAAIEEVQPEKVKFQL------------------RL-------GQSKPIYNAFKAVRESPD----------------------
Bra006067|Bra006067                        62 LEKIIDRLTVVWGMINHLKAVKDTPELRAAIEEVQPEKVKFQL------------------RL-------GQSKPIYNAFKSIRESPD----------------------
Bra028579|Bra028579                        62 LEKIVDRLSVVWGIINHLKAVKDTPELRAAIEEVQPEKVKFQL------------------RL-------GQSKPIYSAFKSIRESSD----------------------
Carubv10025914m.g|Carubv10025914m         169 LEKIVDRLTVVWGMINHLKAVKDTPELRAAIEDVQPEKVKFQL------------------RL-------GQSKPIYNAFKAIRESPD----------------------
AT5G65620                                 150 LEKIVDRLTVVWGMINHLKAVKDTPELRAAIEDVQPEKVKFQL------------------RL-------GQSKPIYNAFKAIRESPD----------------------
Bra024401|Bra024401                        74 LEKLVDRLSVVWGVINHLKAVKDTPELRAAIEEVQPEKVKFQL------------------RL-------GQSKPIYNAFKAIRESPD----------------------
Medtr5g030940|Medtr5g030940.1             149 LEKIVDRLAVVWGMVNHLKAVKDNSELRSAIEDVQAEKVKFQL------------------RL-------GQSKPLYNAFKAIQDSPD----------------------
Glyma01g02480|Glyma01g02480.1             147 LEKIIDQLSVVWGMVNHLKAVKDSSELRSAIEDVQAEKVKFQL------------------RL-------GQSKPIYNAFKAIQESPN----------------------
Glyma09g33490|Glyma09g33490.1             147 LEKIVDRLSVVWGMINHLKSVKDSSELRSAIEDVQAEKVKFQL------------------RL-------GQSKPIYNAFKAIQESPD----------------------
Cucsa.273340|Cucsa.273340.1               157 LEKIVDRLNVVWGIVNHLKSVKDSADLRSAIEEVQPEKVKFQL------------------RL-------GQSKPIYNAFKAIRESPE----------------------
GSVIVG01003850001|GSVIVT01003850001        64 LEKLVDRLSVVWGIVNHLKSVKDSSELRSAIEEVQPDKVKFEL------------------RL-------GQSKPIYNAFKAIQESPE----------------------
Eucgr.I00597|Eucgr.I00597.1                61 LEKIVDRLEVVWGMINHIRAVKDTVDLRAATGKVLSEMVKFQL------------------RL-------GQSKPIYNAFKALQELPD----------------------
Eucgr.I00594|Eucgr.I00594.1                61 LEKIVDRLTVVWGMINHLKAVKDTAELRAAIEEVQAEKVKFQL------------------RL-------GQSKPIYNAFRALQESPD----------------------
28333.t000012|28333.m000566               139 LEKIVDHLTVVWGMINHLKSVKDTAELRAAIEEVQPEKVKFQL------------------RL-------GQSKPIYNAFKAIQESSQ----------------------
Potri.007G004600|Potri.007G004600.1        61 LEKITDQLAIVWGMINHLKAVKDSPELRAAIEEVQPEKVKFEL------------------RL-------GQSKPIYDAFKAIQESPQ----------------------
Potri.014G004600|Potri.014G004600.1       154 LEKIADQLTVVWGMINHLKAVKDSPELRAAIEEVQPEKVKFQL------------------RL-------GQSKLIYNAFKAIQDSPQ----------------------
Potri.014G010100|Potri.014G010100.1       179 LEKIADQLTVVWGMINHLKAVKDSPELRAAIEEVQPEKVKFQL------------------RL-------GQSKPIYNAFKAIQDSPQ----------------------
28658.t000001|28658.m000032                88 MEKSGQLLSRVSSVFGNLSGANTNDTFKALERELSPKLAAHSD------------------AI-------RLNSKLYARIKALYDKRD----------------------
30484.t000001|30484.m000014                 1 -------------------------------------MARHYS------------------KI-------GTNAALFARLDALWESRD----------------------



gi|85111610                               200 -------------------------------------VSTTWSEEERMVAEVLKLDF-AKSAVHLPKD-ARDKFVHLSSAISQTGT--------------------NFIQ
YKL134C                                   186 -------------------------------------VSSKLSAEELKVGKILLDDF-EKSGIYMNPD-VREKFIQLSQEISLVGQ--------------------EFIN
Cre02.g073400|Cre02.g073400.t1.3           28 ----------------------------------RPWQMGGWCRESVLVAQRLKQDM-EQAGIHLPAA-QRARVAELAAANGHFAA--------------------AFNA
Vocar20013694m.g|Vocar20013694m            98 ----------------------------------GPQQLAGWCSESVLVAQRLKQDM-ELGGIHLPSLEQRNRFAELAAANGHFGT--------------------AFNA
gi|32565901                               141 -------------------------------------S--RLDDVDKRTLTLLLDDF-EQSGVHLKDN-QKEQFVQLSSEIFDAGA--------------------RFQQ
CMS132C|CMS132CT                          110 -----------------------------------------VTCEEQALVRSLQRDFALRGGASLSPS-KRKHVAAVQNEILEWSM--------------------R---
gi|268637658                              149 -------------------------------------HYHQLPNDHQLFLNEMIKES-EVNGINLKPK-EKYEIMKLKDEIFAQGS--------------------MFIE
Esi0033_0093                              254 -------------------------------------AMDGFTGEQRRVVGLHMAEF-ERGGIHLSGE-ERAEVVALQNEATRLER--------------------LFEH
tr|M1C3Y6|M1C3Y6_SOLTU                    140 -------------------------------------N--SLTHEAHRAARFLRMDL-EKGGIHLCSE-KLDRANELAIDIIQLSR--------------------EYNE
GSVIVG01018572001|GSVIVT01018572001       193 -------------------------------------N--LLSKEAKRAAHYLRVDF-EKGGIHLAAD-KLDRVNQLHVEIAHLCREMVLYMEINSTDMLIRLWAIMFSE
GRMZM2G450659|GRMZM2G450659_T01             1 --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1           140 -------------------------------------V--MLTEEARRAATTLRVDF-EKGGIHLPKD-KLEHVNHLNLEIAQLGR--------------------KFSE
Cucsa.251510|Cucsa.251510.1                 1 -----------------------------------------------------------------------------------------------------------FKE
Glyma04g13088|Glyma04g13088.1             145 -------------------------------------H--MLSEEAQRGVRNLRADF-ERGGIHLCPE-KLDRVNKLNIEISQLCR--------------------EYNE
Medtr3g009160|Medtr3g009160.1             158 -------------------------------------H--MLSAEAQRGIKSLRVEM-ERGGIHLCPE-TLDRVNKLDIGISHLCR--------------------EYNQ
Bra029169|Bra029169                       135 -------------------------------------N--LLTEEASRTAHHLRMDF-ERGGIHLSPE-KLDKVNNLTTNIFQLCS--------------------EFSG
Carubv10025983m.g|Carubv10025983m         138 -------------------------------------N--LLTKEASRTAHHLRMDF-ERGGIHLDPE-KLDKVNSLTTNIFQSCR--------------------EFSE
AT5G51540                                 138 -------------------------------------N--LLTKEASRTAHHLRMDF-ERGGIHLDPE-KLDKVNNLTTNIFQLCR--------------------EFSE
Eucgr.K00152|Eucgr.K00152.1                 1 --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196               135 -------------------------------------H--LLTKEAQKAAHHLRIDF-EKGGIHLSSE-KLDRVNQLNMDIFQLSR--------------------EFSE
Potri.015G129300|Potri.015G129300.1       153 -------------------------------------H--LLTKEAHRAANQLRIDF-EKGGIHLPPE-KLARVNQLHLSILQLSR--------------------EFGE
416778|416778                             169 -------------------------------------A--LTTEEAKRAAKTLRIDF-ERGGIHLPPE-KMERVNELNLEITRLGR--------------------EFTE
Phpat.016G041000|Phpat.016G041000.1        74 -------------------------------------I--LTTEEARRAAKTLRMDF-ERGGIHLPSD-KLKRVNDLNLEITRLGR--------------------EFGE
gi|71999758                               193 -------------------------------------AKDGLSEWQSRLLEWYLLEI-KASGLDKHDDKTRKVLGSWSKFVDEYRS--------------------KYIT
gi|85107353                               131 ---------ARYITEDIAKNAGF------------------EDAESAIALEEEWKEA-IRLGLGLPSKPQRDRFNQIQKRVEAIKS--------------------EFKN
YCL057W                                   146 ------------------------------------SKADSVERETFKYVEKSYKDY-IHSGLELDE-GNRLKIKEIKKKISVNSI--------------------NFSK
gi|66801567                               114 -----------------------------------DFKESDLSKEQLRYVSKTLEGF-EKNGLQLPK-EKREKLKEIMTKISDNSI--------------------KFSK
CMS446C|CMS446CT                          309 SRREQLRHKRESILEQAAHDQDYDDFGRQTPLGAQAAAALGLTLEHVRYMRFTVRDL-ERHGAHLDD-QLRERLVDLRTRIADLCI--------------------EYQR
gi|4507491                                131 --------------------------------------KDSLRPEAARYLERLIKLG-RRNGLHLPR-ETQENIKRIKKKLSLLCI--------------------DFNK
gi|14149738|ref|NP_065777                 155 --------------------------------------LGKIKPEARRYLEKSIKMG-KRNGLHLPE-QVQNEIKSMKKRMSELCI--------------------DFNK
LOC_Os01g67590|LOC_Os01g67590.1           152 --------------------------------------GERIGLEATRFVQCMVREF-ERNGAKLTQ-SKKTEMEKLKSHIDDLSL--------------------KYIQ
Bra004244|Bra004244                       165 --------------------------------------GESISPEAKRYLQCLVRDF-EHNGLNLTA-TKREEVDRLRNEIDELSL--------------------RYVQ
Bra004078|Bra004078                       166 --------------------------------------GESIAPDAKCYLQCLVRDF-EDNGLNLTT-TKREEVGRLKDEIDELSS--------------------RYVQ
Carubv10019853m.g|Carubv10019853m         215 --------------------------------------GESIAPEAKCYLQCLVRDF-EDNGLNLTA-VKREEVERLTNEIDELSL--------------------RYIQ
AT1G67690                                 166 --------------------------------------GESISPEAKCYLQCLVRDF-EDNGLNLTA-IKREEVERLKYEIDELSL--------------------RYIQ
Eucgr.B03454|Eucgr.B03454.1               162 --------------------------------------GDWMSPEATCYLQFLVRDF-ERNGLNLAT-AKREEVQRLKSQIDELSC--------------------QYVQ
Medtr3g086000|Medtr3g086000.1             164 --------------------------------------GDWMNAEIKSFVQILVRDF-ERNGLNLSA-SKREELLRIKAQIDELSI--------------------IYIQ
Glyma11g37410|Glyma11g37410.2             138 -----------------------------------------------------VRDF-ERNGLNLTA-SKREELQRLRDQIDELSF--------------------KYIQ
Glyma18g01380|Glyma18g01380.1             164 --------------------------------------GEWMNAEAKRFVQILVRDF-ERNGLNLTA-SKREELQRLRAQIDELSF--------------------KYIQ
Cucsa.394790|Cucsa.394790.1               160 --------------------------------------GEQTSAEQKCFIQCLVRDF-ERNGLNLTT-SKRKELLRLRVQIEELSL--------------------RYIQ
GSVIVG01010319001|GSVIVT01010319001       142 --------------------------------------GEWISPEANRYVQCLIRDF-ERNGLNLTS-TKREEVQRLRAHIDDLSV--------------------LYIK
29929.t000212|29929.m004709               165 --------------------------------------GEWMNPEAKHYVKCLVMDF-ERSGLNLTV-TKREEAQRLKAQIDELSL--------------------RYIQ
Potri.010G054500|Potri.010G054500.1       163 --------------------------------------GEWMNPEAKHYIKCLVRDF-EQNGLNLTV-TKKEEVQRLRAQIEELSL--------------------RYVR
164651|164651                              53 --------------------------------------KEDLPPETQRFVNHLVRDY-ERLGLHLTP-EMRSEVDKIKKTIGELCI--------------------TFQK
Phpat.018G066900|Phpat.018G066900.1       323 --------------------------------------KVTLEPEAQRFVDRVVRDY-ERLGLNLSP-EIRKEVERLKTTIGELCI--------------------EFQK
Phpat.019G060600|Phpat.019G060600.1       145 --------------------------------------KEPLSPQAQRFVDRVIRDY-ERLGLNLSP-DIRRKVEFLKTTIGELCI--------------------EFQQ
Esi0023_0135                              132 --------------------------------------RRLMTEAQIRVVDASVKQM-ELGGVGLEG-EAKEEFNKIQLELADLST--------------------KFSN
85692|85692                                85 --------------------------------------FQNSSDAQKRTVESYMKKV-IISGVHLED-GQKKLFNQYEKELVELTR--------------------KFSD
97633|97633                                60 --------------------------------------------------------------------------------------------------------------
119899|119899                             125 --------------------------------------FDTLNEAQQRVVEGRLKDA-ILNGVALEH-EKKVHFNEIQQELEKLLN--------------------KFSE
97030|97030                               120 --------------------------------------------------------------------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1          204 --------------------------------------WSGLTAGQRRIVDNELRDF-VLGGVALEG-EAKERFNAIQQELTQLAT--------------------KFSN
Vocar20008539m.g|Vocar20008539m           192 --------------------------------------WSQLTPAQQRIADNELRDF-VLGGVALEG-EAKERFNAIQQELTQLAT--------------------KFSN
439159                                    126 --------------------------------------FKNLTDAQKRIVEARLKDA-TLNGVALEG-EEKKRFNEIEQELELLGT--------------------KFSE
Eucgr.L02517|Eucgr.L02517.1               211 --------------------------------------WNLLSDAQKRIVENQIKEA-VLSGVALED-GKREEFNKIEQELEKLSK--------------------KFDE
GSVIVG01031425001|GSVIVT01031425001       121 --------------------------------------WEALNDARKRIVEAQIKEA-VLNGVSLED-NKREYFNEIQQELEKLSQ--------------------KFEE
GRMZM2G133919|GRMZM2G133919_T01           203 --------------------------------------WDSLSDARKRIVEAQIKEA-VLSGVALED-EQRKKFNQIEQELEKLTQ--------------------KFSE
LOC_Os02g58340|LOC_Os02g58340.1           193 --------------------------------------WETLSEARKRIVEAQIKEA-VLSGVALED-EQREKFNQIEQELEKLTQ--------------------KFSE
PGSC0003DMG400030613|PGSC0003DMT40007866  235 --------------------------------------WDSLNDARKRIVESQIKEA-VLSGISLED-DKREQFNKIEQDLAKLSQ--------------------KFEE
Carubv10000350m.g|Carubv10000350m         125 --------------------------------------WKTLSEARQRLVEAQIKEA-VLSGIALED-DKREEFNKIEQELEKLSH--------------------KFSE
Bra006067|Bra006067                       125 --------------------------------------WNTLIEA------PQIKEA-VLSGIALED-DKREEFNKIEQELEKLSH--------------------KFSE
Bra028579|Bra028579                       125 --------------------------------------WNTLSEARQRLVEAQIKEA-VLSGIALDD-DKREEFNKIEQELEKLSH--------------------KFSE
Carubv10025914m.g|Carubv10025914m         232 --------------------------------------WSSLSEARQRLVEAQIKEA-VLIGIALDD-DKREEFNKIEQELEKLSH--------------------KFSE
AT5G65620                                 213 --------------------------------------WSSLSEARQRLVEAQIKEA-VLIGIALDD-EKREEFNKIEQELEKLSH--------------------KFSE
Bra024401|Bra024401                       137 --------------------------------------WSSLSEARQ----PQIKEA-VLTGIALDD-EKREEFNKIEQELEKLSH--------------------KFSE
Medtr5g030940|Medtr5g030940.1             212 --------------------------------------WKTLSDARKRIVENQIKEA-VLNGVSLED-DKREQFNKIEQELERLSE--------------------KFGE
Glyma01g02480|Glyma01g02480.1             210 --------------------------------------WQTLSDARKRIVESQIKEA-VLNGVSLED-DKRESFNKIEQELEKLSQ--------------------KFGE
Glyma09g33490|Glyma09g33490.1             210 --------------------------------------WQTLSDARKRIVESQIKEA-VLNGVSLED-DKRESFNKIEQELEKLSQ--------------------KFGE
Cucsa.273340|Cucsa.273340.1               220 --------------------------------------WNTLNDARKRIVESQIKEA-LLHGVTLEG-DKRDNFNKIQQELERLSH--------------------KFDE
GSVIVG01003850001|GSVIVT01003850001       127 --------------------------------------WQTLSDAQKRIVDSQIKQA-VLSGVSLED-DKKEHFNKIQQELEKLSQ--------------------KFEE
Eucgr.I00597|Eucgr.I00597.1               124 --------------------------------------WKMLSDAQKRIVEKQVKEA-DLKGIALED-GKREEFNKIEQELGKLSK--------------------QFDE
Eucgr.I00594|Eucgr.I00594.1               124 --------------------------------------WNLLSDAQKRIVENQIKEA-VLSGVALED-GKREEFNKIEQ-------------------------------
28333.t000012|28333.m000566               202 --------------------------------------WQSLSDAQRRIVEAQIKEA-VLNGVALED-DKREEFNKIEQELERLSQ--------------------KFGE
Potri.007G004600|Potri.007G004600.1       124 --------------------------------------WTSLSDAQKRIVESQIKEA-VLNGVALDD-DKREQFNKIEQELTRLSQ--------------------KFGE
Potri.014G004600|Potri.014G004600.1       217 --------------------------------------WPSLSDARKRIVESQIKEG-VLNGVALDD-DKREQFNKIEQELERLSQ--------------------KFGE
Potri.014G010100|Potri.014G010100.1       242 --------------------------------------WPSLSDARKRIVESQIKEG-VLNGVALDD-DKREQFNKIEQELERLSQ--------------------KFGE
28658.t000001|28658.m000032               151 --------------------------------------KLHLDAESKYLLERYHTDF-VRAGAQLSD-ADKAKLKAMNAELAKLQT--------------------TFAQ
30484.t000001|30484.m000014                27 --------------------------------------ALGLTLEETRVLERHWKGF-VKAGAKLPK-PEQERLSAVNEKLAGLGA--------------------QFGQ



gi|85111610                               251 HMEP----------KIPYTTVEKSRMMGMDPVEV--------------------------------------KRMASMGKVY-VQTLSPQASIALRTVRDDHARHQLFMA
YKL134C                                   237 HTDY----PGSNSVKIPCKDLDNSKVSTFLLKQL--------------------------------------NKD-VKGQNYKVPTFGYAAYALLKSCENEMVRKKLWTA
Cre02.g073400|Cre02.g073400.t1.3           82 ALTD----SRKV-------------G------------------------------------------------RAPTGMGRFVPLDPFSVAGVMAGEPNESVRKAVYAA
Vocar20013694m.g|Vocar20013694m           153 ALTD----PSRV-------------G------------------------------------------------RVRLGLGRSVSLEPSQVAALLVSEPHEAVRRQVYMA
gi|32565901                               190 NCDRIV-SVGKF---------DQAKYGLPSQIYTPV-----------------------------------------------------------SNSLDRSKRKMVYNT
CMS132C|CMS132CT                          155 -VTA---------V-F-----------------R--------------------------------------DAEKSPGKRF----------------------------
gi|268637658                              200 QSLNSYKHPPNVTLNIPYSSLV---GHLPLKYLQ-------------------------------------QLPPKKPDGNVPFIPTDYLVAGILKYIPDPNIRYSVHRL
Esi0033_0093                              305 NILA---KRAAFQV-N-----RKDLHGIPEFILSRIP-----------------------------------QPEGQPADRFTLLTDQSLMSDVIKNARSGALRRAMYLA
tr|M1C3Y6|M1C3Y6_SOLTU                    189 NIIT---DPGHVDI-FPASKIPKKLHHLVSPIYRNLP------------------------GSSKGSW---GLRDKTKEKGFRLATESSTLQGFLQCAPDAGVRKVAYVQ
GSVIVG01018572001|GSVIVT01018572001       262 NIIT---DPGSVDI-FPASRIPKHLHHLFKPIYGLNS------------------------STLRGSS---GSRDNIKEKGFRITTEPGTLSSILQWASDAEVRKMAYIQ
GRMZM2G450659|GRMZM2G450659_T01             1 -----------------------------------------------------------------------------------------------------MRKKQVYIV
LOC_Os06g47210|LOC_Os06g47210.1           189 NVMN---KPGFVDI-YPASRIPRNMQRHFKSIHRIKP------------------------WGDEEQR---NQMDTTKQKGLRIVTDSGTLSTALRWVSDEEIRKQVYLV
Cucsa.251510|Cucsa.251510.1                 4 NILI---DPGYVDI-FPPLRMPNNLHHLAKPIYRSSE-----------------------------SF---GSRSSKKENGFRLMTDSDSLSSILQFASDDEVRKMAYVK
Glyma04g13088|Glyma04g13088.1             194 NIVM---DPGTVDI-YPSSRIPKNLHYLVKPIYCSKS------------------------LITKDLS---GSGDTLKEKGFRITTNPQTLTSVLQFSSDDEVRKMVYIR
Medtr3g009160|Medtr3g009160.1             207 NIVT---DPGTVDI-YPASRIPKNLHHLFKPIYKSEP------------------------LITKDIS---ESKDTVKEKGFRITTDPRTLDSVLQLSSDDEIRKMVYIQ
Bra029169|Bra029169                       184 NIAD---DPGHVDI-FPVSRVPRHLHHLLTPVYGGSP------------------------RGYKGSA------HASKHRGFRIPTDQRTLSSILQWTSDEEVRKMVYVE
Carubv10025983m.g|Carubv10025983m         187 NIAD---DPGHVDI-FPASRIPRHVHHLVNPIYRSTE------------------------RGPRGST---RAMFKSKQKGFRINTDQRTLSSILQWTSDEEVRKMVYIK
AT5G51540                                 187 NIAD---DPGHVDI-FPGSRIPRHLHHLLNPTYRSTS------------------------GGSRGST---RSAHKSKQKGFRINTDPRTVSSILQWTSDEEVRKMVYIQ
Eucgr.K00152|Eucgr.K00152.1                 1 -MAV---DMGSVDV-FPATCIPKHLHRICKPIYRSTS------------------------GMSMGST---KSTSNMQEKGSRIITDPASLSSVLQWVADEEVRKMAYIE
30147.t000467|30147.m014196               184 NISI---DPGHVDI-YPASRIPKHIHHLLTPIHRFTS------------------------GASGGSR---GPWNNTKEKGFQITTDPRTLVSVLQWASDDEVRKIAYIK
Potri.015G129300|Potri.015G129300.1       202 NITI---DPGYVDI-FPASRIPKHIHHLLKPVHRFTS------------------------GSSSGSL---GSWNNMKEKGLRITTDHRTLVSVMHWVSDEEVRKMAYIQ
416778|416778                             218 NMQL---SQGHVDV-FPASKVPESLHHLMQPIRSHSK---------------------------SWK-------SKSEDTGLRISTDAGVVSSVLKWVPDAEIRKEVYIC
Phpat.016G041000|Phpat.016G041000.1       123 NMMR---DQGQLDI-FPASVIPKSIQHMMKPIWMEKD------------------------GRVGWSRRSKFVAADDSNMGLRVVTEPAVLSSVLKYVADSEVRRRVYMV
gi|71999758                               245 GVMSTNDQQTFVVT------DQKVIKDAPPHVLQKLAVD----------------------------------EQNWESGPWRGRMTPHTIYPFMQYCGDRQLRATAWEK
gi|85107353                               193 HHASDKG---CNWF------TPAELDGMDNDIIDQL--------------------------------AKGT---GENEGRLKVTFDPSHYDIFLRDVKNSEARKRMWTA
YCL057W                                   198 NLGEQKE---YITF------TKEQLEGVPDSILTQF--------------------------------ETIKSDKDSNETLYKVTFKYPDIFPVMKLASSAQTRKQA-FL
gi|66801567                               167 NIADDKT---KLSF------SMEQLNGIPKETIESF--------------------------------EKDE----SKPGNYFISLKYPDVIPTMKYCTVAETRKAVEFA
CMS446C|CMS446CT                          397 NLNEENT---RLWF------SAEELAGMSPTFLEGL--------------------------------RSRPNPAKPEELEFEVTLKYPHYFPIMKHCSVEETRRILEKL
gi|4507491                                181 NLNEDTT---FLPF------TLQELGGLPEDFLNSL--------------------------------EK------MEDGKLKVTLKYPHYFPLLKKCHVPETRRKVEEA
gi|14149738|ref|NP_065777                 205 NLNEDDT---FLVF------SKAELGALPDDFIDSL--------------------------------EK------TDDDKYKITLKYPHYFPVMKKCCIPETRRRMEMA
LOC_Os01g67590|LOC_Os01g67590.1           202 SLNDSTK---FLLL------NEEDLAGMPLEFLKEL--------------------------------EN-------TNGKWKVLLTSYHVTPILEHCKVGSTRKLIAVA
Bra004244|Bra004244                       215 NLNEDSS---CLFF------TEAELGGLPLEFLQSL--------------------------------DK------TQNKEFKLTLESNHVAAILELCKIAKTRKTVAMA
Bra004078|Bra004078                       216 NLNEDSS---CLFF------TEAELAGLPVEFLQSL--------------------------------DK------TQSKEFKLTLESSHVAAILELCKIAKTRKTVAMA
Carubv10019853m.g|Carubv10019853m         265 NLNEDSS---CLFF------TEDELAGLPLEFLQSL--------------------------------EQ------THNKEFKLTLESRHVAAILELCKIAKTRKTVAMA
AT1G67690                                 216 NLNEDSS---CLFF------TEDELAGLPLEFLQNL--------------------------------EK------TQNKEFKLTLESRHVAAILELCKIAKTRKTVAMA
Eucgr.B03454|Eucgr.B03454.1               212 NLNDDCS---YLLF------SESELHGLPPEFLKNL--------------------------------DK------AQNDKYKVSLRSQNVAAVLELCKVGATRRTVATE
Medtr3g086000|Medtr3g086000.1             214 NLNDASA---FLPF------NESELAGLPPEFLKGL--------------------------------DK------SENGQLKISLRSHHVTAVLEFCKVGTTRRMVSRA
Glyma11g37410|Glyma11g37410.2             173 NLNDDSR---FILF------TKAELAGLPPEFLKGL--------------------------------DK------SDNGKFKISLRSHHVAAVLEFCKVGTTRQVVSGA
Glyma18g01380|Glyma18g01380.1             214 NLNDDSK---FLLF------TEAELAGLPPEFLKGL--------------------------------DK------SENGKFKISLRSHLVAAVLEFCKVGTTRRMVSRA
Cucsa.394790|Cucsa.394790.1               210 NLNDDGT---FIPF------SEAELDGLPKEFFESL--------------------------------DK------TENGKFKVVMRSHHTAVVLEHCKVGTTRRMVAMA
GSVIVG01010319001|GSVIVT01010319001       192 NMSDEST---FLLF------SETELAGLPPEFLQSL--------------------------------DK------AENGKFKVYLRSRHVIPVLELCKIGMTRKTVAVA
29929.t000212|29929.m004709               215 NLNDDST---FILF------SEAELAGLPPEYLKNL--------------------------------DK------AENGKYKVTMKSHHVVALLELCKVGTTRRTIAMA
Potri.010G054500|Potri.010G054500.1       213 NLNDDSS---CLLF------SEAELVGLPPEYLKSL--------------------------------DK------AGNDKYKITLRSHNVLALLEFCQVGTTRRMVAAA
164651|164651                             103 NLAQLNE---VLLF------NEDELAGLPITFVKNL--------------------------------EK------GKHGKLKLPLDARYYFPVMQNCKVGSTRKALAVA
Phpat.018G066900|Phpat.018G066900.1       373 NMNEENR---RLYF------TDSELAGLPADFIKEL--------------------------------NR------DSEDKLEVTLKYPHYFPIMEKCKIGSTRKAMATA
Phpat.019G060600|Phpat.019G060600.1       195 NMNEENR---RLSF------SESELAGLPADFIKEL--------------------------------TR------DSDGKLEVNLKYPHYFPIMERCQVGSTRKAVAIA
Esi0023_0135                              182 NVLDATKAFSLTLT------DKADVDGLPASALGLAAQSAKLMGDMKAWTETLELKLLSVKAELEHSKAAGEEGATPEEGPWRLTLDMPSYLPCMQHLKNREVREKVYRA
85692|85692                               135 NILDSIRKYGKLVT------SVEEVEGLPATSLALAAKAAA---------------------------SEGYEVASPELGPWLFKIDKSSYFRVMKHLKNRKAREELYLA
97633|97633                                60 -----RKLFGKLVT------DISVLEGLPETALSLAAQAAV---------------------------SNGYEGANAKSGPWLITLDSSMYSAVMKFARNRDLREEVYRA
119899|119899                             175 NVLDSTKLFGKLVT------DISVLEGLPETALALAAQAAV---------------------------SNGYEGANAKSGPWLITLDSSMYSAVMRFARNRDLREEVYRA
97030|97030                               120 -----RKLFGKLVT------DISVLEGLPETALALAAQAAV---------------------------SNGYEGANAKSGPWLITLDSSMYSGVMRFARNRDLREEVYRA
Cre13.g572900|Cre13.g572900.t2.1          254 NVLDATKAYKKLLT------QPEEVAGLPATSLGLAAQTAA---------------------------REGHAGATAESGPWLITLDFPSYFPVMTHAKNRELREEVYRA
Vocar20008539m.g|Vocar20008539m           242 NVLDATKSFKKLLT------DPADVAGLPATSLGLAAQQAA---------------------------REGHEGATPENGPWLITLDFPSYFPVMTHAKNRALREELYRA
439159                                    176 HVLDSTKKYQKLVV------DKADIEGLPPTALGLAAQTAC---------------------------SKGHEGANAENGPWMFTLDLPSYMPVMKFAKNRALREEMYRE
Eucgr.L02517|Eucgr.L02517.1               261 NVLDATKKFEKKIT------DKKDIEGLPAIALGLAAQTAV---------------------------SKGHENATPEDGPWVITLDAPSFMSVMQHARNRALREEIYRA
GSVIVG01031425001|GSVIVT01031425001       171 NILDSTKQFEKLIT------DKKDIEGLPATALAMAAEMAL---------------------------SKGHKDATAENGPWVLTLDAPSYRSVMQHARNRSLREEVYRS
GRMZM2G133919|GRMZM2G133919_T01           253 NVLDATKKFEKLIT------DKKEIEGLPATALGLAAQTAV---------------------------SKGHENATAENGPWVITLDAPSYIPVMQHARNRELREEVYRA
LOC_Os02g58340|LOC_Os02g58340.1           243 NVLDATKKFEKLIT------DKNEIDGLPATALGLAAQTAA---------------------------SKGHENASAENGPWIITLDAPSYIAVMQHARNRALREEVYRA
PGSC0003DMG400030613|PGSC0003DMT40007866  285 NVLDSTKKFEKLIT------DKKDIEGLPATSLGLAAQTAV---------------------------SKGHENATAEDGPWIITLDAPSYMSVMQHAKNRTLREEVYRA
Carubv10000350m.g|Carubv10000350m         175 NVLDATKKFEKLIS------DKNEIEGLPPSALGLFAQAAV---------------------------SKGHENATADTGPWLITLDAPSYLPVMQHAKNRSLREEVYRA
Bra006067|Bra006067                       169 NVLDATKKFEKLIT------DKKEIEGLPPSALGLFAQAAV---------------------------SKGHENATADAGPWLITLDAPSYLPVMQHATNRALREEVYRA
Bra028579|Bra028579                       175 NVLDATKKFEKLIT------DKKEIEGLPPSALGLFAQAAV---------------------------SKGNENATADTGPWLITLDAPSYLPVMQHAKNRALREEVYRA
Carubv10025914m.g|Carubv10025914m         282 NVLDATKKFEKLIT------DKKEIDGLPPSALGLFAQAAV---------------------------SKGHEHATAETGPWIITLDAPSYLPVMQHAKNRALREELYRA
AT5G65620                                 263 NVLDATKKFEKLIT------DKKEIEGLPPSALGLFAQAAV---------------------------SKGHENATAENGPWIITLDAPSYLPVMQHAKNRALREEVYRA
Bra024401|Bra024401                       183 NVLDATKKFEKLIT------DKKEMDGLPPSALGLFAQAAV---------------------------SKGHENATAENGPWVITLDAPSYLPVMQHAKNRALREELYRA
Medtr5g030940|Medtr5g030940.1             262 NVLDATKKFEKLIT------DKKEIEGLPATALGLAAQSAV---------------------------SKGHENATAENGPWVITLDAPSYIAVMQHARNRSLREEVYRA
Glyma01g02480|Glyma01g02480.1             260 NVLDATKKFEKLIT------DKTEIEGLPATALGLAAQSAV---------------------------SKGHENATAENGPWIITLDAPSFIAVMQHARNRSLREEIYRA
Glyma09g33490|Glyma09g33490.1             260 NVLDATKKFEKLIT------DKKEIEGLPATALGLAAQSAV---------------------------SKGHENATAENGPWIITLDAPSFIAVMQHARNRSLREEIYRA
Cucsa.273340|Cucsa.273340.1               270 NVLDATKKFEKLIV------DKHEVDGLPATALGMAAQTAV---------------------------SKGHENATAENGPWIITLDAPCYLSVMQHAKNRSLRKEVYYA
GSVIVG01003850001|GSVIVT01003850001       177 NVLDATKNFGKLIT------DKKDIEGLPATALGLAAQTAV---------------------------SKGHKDATAENGPWIITLDGPSFLSVMQHAQNRSLRKEVYYA
Eucgr.I00597|Eucgr.I00597.1               174 NVFDATKKFEKLIT------DKKDIEGLPATALGLAAQTAV---------------------------LKGHENATPEHGPWVITLDAPSFTSIMQHARNRALREEIYRA
Eucgr.I00594|Eucgr.I00594.1               163 ----------------------------------------------------------------------GHENATPEDGPWVITLDAPSFMSVMQHARNRALREEIYRA
28333.t000012|28333.m000566               252 NVLDATKKFEKLIT------DKKEIEGLPATALALAAQTAV---------------------------SKGHKDATAENGPWMITLDAPSYMAVMQHARNRDLREEIYRA
Potri.007G004600|Potri.007G004600.1       174 NVLDATKKFEKLIT------DKKHIEGLPATSLGLAAQTAV---------------------------SKGHADATAENGPWIITLDTPSFMSVMQHAKNRGLREEIYRA
Potri.014G004600|Potri.014G004600.1       267 NVLDATKKFEKIIT------DKKDIEGLPATSLGLAAQTAV---------------------------SKGHTDASAENGPWIITLDAPSFMSVMQHARNRGLREEIYRA
Potri.014G010100|Potri.014G010100.1       292 NVLDATKKFEKIIT------DKKDIEGLPATSLGLAAQTAV---------------------------SKGHTDASAENGPWIITLDAPSFMSVMQHARNRGLREEIYRA
28658.t000001|28658.m000032               201 NVLEEANASALVVD------TREELAGMSDKAIDAAAAAAK---------------------------------AKGMDGKFLIPVVNTTGQASLAVLTNRAVREKLMAL
30484.t000001|30484.m000014                77 NVLADEKSWALLLS------EEADLAGLPDYLREAMAAAAR---------------------------------ERGEEGKYAVTLSRSIIEPFLTSSERRDLREQAFHA



gi|85111610                               312 SR--TASR---------RTVHTLEELMLLRGESAKLSGFESYGHLVLHDRMMASTPESVRQFLQALSENTRPQAQQEVADLTAAK----------RAHKGGDATLEPWDK
YKL134C                                   304 LH--SCSD---------KQVKRLSHLIKLRAILANLMHKTSYAEYQLEGK-MAKNPKDVQDFILTLMNNTIEKTANELKFIAELKAKDLKKPLT-TNTDEILKLVRPWDR
Cre02.g073400|Cre02.g073400.t1.3          127 AG--RSPA---------CNRELLDRMVAVRAEMAQLQGYPSYAALRTRGNSLAGTPAAVVGFLTGLAADVRPLAEQELQALAQLKAFDSRNIA--TSPPSAPVSLAAWDV
Vocar20013694m.g|Vocar20013694m           198 AG--SSPP---------CNERLLEEMIAVRREMAQMQGYPSYAALRMAAGSIARTPAAVVTFLEQLAAEVRPMAERELQTLMHLKAFDMRNSR----HPSASTGISAWDV
gi|32565901                               231 FY--RHDD---------IQESYLQHLISSRHQLSQLTGFESFAHR-AQRNSLLENYDTVRSFLWGVVEKCRGAFEKELAVLIDVSAQCSQQDN--NNGNNEISTIAEHDL
CMS132C|CMS132CT                          171 GS--ANVN---------IAWNSLTALLNKRSELAQVLSYPSYAHF-VALDKLLRHPHGVVSFLNSVSSMLNEVRRKRQHDSLSLQRSRCS--------------------
gi|268637658                              270 QSISNCYD---------SVLNHLVQLISKRYQLAKTLGCENYSFY-ELKNKLLKTPT------QDLSKEYKEKSDEELNKLIEIKKRMEPNN-------PNNDKIFSFDL
Esi0033_0093                              371 GN--SVAA---------ENVQVLERLMAVRHKLALRVGFDSHAHR-MASEKMAENPEEIARFLEALSAGIRDKAEQEASMLRQAKMEVEG-----------SSELYAWDI
tr|M1C3Y6|M1C3Y6_SOLTU                    268 GN--SVPH---------ANLEVLDKLIATRHEFAQLMGHKSYAEF-ALHSTMAASPEVVMSFLLEMSKVVRPKADQEFEAIQNFKRENSG---------DPNGELDPWDE
GSVIVG01018572001|GSVIVT01018572001       341 GN--SVPH---------ANLAVLDKLIAARHEIAQIMGYKSYAEF-AVRPNMASSPEVVMSFLFEMSKMIRPKADEEFKAIRDFKKARTG---------QICEDLEPWDE
GRMZM2G450659|GRMZM2G450659_T01            10 GN--SEPR---------ENIGVLNELIHARDELAKIMGCKSYAEF-AIRPNMAASADVVMSFLENLSNTVKHKAEEEFKTIHNFKRRTCN---------EKSADLEPWDE
LOC_Os06g47210|LOC_Os06g47210.1           268 GN--SEPR---------ENITVLGKLINARDELAKTMGCKSYGDF-AIRPNMAASVDVVMSFLKDLSGVVRHKAGEEFKRIQDFKRNVCN---------EKSAKLEPWDE
Cucsa.251510|Cucsa.251510.1                78 GN--SSPR---------ANLGVLDKLIATRHSLAQILGYRSFAEF-AVTPNLASSPAVVMSFLQELSKVVRSRADEEFNQIREFKLKKCI---------NKFEDLEPWDE
Glyma04g13088|Glyma04g13088.1             273 GN--SVPH---------ANVDVLKRLISARHELAQIMGSRSYAEF-SVKPNMAVSPKVVTSFLLEMSKMVQAKSIEERKLVMKFKREKCG---------RSDGDLRPWDE
Medtr3g009160|Medtr3g009160.1             286 AN--SVPH---------ANVDVLKRLISARHEQAQILGCGSYAEL-AVKSNMASSPKVVMSFLHEMSKMVQAKSTEELNLLTKFKREKCG---------QNNGDLRPWDE
Bra029169|Bra029169                       260 GN--SVPH---------ANHGVLEKLIASRHELAQMMGCNSYADF-MVEPNLAKSPKVVTSFLQELSRTVKPKADQEFIAIRDFKREKCG---------DKSAELEPWDE
Carubv10025983m.g|Carubv10025983m         266 GN--SVPH---------SNHGVLEKLIAARHELAQIMGCNSYADF-MVEPNLAKSPKVVTSFLQELSKTVRSKADEEYIAIRNFKREKCG---------NKSAELEPWDE
AT5G51540                                 266 GN--SVPH---------ANHGVLEKLIAARHELSQMMGCNSYADI-MVEPNLAKSPKVVTSFLQELSKTVKPKADEEFIAIRDFKREKCG---------NPSAELEPWDE
Eucgr.K00152|Eucgr.K00152.1                79 GN--SVPV---------ANLGVLDKLIAARHELAQITGYASYAEF-ALKQNMASSPDVVMSFLLEMSEMVRDKADKEFNAIQNFKRQKSG----------QCVDLEPWDE
30147.t000467|30147.m014196               263 GN--SVPH---------ANIKVLDKLIAARHELAQIMGYKSYAEF-MVKPNLASSPKVVTSFLNEMSQLVRPKADKEFEAIRNFKKQKCG---------KKCIDLEPWDE
Potri.015G129300|Potri.015G129300.1       281 GN--SVPH---------ANLEVLDKLAAARHELAQMMGYRSYAEF-VVKPNLASSPEVVISFLHEMSKMVRPRADEEFEAIRNFKREKCG---------QRCIDLEPWDE
416778|416778                             290 SH--STAK---------NNLLVLDKLIESRHELAQLIGFNSYAEF-ATAPTMAGSSEVVQSFLHDLLSQTQSKANEELKMLESFA---------------RSSSIEPWDE
Phpat.016G041000|Phpat.016G041000.1       205 GH--CVPK---------ANLRVLDHLIGARHELAQLLGYNSYAEF-ATAPTMAESPNAVVSFLEDISIRIRGKADEEMKTLAEFSKQVDTS--------CSSTSINAWDE
gi|71999758                               315 WTSKAGF-----DHDFYNNSINIEELRHNNEGLAKTLGYSSVAEH-RLANKMAASPETVRGFINALQRRIRPVVIDRMESWSAWAGRCELI----------TGELQAYDM
gi|85107353                               259 MENKC-P----------ENVPLFKEAMLLRDEAARLLGYPDHATL-RIESRMAKTPRAVNNLLNDLRTRLAPLATKELNQLLQTKKKDCET-----RNLPFDGSFYHWDW
YCL057W                                   266 ADQNKVP----------ENEAILLDTLKLRDELASLLGYDTYANY-NLYDKMAEDSTTVMNFLNDLKDKLIPLGRKELQVLQDMKAEDVKK-----LNQGADPNYYIWDH
gi|66801567                               232 NGSKCIK----------ENTPILEETCKLRFEAAQLLGFKDWASY-KSNYLMVKSNDNIQSFEERMRKLLTPHAVTEYDRLKQLKKKIYLEKGG--NPETYDDHYYSYDN
CMS446C|CMS446CT                          466 FHSRCVP----------ENVFLLEETVRLRDEAAKLLGYPSHAAF-VLEMRMANSPENVEAFLHRLSKRLDKAAHAELSELRRLKRKDNLERYGVLLGLEPDNEIRMWDL
gi|4507491                                244 FNCRCKE----------ENCAILKELVTLRAQKSRLLGFHTHADY-VLEMNMAKTSQTVATFLDELAQKLKPLGEQERAVILELKRAECER-----RGLPFDGRIRAWDM
gi|14149738|ref|NP_065777                 268 FNTRCKE----------ENTIILQQLLPLRTKVAKLLGYSTHADF-VLEMNTAKSTSRVTAFLDDLSQKLKPLGEAEREFILNLKKKECKD-----RGFEYDGKINAWDL
LOC_Os01g67590|LOC_Os01g67590.1           264 YGQKGGK----------ENIAILEKLVQLRHRLARLLGYPNYADY-AIEPRMPRTSRKVLEFLEEMSEQLNGLANRELSVLKDLKMEEEGD-----AQF------SVEDL
Bra004244|Bra004244                       278 YGKRCGD----------ANIPVLQKLVQSRHRLARLLGYAHFADY-ALDHRMSKTSTRVIRFLEDISSNLTDLASRELSFLKDLKRKEEGE-----LPF------SVEDL
Bra004078|Bra004078                       279 YGKRCGD----------ANIPVLQKLVQSRHRLARLLGYAHFADY-ALDHRMSKTSTTVIRFLEGISSSLTDLAIREFSILKDLKRKEEGE-----LPF------GVEDL
Carubv10019853m.g|Carubv10019853m         328 YGKRCGD----------ANIPVLQRLVQSRHRLARVLGYAHFADY-ALDRRMSKTSMRVIRFLEDISSSLTDLAIREFSILKDLKRKEEGE-----IPF------GIEDL
AT1G67690                                 279 YGKRCGD----------TNIPVLQRLVQSRHRLACVCGYAHFADY-ALDRRMSKTSMRVIRFLEDISSSLTDLAIREFSILEDLKRKEEGE-----IPF------GVEDL
Eucgr.B03454|Eucgr.B03454.1               275 YGKRCGE----------INLSILENLVQLRHKLAKILGYSNYAEY-ALDCRMARKPIKVFEFLEDISASLTNMADRELSVLKDLKRKEEGD-----VPF------GIEDL
Medtr3g086000|Medtr3g086000.1             277 YGNRCGE----------ANLSILESLVQQRHKYARLLGYSCYAEY-AVDVRMAKTPTKVFEFLNDISVRVTDMATKELDVLKDLKKKEEGE-----FPF------GIEDL
Glyma11g37410|Glyma11g37410.2             236 YGNRCGE----------INVSILERLVQQRHKYARLLGYSCYAEY-VIDVRMAKTPKKVFEFLKDISTSLTGLALKELNILKDVKKKEEGE-----FPF------GIEDL
Glyma18g01380|Glyma18g01380.1             277 YGNQCGE----------INVFILESLVQQRHKYARLLGYSCYAEY-AIDVRMAKTPKKVFEFLKDISTSLTDLAMKELNILKDLKKKEEGE-----FPF------GIEDL
Cucsa.394790|Cucsa.394790.1               273 YGKRCGE----------VNLSILENLVHLRHKFARLQGYSNYADY-AVHYRMARSSAKVFEFLENISDSITDLAAKELASLKNLKKQEEGE-----SPF------GIEDL
GSVIVG01010319001|GSVIVT01010319001       255 YGKRGGE----------ANPSVLKSLIQLRHKLARLLSYSNYADY-AVAPRMAKSSSKVFEFLEDISASVNELAARELDMLKDLKRKEEGE-----FPF------GNEDL
29929.t000212|29929.m004709               278 YGKRCGE----------VNLSILERLVELRHKYARLFGYSNYADY-AVDLRMAKTSSKVFEFLEDISASLTEMATRELTVLRDLKKKEEGE-----LPF------GIEDL
Potri.010G054500|Potri.010G054500.1       276 YGKRCGE----------V---------ELRHKYARLFGFSNYADY-AVDLRMAKTSTKVFEFLEDISASLTDLATRELALLKDLKKKEEGE-----LPF------GMEDL
164651|164651                             166 YDKRCIA----------ENLPIFHNVVKLRHRLARLLGYPNHVEY-VTSSRMAKSFTNVKNFLLSLSAKMSSVAAAELNKLRALKKAEEGG-----EEF------GMEDL
Phpat.018G066900|Phpat.018G066900.1       436 YDQRCMD----------QNVTILEKVIEMRSAMAQLLGHKNHAEY-AIATRMAKSPVTVKSFLEDTSNKISPLAKKELAKLEAMKRQEEGD-----EPF------GLYDM
Phpat.019G060600|Phpat.019G060600.1       258 YDQRCMD----------ENVTILEKVVAMRNAMAQLLGYRNHAEY-AIAIRMAKSPLKVKTFLENISSKMSPLAKKELAKLQAMKREEEGD-----EPF------GFHDL
Esi0023_0135                              286 FTTRASSVSVGEDGKSLDNEPHIARVLELKKTMASLLGYGSYAEV-SLASKMADSVEAVDDLTAMLREKSYPAAERELEELRAYAKEKGND-----------EELTLWDV
85692|85692                               212 YRNKASTG-------EFNNTPVLTRILELRNLKAKLLGYKNYAEVISMLLKMAT-LDKANELLESLRSGAWDGALRELEALKALAASNGE-----------NYELMPWDL
97633|97633                               132 DITVASGE-------SFDNFPVITRILELRQQKAELLGYENH----SMLQKMAT-LDSCHALLEKLHSCSRDAAIRDMRELEEFVRSENSE---------EDENLFHWDI
119899|119899                             252 DVTVASGE-------SFDNFPVITRILELRQQKAELLGYENHAQV-SMLQKMAT-LDSCHALLEKLHSCSRDAAIRDMRELEEFVRSENSE---------EDENLFHWDI
97030|97030                               192 DITVASGE-------SFDNFPVITRILELRQQKAELLGCENHAQV-SMLQKMAT-LDSCHALLEKLHSCSRAAAIRDMRELEEFVRSENSE---------EDENLFHWDI
Cre13.g572900|Cre13.g572900.t2.1          331 YITRASSG-------DADNGPLIEKILTLRGEKARLLGFSSFADL-SMASKMAD-LSRAEALLEELRAASYGAALADRDEVQAYAASQGFQ-----------GELEWWDI
Vocar20008539m.g|Vocar20008539m           319 YISRASSG-------DSDNGPIIERILELRAEKARLLGYDNFAEL-SMASKMAS-LDKAESLLEELRSASHAAAEKDKQEVQEFATSQGFE-----------GQLEWWDV
439159                                    253 FITVASEG-------DLDNTPVINKILELRLEKAKLLGYKNFAEV-SMAMKMAT-TETANELLEKLRLSSWDGALKDFEELKSFSKSKNAP---------EADDLSHWDL
Eucgr.L02517|Eucgr.L02517.1               338 YVTRASSG-------DIDNTLIIDQILKLRLEKAKLLGYNNYAEV-SMAMKMAT-VDKAEELLEKLR-------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       248 YVARASSG-------DHNNTPIIARILKLKLEKAKLLGYNNYAEV-SMEMKMAT-INKAEELIEDLRSASWNAAIQDMEDLENLAKAQDAI---------EANDLKQWDI
GRMZM2G133919|GRMZM2G133919_T01           330 YLTRASSS-------ELDNTNIICQILKLRLEKAKLLGYKNYAEV-SMAQKMAT-VERVEELLEKLRAASWDHAVKDMEDLKVFAKDSGSP---------EANDLTHWDL
LOC_Os02g58340|LOC_Os02g58340.1           320 YLTRASSG-------DLDNTNIISQILKLRLEKAKLLGYKNYAEV-SMAQKMAT-VDRVEELLEKLRAASWDHAVKDMEDLKAFAKESASP---------EANDLAHWDL
PGSC0003DMG400030613|PGSC0003DMT40007866  362 YINRASSG-------DLDNTEIINQILKLRLEKAKLLGYNNYAEV-SMALKMAT-VEKAEELLEKLRSASWDPAVKDLEDLKDFCKSQGSP---------EADDLNHWDI
Carubv10000350m.g|Carubv10000350m         252 YLSRASSG-------DLDNTAIIDQILKLRLEKAKLLGYRNYAEV-SMATKMAT-VEKADELLEKLRSASWDPAVQDIEDLKSFAKNQGAA---------EADSLTHWDI
Bra006067|Bra006067                       246 YLSRASSG-------ELDNTAIIDQILKLRLEKAKLLGYNNYAEV-SMATKMAT-VETADELLEKLRSASWAPAVQDIEDLKSFAKDQGAA---------EADSLTHWDI
Bra028579|Bra028579                       252 YLSRASSG-------DLDNTAIIDQILKLRLEKAKLLGYSNYAEV-SMATKMAT-VEKADELLEKLRSASWAPAVQDIEDLKSFAKNQGAA---------EADSLTHWDV
Carubv10025914m.g|Carubv10025914m         359 YLTRASSG-------DLDNTAIIDQILKLRLEKAKLLGYNNYAEV-SMAMKMAT-VDKAAELLEKLRSASWDAAVKDMEDLKSFAKNQGAA---------ESDSLTHWDT
AT5G65620                                 340 YLSRASSG-------DLDNTAIIDQILKLRLEKAKLLGYNNYAEV-SMAMKMAT-VEKAAELLEKLRSASWDAAVQDMEDLKSFAKNQGAA---------ESDSMTHWDT
Bra024401|Bra024401                       260 YLTRASSG-------DLDNTAIIDQILKLRLEKAKLLGYNNYAEV-SMTMKMAT-VEKASELLEKLRSASWGPAVQDMEDLKSFAESQGAE---------ESDSLTHWDT
Medtr5g030940|Medtr5g030940.1             339 YLTRASSG-------DLDNTKLIEQILKLRLEKAKLLNYNNYAEV-SMATKMAT-VDKAEELLEKLRKASWDAAVQDMEDLKKFSKDQGAL---------EADDLTHWDV
Glyma01g02480|Glyma01g02480.1             337 YVSRASSG-------DLDNTGIIDQILKLRLEKAKLLNYNNYAEV-SMATKMAT-VDKAEELLEKLRRSSWDAAVQDIEDLKEFSKSQGAL---------EAGDLTHWDI
Glyma09g33490|Glyma09g33490.1             337 YVTRASSG-------DLDNTGIIDQILKLRLEKAKLLNYNNYAEV-SMATKMAT-VDKAEELLEKLRRASWDPAVQDIEDLKEFSKSQGAL---------EAGDLTHWDI
Cucsa.273340|Cucsa.273340.1               347 YITRASSG-------EMDNTPIIDQILKLRLEKAKILNFNNYAEV-SMETKMAT-VEKAEELLEKLRSASWNAAVQDVEDLQDFAKKQGAP---------EANDLNHWDM
GSVIVG01003850001|GSVIVT01003850001       254 YVTRASSG-------DLDNTEIIGQILKLRLEKAKLLGYSNYAEV-SMATKMAT-VDKAEELLEKLRSASWDAAVQDTEDLKNFSKSQGAV---------EADDLSHWDL
Eucgr.I00597|Eucgr.I00597.1               251 HVTRASSG-------DTNNTLIIDQILKLRMEKAKILGYNNYGEV-SMAMKMAT-LDKAEELLQKLRSASWDAAVQDMEDLKRFAKSQGAK---------EYDDLRHWDI
Eucgr.I00594|Eucgr.I00594.1               203 YVTRASSG-------DIDNTLIIDQILKLRLEKAKLLGYNNYAEV-SMAMKMAT-VDKAEELLEKLRSASWDAAVQDMEDLKHFAKSQGAQ---------ESDDLSHWDI
28333.t000012|28333.m000566               329 YVTRASSG-------DLDNTPIIDQILKLRLEKAKLLNYNNYAEV-SMATKMAT-VEKAEELLEKLRTASWDAAVQDMEDLKIFSKNQGAV---------EANDLTHWDT
Potri.007G004600|Potri.007G004600.1       251 HVTRASSG-------DLNNTAIIDEILKLRLEKAKLLNYNNFAEV-SMATKMAT-VEKAEELLEELRIASWDAAAQDMEDLKIFSKNQGAM---------EANDLTHWDT
Potri.014G004600|Potri.014G004600.1       344 YVTRASSG-------DLNNTAIIDEILKLRLEKAKLLGYNNYTEV-SMATKMAT-VEKAEELLEKLRAASWNAAVQDMEDLKIFSKNQGAM---------EANDLTHWDT
Potri.014G010100|Potri.014G010100.1       369 YVTRASSG-------DLNNTAIIDEILKLRLEKAKLLGYNNYTEV-SMATKMAT-VEKAEELLEKLRAASWNAAVQDMEDLKIFSKNQGAM---------EANDLTHWDT
28658.t000001|28658.m000032               272 SLARGSHG------GKYDNTQVVLSLAKLRAEKAALLGYPSFAAY-ALEDQTAHDPDAVNKMLSEFARPAVANAKKEGAEIQQVIDKEKG-----------GFQLAAQDW
30484.t000001|30484.m000014               148 WVARGANG------GKTDNREIIRETLALRAEKAKLLGYANFAEL-KLDNTMAKTPDAVNDLLMTVWAKAATRAAEEERDIAALIAEEGR-----------NHEVMPWDW



gi|85111610                               401 DFYAESIRQAI-KS-RQKRED----LSSYFSLGTVMQ-GLSRIFTRLYGIRFVPREP-----------MPGETWHP----DVRRLDVVSDV----EGHVAVLYCDLFY--
YKL134C                                   401 DYYTGKYFQLN-PSNSPNAKE----ISYYFTLGNVIQ-GLSDLFQQIYGIRLEPAIT-----------DEGETWSP----DVRRLNVISEE----EGIIGIIYCDLFE--
Cre02.g073400|Cre02.g073400.t1.3          224 EYYASRARQAL---VTSPPGA----LLRYTALPSVLA-GVRTLLRAVFRIELVLGPA-----------AAGEGWAA----GVLRAEAHHPD----LGPLGTVYLDLGE--
Vocar20013694m.g|Vocar20013694m           293 EYYAARARQRI---ITSSSSA----VLRYTAVPSVLA-GVQHLLRRVFRMELRVSPA-----------APGEGWAP----GVLRCDAEHAD----LGPLGTVYLDLADRC
gi|32565901                               327 GFLMHLYRESAYDIAQ-VSQQ----SSPFFTFNSIWN-GFSTLTQRLYGVRLIEEPL-----------ISGEMWNS---SGVMKLQAVDEQ----NNELGVIYVDVSI--
CMS132C|CMS132CT                          249 ----------------SLARR----LQPYLGVDSVLE-VLSGLLCELFGIRIYRLRQ---------NQVRGVIWHP----SVEHAMLVD-A--RNGNFVGEVFFDLFA--
gi|268637658                              357 PFYKNQMSKEFYKSHSLDKEE----LSQYFTLENVLN-GLNIIVNKLFNSQLKIVPM-----------NNGESWDK----SVIKFNLLRND--ENKTILGIMYLDPWE--
Esi0033_0093                              458 SYYMGYVKSRE---CNLDGRS----LSEYFTLGGCLE-GLRMVCRGLFSISLEQVPI-----------EPGENWAGRSGGGVRKLVLRHEQ----EGVLGTIYLDLHR--
tr|M1C3Y6|M1C3Y6_SOLTU                    357 AYFTWLMKSAK---YKLDSSV----KS-----------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001       430 AYFTGMMKSSA---YNLDSSV----VASYFPLHQCIE-GLKVLVESLFGATFRSIPL-----------APGESWHP----DVLKMSLHHPE----EGDLGYLYLDLCS--
GRMZM2G450659|GRMZM2G450659_T01            99 DYFIGMMKSSV---YDLDASV----IAKYFPLSQCLK-GLNVLVESLFGATFHQIPM-----------RDGESWHP----DVIKLRLHHPD----EGDLGFMYLDLYS--
LOC_Os06g47210|LOC_Os06g47210.1           357 DYFIGMMKSAV---HNLDVSV----VAAYFPLSQCLK-GLNVLVESLFGATFHQIPM-----------GDGESWHP----DVMKLSLHHPD----EGNLGFMYLDLYS--
Cucsa.251510|Cucsa.251510.1               167 AYYTSMMKSTA---YNLDSSV----IASYFPLSQCIE-GLKTLVKSLFGASFYNIPL-----------APGESWHP----DVLKLSLQHPE----ELSLII---------
Glyma04g13088|Glyma04g13088.1             362 TYYMTMMKSSS---YKLDASV----VGSYFSLSNCIE-GLKVLVQSLFGATFRIIPL-----------APGESWDP----HVLKLSLDHPE----EGDLGYLYLDLYS--
Medtr3g009160|Medtr3g009160.1             375 AYYTTMMKSSV---YKLDSLV----AASYFSLSNCIE-GLKVLVNSLFGVICHRIPL-----------APGESWDP----QVLKLCLHHPE----EGDLGYLYLDLYS--
Bra029169|Bra029169                       349 TYYTSMMKSSV---NDVDTSV----VASYFPLPQCIE-GLKVLVESLFGATFHTVPL-----------APGESWHP----D---------------GDLGYLYLDLYS--
Carubv10025983m.g|Carubv10025983m         355 TYYTSMMKSSV---NDVDTSV----VASYFPLPQCIE-GLKVLVESLFGATFHTIPL-----------APGESWHP----DVLKLSLHHPN----EGDLGYFYLDLYS--
AT5G51540                                 355 TYYTSMMKSSI---NDVDTAV----VASYFPLPQCIE-GLKVLVESLFGATFHTIPL-----------APGESWHP----NVVKLSLHHPD----EGDLGYLYLDLYS--
Eucgr.K00152|Eucgr.K00152.1               167 AYYTAMMKSSM---YDLDSSV----VASYFPLPRCIE-GLKILVQSLFGATFHSVPL-----------APGESWHS----DVLKMALHHPE----EGDLGYLYLDLYA--
30147.t000467|30147.m014196               352 AHYTGMMKSSA---QNLDSSI----VASYFPLAQCIE-GLKVLVNSLFGATFHNVPM-----------APGESWHP----DVLKMAFHHPE----EGDLGYLYLDLYS--
Potri.015G129300|Potri.015G129300.1       370 TYYTAMMKSSA---HNLDSSI----VASYFPLPQCIE-GLKVLVNSLFGAMLHNVPM-----------APGESWHP----DVLKMSLHHPE----EGDLGYLYLDLYS--
416778|416778                             373 AYYTGMYKARA---QNLDSKV----ISSYFPLERCMN-GLKVIVKSLFDASFEQVPV-----------APGEVWHS----DVQKWELRHST----EGCLGHMFLDLYS--
Phpat.016G041000|Phpat.016G041000.1       295 SYYAGLLKART---YDLNAGV----VASYFPVGQCIE-ALRIICQTLFGATFEQVPL-----------APGEAWHP----AVQKMCLRHPS----EGELGHLYLDLYA--
gi|71999758                               409 PYVCRKEAEHH---YDVNPLD----LMNHFPFWPTFQ-NIMGVIGHIFNLEFKDITDK-----------GLEKAHA----DVRIYSVGDK---FSGQHYGRLYIDPYD--
gi|85107353                               352 AFYASQISKQE---HDLDNKK----VAEYFPIDSAIT-GMLRLFGVLFGIVFVRLTAEDLERISPTGVADDVMYHR----DTIMFSVWND-ESEGNDFLGYLYIDAHP--
YCL057W                                   360 RYYDNKYLLEN---FNVDLEK----ISEYFPLEATIT-GMLEIYETLFNLKFIETKDS----------QNKSVWHD----DVKQIAVWNMDDPKSPNFVGWIYFDLHP--
gi|66801567                               329 AFYNNVMLVQD---YQVDNNL----VKEYFPFEVVIK-GIFNCYQELLNVKFTEVP-------------AYQPWHE----EVKMYSCVDT--ADSNKLLGHFYIDLFP--
CMS446C|CMS446CT                          565 RYYMTKYEEQQ---LQIDHTK----IAEYFPLERVLS-NMLDIYQELLGLRFVHLT-------------QGQRWHE----DVRLFEVRDA---QNAALLGYFYLDLHP--
gi|4507491                                338 RYYMNQVEETR---YCVDQNL----LKEYFPVQVVTH-GLLGIYQELLGLAFHHEE-------------GASAWHE----DVRLYTARDA---ASGEVVGKFYLDLYP--
gi|14149738|ref|NP_065777                 362 YYYMTQTEELK---YSIDQEF----LKEYFPIEVVTE-GLLNTYQELLGLSFEQMT-------------DAHVWNK----SVTLYTVKDK---ATGEVLGQFYLDLYP--
LOC_Os01g67590|LOC_Os01g67590.1           352 LYYMKRAEELK---VDLDIGE----IKQFFPVDLVIS-GILKMFQDLFALRFEEMK-------------DAETWHD----TVRLFSVWDA---SSSDLLGYFFLDIFS--
Bra004244|Bra004244                       366 LYYIKRVEELQ---FDLDFGD----IRQYFPVSLVLP-GIFKICQDLFGIKIEEVT-------------EIDVWYY----DVRAFAVFDS---GSGKLLGYFYLDMFS--
Bra004078|Bra004078                       367 LYYIKRVEELQ---FDLDFGD----IRQYFPVSLVLS-GIFKICQDLFGIKIEEVT-------------ETDVWYY----DVQAFAVFDS---GSGKLLGYFYLDMFT--
Carubv10019853m.g|Carubv10019853m         416 LYYIKRVEELQ---FDLDFGD----IRQYFPVSLVLS-GIFKICQDLFGIKFEEVT-------------EVDVWYH----DVRAFAVFDS---GSGKLLGYFYLDMFT--
AT1G67690                                 367 LYYIKRVEELQ---FDLDFGD----IRQYFPVNLVLS-GIFKICQDLFGIKFEEVT-------------EVDVWYH----DIRAFAVFDS---GSGKLLGYFYLDMFT--
Eucgr.B03454|Eucgr.B03454.1               363 LYYIKTFQEQH---FDLDFGA----IKQYFPVKLVLS-GIFKIFQDLFDLRFEEIA-------------DPEVWHC----DVRLFSVIDL---SSGDLLGHFYLDMYR--
Medtr3g086000|Medtr3g086000.1             365 LYYVKRVEEQS---YDLDFGE----IKQYLPIGLVLS-GIFKIVQDLFGLRFEEIA-------------GAEVWHC----DVRVFAVFDL---SSSELLGYCYLDLFS--
Glyma11g37410|Glyma11g37410.2             324 LYYVKRVEEQD---YDLDFGE----IKQYLPISVVLS-GIFKIIQDLFGLRFEEIA-------------RADVWHG----DV----------------------------
Glyma18g01380|Glyma18g01380.1             365 LYYVKRVEEQG---YDLDFGE----IKQYFPISVVLS-GIFKIIQDLFGLRFEKIA-------------GADVWHC----DVCVFSVLDL---GSSELLGYCYFDLFS--
Cucsa.394790|Cucsa.394790.1               361 LYYVKRAEDQE---FNLDFVT----VKQYFPVSLVLS-GIFKIMQDLFGLRFEEVI-------------DAEVWHY----DVKLYSVFDL---NSGELIGYFFLDLYT--
GSVIVG01010319001|GSVIVT01010319001       343 LYYMKRVEEQY---LDLDFGV----LKQYFPINLVLP-GIFKIFQDLFGLRFEEIA-------------DVEVWHS----DVRAFSVFDL---SSSELLGYFYLDIHP--
29929.t000212|29929.m004709               366 LYYVKRVEEKQ---FDVDFGA----LKQYFPVDLVLS-GIFKIVQDLFGLRFQEIK-------------DAEVWHS----DVSVISVFDL---SSAELLGYFYLDLFK--
Potri.010G054500|Potri.010G054500.1       355 LYYVKRVEEAQ---FDLDFGA----LKQYFPVDVVLS-GILKITQDLFGLRFQEVA-------------DAEVWHG----DVSVFSVFDL---SSGELLGYFYLDIYM--
164651|164651                             254 LYYMHRVEELE---FQAITEK----IREYFPVEVVTN-GLFQIYQELFGISFWLIFE------------ERGAWDP----DVRLFAVSDT---DAKKTIGYFYLDIYH--
Phpat.018G066900|Phpat.018G066900.1       524 RYYIRKSEEAD---FNVDYET----VKQYFPLNIVTA-GLLQIYQDLLGLKFKEVS-------------DPDVWHP----EVQKFSVTDE---NTGENMGYFYLDLHP--
Phpat.019G060600|Phpat.019G060600.1       346 RYYIRKAEELE---FKVDYET----VKQYFPLNVVTA-GLLQIYQDLLGLKFKEVV-------------KPTVWHP----EVQQYAVTDT---ETGERMGYFYLDLHP--
Esi0023_0135                              384 AFWSERRKEEL---YAFSEED----LRPYFSLPEVLE-GMFDLAGRLFGVSITPAD----------GEA--EVWNP----DVRFFNIKDT---ASGEHVASFYLDAYS--
85692|85692                               303 PYWMERLREAR---LDMSEEE----FRPFFAFPHVLE-GLFLLAKRLFSIEIDAAD----------NLVATSIWHD----DVRFFRVKDM---DTKETLAYFYIDPYS--
97633|97633                               221 PYWTERFREAK---LDMNDE-----LRPYFSMPNVMD-GLFSLAKRLFGVHIEELE----------ENT--PVWDK----EVKLYKVAEC---ASGENLGYFYLDPFS--
119899|119899                             344 PYWTERFREAK---LDMNDASFPSKAWPYFSMPNVMD-GLFSLAKRLFGVHIEELE----------ENT--PVWDK----EVKLYKVAEC---ASGENLGYFYLDPFS--
97030|97030                               284 PYWTERFREAK---LDMNDEE----LRPYFSMPNVMD-GLFSLAKRLFGVHIEELE----------ENT--PVWDK----EVKLYKVAEC---ASGENLGYFYLDPFS--
Cre13.g572900|Cre13.g572900.t2.1          421 TFWAERLRESK---YNISDEE----LRPYFALPTVLQ-GLWQLANRLFGVEVVPAD----------GEA--PVWHK----DVRFFKVLK-----AGAAKAYFYFDPYS--
Vocar20008539m.g|Vocar20008539m           409 SYWAERLRESK---YNISDEE----LRPYFALPNVLE-GLFKLANRLFDVEVVPAD----------GEA--PVWHP----DVQFFKVLK-----AGQPKAYFYLDPYS--
439159                                    345 TYWSERLREDR---YDVNEEE----LRPYFSLPKVMD-GLFNLAKYLFGVQIEPAD----------GMA--PVWNK----DVSFFQVKDL----AGEPLAFFYFDPYS--
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       340 NFWGERLRELK---YDINEEE----LRPFFSLPKVIN-GLFNLAKMLFEIDVEPAD----------GLA--PVWNN----DVKFYCVKDS----LGIPIAYFYFDPYA--
GRMZM2G133919|GRMZM2G133919_T01           422 TFWSERLRESK---YDINEEE----LRPYFALPKVMD-GLFTLAHKLFGVTVEPAD----------GLA--PIWHS----DVKFYCVKDS----SSSPVAYFYFDPYS--
LOC_Os02g58340|LOC_Os02g58340.1           412 SFWSERLRESK---YDINEED----LRPYFALPKVMD-GLFSLANRLFGVSVEPAD----------GLA--PVWNS----DVKFYCVKDS----SNSPVAYFYFDPYS--
PGSC0003DMG400030613|PGSC0003DMT40007866  454 TFWSERLRESK---YELNEEE----LRPYFSLPRVMD-GLFNLVKMLFDINVEPVD----------GLA--PVWNN----DVRFYRVNDS----SGSPIAYFYFDPYS--
Carubv10000350m.g|Carubv10000350m         344 TFWSERLRESK---YDINEEE----LRPYFSLPKVMD-ALFGLGKTLFGIDVVPAD----------GVA--PVWNS----DVRFYCVKDS----SGNPIAYFYFDPYS--
Bra006067|Bra006067                       338 TFWSERLRESK---YDINEEE----LRPYFSLPKVMA-GLFGLAKTLFGIDVAPAD----------GVA--PVWNS----DVRFYCIKDS----SGNPTAYFYFDPYS--
Bra028579|Bra028579                       344 TFWSERLRESK---YDINEEE----LRPYFSLPKVMD-GLFRLAKTLFGVDVVPAD----------GVA--PVWNS----DVRFYCVKDS----SGNPTAYFYFDPYS--
Carubv10025914m.g|Carubv10025914m         451 TFWSERLRESK---YDINEEE----LRPYFSLPKVMD-GLFSLANTLFGIDIEPAD----------GVA--PVWNS----DVRFYRVKDS----SGNPIAYFYFDPYS--
AT5G65620                                 432 TFWSERLRESK---YDINEEE----LRPYFSLPKVMD-GLFSLAKTLFGIDIEPAD----------GLA--PVWNN----DVRFYRVKDS----SGNPIAYFYFDPYS--
Bra024401|Bra024401                       352 TFWSERLRESK---YDINEEE----LRPYFSLPKVMD-GLFSLAKTLFGVEIEPAD----------GVA--PVWNS----DVRFYRVKDS----SGSPIAYFYFDPYS--
Medtr5g030940|Medtr5g030940.1             431 SFWSERLRESK---YDINEEE----LRPFFSLPNVMD-GLFDLAKTLFGIEIESAD----------GLA--PVWNN----DVKFFCVKDS----SGSPVAYFYFDPYS--
Glyma01g02480|Glyma01g02480.1             429 TYWSERLRESK---YDINEEE----LRPFFSLPKVMD-GLFNLAKSLFGIEIEPAD----------GLA--PVWNN----DVRFFCVKDS----SGSPIAYFYFDPYS--
Glyma09g33490|Glyma09g33490.1             429 TFWSERLRESK---YDINEEE----LRPFFSLPKVMD-GLFNLAKSLFGIEIEPAD----------GLA--PVWNN----DVRFFCVKDS----SGSPIAYFYFDPYS--
Cucsa.273340|Cucsa.273340.1               439 SFWSERLRESK---FDINEEE----LRPFFSLPKVME-GLFILAKTLFDIHIQPAD----------GLA--PVWDK----DVRFYSVNNS----SGSPIAYFYFDPYT--
GSVIVG01003850001|GSVIVT01003850001       346 NFWSERLRESK---YDINEEE----LRPYFSLPKVMG-GLFSLAKMLFGIDIEPAD----------GLA--PVWNN----DVRFYCVKDT----AGSPIAYFYFDPYS--
Eucgr.I00597|Eucgr.I00597.1               343 NFWSERLRESK---YDISEEE----LHPYFSLPNVMK-GLFNLARTLFEIEIEAAD----------GLA--PVWNN----DVRFYRVKES----SGNPVAYFYFDPYS--
Eucgr.I00594|Eucgr.I00594.1               295 KFWSERLRESK---YDINEEE----LRPFFSLPKVTE-GLFNLVRTLFGIEIEAAD----------GLA--PVWNS----DVRFYCVKDS----SGNPIAYFYFDPYS--
28333.t000012|28333.m000566               421 GFWAERLRESR---YDINEEE----LRPYFSLPKVMD-GLFKLAKTLFAIDIESAD----------GLA--PVWNN----DVRFYCVKDL----SGSPIAYFYFDPYS--
Potri.007G004600|Potri.007G004600.1       343 SFWAERLRESK---YDINEEE----LRPFFSLPKVMD-GLFNLAKTLFGIDIEPAD----------GLA--PVWNN----DVKFYCVKDS----LGNPIAYFYFDPYS--
Potri.014G004600|Potri.014G004600.1       436 GFWAERLRESK---YDINEEE----LRPFFSLPKVMD-GLFNLAKTIFGIDIEPAD----------GLA--PVWNN----DVKFYCVKDS----LGSPIAYFYFDPYS--
Potri.014G010100|Potri.014G010100.1       461 GFWAERLRESK---YDINEEE----LRPFFSLPKVMD-ALFNLAKTIFGIDIEPAD----------GLA--PVWNN----DVKFYCVKDS----LGSPIAYFYFDPYS--
28658.t000001|28658.m000032               364 AFYSDKVRAER---FNFDQNQ----LRPYFELNSVITNGVFYAANKVYGLTFKERK----------DL---PVYDP----DVRVWDVFDA----NGKQLAIFIGDYYA--
30484.t000001|30484.m000014               240 RHYAEKIRTRK---FDFSETE----LKPYLQLEKIIA-ACFDVAGRLFGIKAVEQK----------GV---PAYHP----DVRVFEIRDR----SDKLVALFLGDYFA--



gi|85111610                               483 ------------------------------RPLKSPNPAHFTLRCSRELSPHEIA------------ETAHTQAENP---------------------------------
YKL134C                                   484 ------------------------------RNGKTSNPAHFTVCCSRQIYPSETD------------FSTI---------------------------------------
Cre02.g073400|Cre02.g073400.t1.3          305 ------------------------------RSGKYPSAVTFPITCGRQLPGGDVE------------AALAS--------------------------------------
Vocar20013694m.g|Vocar20013694m           376 GGSGRSGQTHTTAKYTTRHRIDVVLTYIPDRPGKYPSAVTFPITCGRQLSPPSSS-------------------------------------------------------
gi|32565901                               411 ------------------------------RPEKAVGDCHYTVRCSKQ--------------------------------------------------------------
CMS132C|CMS132CT                          320 ------------------------------RDGKMPGAAHYALRGSRR--------------------------------------------------------------
gi|268637658                              443 ------------------------------RQDKATGCVNHPIGLGYKKFKILKN------------NLKNN--------------------------------------
Esi0033_0093                              543 ------------------------------REGKFGHAAHFTVRCGC---------------------------------------------------------------
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001       511 ------------------------------RKDKYPGCAHFAIKGGRR--------------------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01           180 ------------------------------RKGKHPGCAHFAIQGGRR--------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1           438 ------------------------------RKGKYPGCAHFAIRGGRR--------------------------------------------------------------
Cucsa.251510|Cucsa.251510.1               241 --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1             443 ------------------------------RKGKYPGCAHFAIKGARR--------------------------------------------------------------
Medtr3g009160|Medtr3g009160.1             456 ------------------------------RKGKYPGCAHFAIKGGRR--------------------------------------------------------------
Bra029169|Bra029169                       419 ------------------------------RKGKYPGCASFAIKGGRK--------------------------------------------------------------
Carubv10025983m.g|Carubv10025983m         436 ------------------------------RKDKYPGCASFAIRGGRK--------------------------------------------------------------
AT5G51540                                 436 ------------------------------RKGKYPGCASFAIRGGRK--------------------------------------------------------------
Eucgr.K00152|Eucgr.K00152.1               248 ------------------------------RKGKYPGCAHFAIKGGRW--------------------------------------------------------------
30147.t000467|30147.m014196               433 ------------------------------RKGKYPGCANFAIKGGCR--------------------------------------------------------------
Potri.015G129300|Potri.015G129300.1       451 ------------------------------RKGKYPGCANFAVKGGCR--------------------------------------------------------------
416778|416778                             454 ------------------------------RKEKYPNCAHFTLKGGRR--------------------------------------------------------------
Phpat.016G041000|Phpat.016G041000.1       376 ------------------------------RPGKFPGCAHFTLKGCRR--------------------------------------------------------------
gi|71999758                               491 ------------------------------RQNKRGGWNVMLARPESKE-------------------------------------------------------------
gi|85107353                               447 ------------------------------REGKYRHVANFPLELGHQR-------------------------------------------------------------
YCL057W                                   446 ------------------------------RDGKYGHAANFGLSSSFMI-------------------------------------------------------------
gi|66801567                               410 ------------------------------REGKYSHAAVWPLIPGYER-------------------------------------------------------------
CMS446C|CMS446CT                          645 ------------------------------REGKYGHAAVWPLQPSCVR-PS------------KVQETTAPRGKVG---------------------------------
gi|4507491                                418 ------------------------------REGKYGHAACFGLQPGCLR-------------------------------------------------------------
gi|14149738|ref|NP_065777                 442 ------------------------------REGKYNHAACFGLQPGCLL-------------------------------------------------------------
LOC_Os01g67590|LOC_Os01g67590.1           432 ------------------------------REGKYAHTCVVALQNRCLC-------------------------------------------------------------
Bra004244|Bra004244                       446 ------------------------------REGKFSQSCVVALQNNALF-------------------------------------------------------------
Bra004078|Bra004078                       447 ------------------------------REGKFSHSCVVSLQNNALF-------------------------------------------------------------
Carubv10019853m.g|Carubv10019853m         496 ------------------------------REGKCNHSCVVALQNNALF-------------------------------------------------------------
AT1G67690                                 447 ------------------------------REGKCNHSCVVALQNNALF-------------------------------------------------------------
Eucgr.B03454|Eucgr.B03454.1               443 ------------------------------REGKYGHTCVVALQNRSLS-------------------------------------------------------------
Medtr3g086000|Medtr3g086000.1             445 ------------------------------REGKYGHSCVVPLQNSALT-------------------------------------------------------------
Glyma11g37410|Glyma11g37410.2             381 -------------------------------RGKYGHTCVLALQNSALT-------------------------------------------------------------
Glyma18g01380|Glyma18g01380.1             445 ------------------------------REGKYGHTCVLALQNSALT-------------------------------------------------------------
Cucsa.394790|Cucsa.394790.1               441 ------------------------------REEKYIHTCVVALQSSALL-------------------------------------------------------------
GSVIVG01010319001|GSVIVT01010319001       423 ------------------------------REGKYGHICVVALQNGSLS-------------------------------------------------------------
29929.t000212|29929.m004709               446 ------------------------------REGKYGHTCVVALQNGALS-------------------------------------------------------------
Potri.010G054500|Potri.010G054500.1       435 ------------------------------REGKYGHTCVVALQNGALS-------------------------------------------------------------
164651|164651                             335 ------------------------------RDGKYSHACVCPLQPSST--------------------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1       604 ------------------------------RDGKYTHACVCSLQPGCLM-------------------------------------------------------------
Phpat.019G060600|Phpat.019G060600.1       426 ------------------------------RDGKYTHACVCSLQPGCVQ-------------------------------------------------------------
Esi0023_0135                              465 ------------------------------RPENKRGGAWMGVCIGASKALG----------------------------------------------------------
85692|85692                               386 ------------------------------RPLEKRGGAFVSSFVAK---------------------------------------------------------------
97633|97633                               301 ------------------------------RPHQKRSGNWMGVVFNRSHAAV----------------------------------------------------------
119899|119899                             429 ------------------------------RPHQKRSGNWMGVVFNRSHAAV----------------------------------------------------------
97030|97030                               365 ------------------------------RPHQKRSGNWMGVVFNRSHAAV----------------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1          500 ------------------------------RPAEKRGGAWMAEVVGQSSLLA----------------------------------------------------------
Vocar20008539m.g|Vocar20008539m           488 ------------------------------RPAEKRGGAWMAEVVGQSRLLA----------------------------------------------------------
439159                                    425 ------------------------------RPSEKRGGAWMDIVVGRSRVLA----------------------------------------------------------
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       420 ------------------------------RPSEKRGGAWMDVVFGRGSTFS----------------------------------------------------------
GRMZM2G133919|GRMZM2G133919_T01           502 ------------------------------RPSEKRGGAWMNVVFSRSRVLA----------------------------------------------------------
LOC_Os02g58340|LOC_Os02g58340.1           492 ------------------------------RPSEKRGGAWMNVVFSRSRVLA----------------------------------------------------------
PGSC0003DMG400030613|PGSC0003DMT40007866  534 ------------------------------RPSEKRGGAWMDEVVSRSRVLS----------------------------------------------------------
Carubv10000350m.g|Carubv10000350m         424 ------------------------------RPSEKRDGAWMDEVFSRSRVMA----------------------------------------------------------
Bra006067|Bra006067                       418 ------------------------------RPSEKRDGAWMDEVFSRSRVMA----------------------------------------------------------
Bra028579|Bra028579                       424 ------------------------------RPSEKRGGAWMDEVFSRSRVMA----------------------------------------------------------
Carubv10025914m.g|Carubv10025914m         531 ------------------------------RPSEKRGGAWMDEVVSRSRVMA----------------------------------------------------------
AT5G65620                                 512 ------------------------------RPSEKRGGAWMDEVVSRSRVMA----------------------------------------------------------
Bra024401|Bra024401                       432 ------------------------------RPSEKRGGAWMGEVFSRSQVMA----------------------------------------------------------
Medtr5g030940|Medtr5g030940.1             511 ------------------------------RPSEKRQGAWMDEVVARSRVLS----------------------------------------------------------
Glyma01g02480|Glyma01g02480.1             509 ------------------------------RPAEKRQGAWMNEVFARSRVLS----------------------------------------------------------
Glyma09g33490|Glyma09g33490.1             509 ------------------------------RPAEKRQGAWMDEVFARSRVLS----------------------------------------------------------
Cucsa.273340|Cucsa.273340.1               519 ------------------------------RPSEKRGGAWMDEVVSRSCVLA----------------------------------------------------------
GSVIVG01003850001|GSVIVT01003850001       426 ------------------------------RPSEKRGGAWMDEVVARSRALSRDGTKARLPIAHMVCNQTPPVGNKPSLMTFREVETVFHEFGHALQHMLTKQDEGLVSG
Eucgr.I00597|Eucgr.I00597.1               423 ------------------------------RPSEKGGGAWMDEVVGRSRVLS----------------------------------------------------------
Eucgr.I00594|Eucgr.I00594.1               375 ------------------------------RPSEKRGGAWMDEVVARSRVLS----------------------------------------------------------
28333.t000012|28333.m000566               501 ------------------------------RPSEKRGGAWMDEVVSRSRILS----------------------------------------------------------
Potri.007G004600|Potri.007G004600.1       423 ------------------------------RPSEKQGGAWMDEVVSRSRVLS----------------------------------------------------------
Potri.014G004600|Potri.014G004600.1       516 ------------------------------RPSEKRGGAWMGEVVSRSRVLS----------------------------------------------------------
Potri.014G010100|Potri.014G010100.1       541 ------------------------------RPSEKRGGAWMDEVVSRSRVLS----------------------------------------------------------
28658.t000001|28658.m000032               444 -------------------------------RSNKRGGAWMNAYVSQSSL------------------------------------------------------------
30484.t000001|30484.m000014               319 -------------------------------RSSKRSGAWMSSFQSQHKLPL----------------------------------------------------------



gi|85111610                               518 -----------------------------------------------------HVLIPSF--------------------------------------------------
YKL134C                                   513 --------------------------------------------------------------------------------------------------------------
Cre02.g073400|Cre02.g073400.t1.3          335 --------------------------------------------------------------------------------------------------------------
Vocar20013694m.g|Vocar20013694m           431 --------------------------------------------------------------------------------------------------------------
gi|32565901                               429 --------------------------------------------------------------------------------------------------------------
CMS132C|CMS132CT                          338 --------------------------------------------------------------------------------------------------------------
gi|268637658                              473 --------------------------------------------------------------------------------------------------------------
Esi0033_0093                              560 --------------------------------------------------------------------------------------------------------------
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001       529 --------------------------------------------------------------------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01           198 --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1           456 --------------------------------------------------------------------------------------------------------------
Cucsa.251510|Cucsa.251510.1               241 --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1             461 --------------------------------------------------------------------------------------------------------------
Medtr3g009160|Medtr3g009160.1             474 --------------------------------------------------------------------------------------------------------------
Bra029169|Bra029169                       437 --------------------------------------------------------------------------------------------------------------
Carubv10025983m.g|Carubv10025983m         454 --------------------------------------------------------------------------------------------------------------
AT5G51540                                 454 --------------------------------------------------------------------------------------------------------------
Eucgr.K00152|Eucgr.K00152.1               266 --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196               451 --------------------------------------------------------------------------------------------------------------
Potri.015G129300|Potri.015G129300.1       469 --------------------------------------------------------------------------------------------------------------
416778|416778                             472 --------------------------------------------------------------------------------------------------------------
Phpat.016G041000|Phpat.016G041000.1       394 --------------------------------------------------------------------------------------------------------------
gi|71999758                               510 --------------------------------------------------------------------------------------------------------------
gi|85107353                               466 --------------------------------------------------------------------------------------------------------------
YCL057W                                   465 --------------------------------------------------------------------------------------------------------------
gi|66801567                               429 --------------------------------------------------------------------------------------------------------------
CMS446C|CMS446CT                          679 ---------------------------------------------------------------------TPSTGTSHVH--------------------------RASET
gi|4507491                                437 --------------------------------------------------------------------------------------------------------------
gi|14149738|ref|NP_065777                 461 --------------------------------------------------------------------------------------------------------------
LOC_Os01g67590|LOC_Os01g67590.1           451 --------------------------------------------------------------------------------------------------------------
Bra004244|Bra004244                       465 --------------------------------------------------------------------------------------------------------------
Bra004078|Bra004078                       466 --------------------------------------------------------------------------------------------------------------
Carubv10019853m.g|Carubv10019853m         515 --------------------------------------------------------------------------------------------------------------
AT1G67690                                 466 --------------------------------------------------------------------------------------------------------------
Eucgr.B03454|Eucgr.B03454.1               462 --------------------------------------------------------------------------------------------------------------
Medtr3g086000|Medtr3g086000.1             464 --------------------------------------------------------------------------------------------------------------
Glyma11g37410|Glyma11g37410.2             399 --------------------------------------------------------------------------------------------------------------
Glyma18g01380|Glyma18g01380.1             464 --------------------------------------------------------------------------------------------------------------
Cucsa.394790|Cucsa.394790.1               460 --------------------------------------------------------------------------------------------------------------
GSVIVG01010319001|GSVIVT01010319001       442 --------------------------------------------------------------------------------------------------------------
29929.t000212|29929.m004709               465 --------------------------------------------------------------------------------------------------------------
Potri.010G054500|Potri.010G054500.1       454 --------------------------------------------------------------------------------------------------------------
164651|164651                             353 --------------------------------------------------------------------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1       623 --------------------------------------------------------------------------------------------------------------
Phpat.019G060600|Phpat.019G060600.1       445 --------------------------------------------------------------------------------------------------------------
Esi0023_0135                              487 --------------------------------------------------------------------------------------------------------------
85692|85692                               403 --------------------------------------------------------------------------------------------------------------
97633|97633                               323 --------------------------------------------------------------------------------------------------------------
119899|119899                             451 --------------------------------------------------------------------------------------------------------------
97030|97030                               387 --------------------------------------------------------------------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1          522 --------------------------------------------------------------------------------------------------------------
Vocar20008539m.g|Vocar20008539m           510 --------------------------------------------------------------------------------------------------------------
439159                                    447 --------------------------------------------------------------------------------------------------------------
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       442 --------------------------------------------------------------------------------------------------------------
GRMZM2G133919|GRMZM2G133919_T01           524 --------------------------------------------------------------------------------------------------------------
LOC_Os02g58340|LOC_Os02g58340.1           514 --------------------------------------------------------------------------------------------------------------
PGSC0003DMG400030613|PGSC0003DMT40007866  556 --------------------------------------------------------------------------------------------------------------
Carubv10000350m.g|Carubv10000350m         446 --------------------------------------------------------------------------------------------------------------
Bra006067|Bra006067                       440 --------------------------------------------------------------------------------------------------------------
Bra028579|Bra028579                       446 --------------------------------------------------------------------------------------------------------------
Carubv10025914m.g|Carubv10025914m         553 --------------------------------------------------------------------------------------------------------------
AT5G65620                                 534 --------------------------------------------------------------------------------------------------------------
Bra024401|Bra024401                       454 --------------------------------------------------------------------------------------------------------------
Medtr5g030940|Medtr5g030940.1             533 --------------------------------------------------------------------------------------------------------------
Glyma01g02480|Glyma01g02480.1             531 --------------------------------------------------------------------------------------------------------------
Glyma09g33490|Glyma09g33490.1             531 --------------------------------------------------------------------------------------------------------------
Cucsa.273340|Cucsa.273340.1               541 --------------------------------------------------------------------------------------------------------------
GSVIVG01003850001|GSVIVT01003850001       506 IRGIEWDAVELPSQFMENWCYHRYFSNQKKLIYFFVLKSNRRNYAPISHCQRSWVVLFSLAKMLFGIDIEPADGLAPVWNNDVRFYCVKDTAGSPIAYFYFDPYSRPSEK
Eucgr.I00597|Eucgr.I00597.1               445 --------------------------------------------------------------------------------------------------------------
Eucgr.I00594|Eucgr.I00594.1               397 --------------------------------------------------------------------------------------------------------------
28333.t000012|28333.m000566               523 --------------------------------------------------------------------------------------------------------------
Potri.007G004600|Potri.007G004600.1       445 --------------------------------------------------------------------------------------------------------------
Potri.014G004600|Potri.014G004600.1       538 --------------------------------------------------------------------------------------------------------------
Potri.014G010100|Potri.014G010100.1       563 --------------------------------------------------------------------------------------------------------------
28658.t000001|28658.m000032               463 --------------------------------------------------------------------------------------------------------------
30484.t000001|30484.m000014               340 --------------------------------------------------------------------------------------------------------------



gi|85111610                               525 -ESAEFAANDGMAYSRSQDGAIKQLPTIALVCDFPQQSHN-------------RPA---LLSFF------------QLETLFHEMGHA-------------------IHS
YKL134C                                   513 ------------QVGENPDGTYFQLPVISLVCNFSPILIA-------------SKKSLCFLQLS------------EVETLFHEMGHA-------------------MHS
Cre02.g073400|Cre02.g073400.t1.3          335 --------NARRRGGTGGGGGQRQLPVMALLASATGRCPS---------------TGVPALTYR------------ELRVLLHELGHC-------------------VHN
Vocar20013694m.g|Vocar20013694m           431 ------------SSSSSRGDGNRQLPVMALLASASGTCPA---------------SGQPAMSYR------------ELRVLLHELGHC-------------------CHN
gi|32565901                               429 -----------------LSDGTWQMPILVLSLGLVDGHSS--------------QWRNSRVSFH------------SAETMFHELGHA-------------------MHS
CMS132C|CMS132CT                          338 -----------------LRDGSSQLPSAAIVCDFPPII------------------RKAGMQHY------------QLETLLHELGHV-------------------LHT
gi|268637658                              473 --------LKNEDDDDDEYNDEYNLPKCSITCSFTQNNFN--------------EPLKSKLQHS------------DVETLFHEFGHA-------------------LHT
Esi0033_0093                              560 ----------------------YQLPTVVLVCNFGLPEPPPDGGNAKQSKERSGKDDGRLMSHS------------EVETLFHEFGHA-------------------LHS
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001       529 -----------------LSETEYQLPEIKIENQISF---------------------------W------------ILL*------------------------------
GRMZM2G450659|GRMZM2G450659_T01           198 -----------------LSDSNYQLPIIALICNFSGACR-----------------KTARLNHG------------DVETLFHEFGHA-------------------LHS
LOC_Os06g47210|LOC_Os06g47210.1           456 -----------------LQDSNYQLPIVALVCNFSSSSK-----------------IMARLNHW------------DVETLFHEFGHA-------------------LHS
Cucsa.251510|Cucsa.251510.1               241 --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1             461 -----------------ISQTEYQLPIVALVCNFSGSRNP----------------SAVRLNHW------------EVETLFHEFGHA-------------------LHS
Medtr3g009160|Medtr3g009160.1             474 -----------------ISQTEYQLPIVALVCNFSGSRNP----------------SAVRLNHS------------EVETLFHEFGHA-------------------LHS
Bra029169|Bra029169                       437 -----------------ISDTEYQLPVLALVCNFSRASDS----------------SVVKLNHS------------EVEVLFHEFGHA-------------------LHS
Carubv10025983m.g|Carubv10025983m         454 -----------------ISETEYQLPILALVCNFSRARDS----------------LVVKLNHS------------EVEVLFHEFGHA-------------------LHS
AT5G51540                                 454 -----------------ISETEYQLPVIALVCNFSRACDS----------------SIVKLNHS------------EVEVLFHEFGHA-------------------LHS
Eucgr.K00152|Eucgr.K00152.1               266 -----------------ISSTEYQLPVVALICNFSGSHNS----------------SLARLNHF------------EIETLFHEFGHA-------------------LHS
30147.t000467|30147.m014196               451 -----------------FSETDYQLPVVALVCNFSGSRSS----------------SNVRLNHW------------EVETLFHEFGHA-------------------LHS
Potri.015G129300|Potri.015G129300.1       469 -----------------ISETEYQLPVVALLCNFSGSPGS----------------STVRLNHG------------DVETLFHEFGHA-------------------LHS
416778|416778                             472 -----------------TSETEYQLPVVALVCNFSKPLSS----------------MSALLHHW------------EVENLFHEFGHA-------------------LHS
Phpat.016G041000|Phpat.016G041000.1       394 -----------------ISESDYQLPVVALACNFATPDGN----------------TPPILNHW------------EVETLFHEFGHA-------------------LHS
gi|71999758                               510 ---------------------RGLDKIVYFIGSAIAPTSN----------------GPSLLHHQ------------QLQQLLFHFGRS-------------------VQL
gi|85107353                               466 ------------------TDGTRFYPSTAIVCNFPAPTKD----------------KPSLLDHE------------HIVDLFHELGHG-------------------IHS
YCL057W                                   465 ------------------DDTTRSYPVTALVCNFSKSTKD----------------KPSLLKHN------------EIVTFFHELGHG-------------------IHD
gi|66801567                               429 ------------------ADGEKQYPVAAMLCNFTKPTPT----------------TPSLLTHD------------EVVTFFHEFGHV-------------------MHN
CMS446C|CMS446CT                          694 ------ATNALQLNAMHSADGERQVPVAAMVANLSKSSGG----------------RPSLLRHE------------EVVTLFHEFGHV-------------------MHH
gi|4507491                                437 ------------------QDGSRQIAIAAMVANFTKPTAD----------------APSLLQHD------------EVETYFHEFGHV-------------------MHQ
gi|14149738|ref|NP_065777                 461 ------------------PDGSRMMAVAALVVNFSQPVAG----------------RPSLLRHD------------EVRTYFHEFGHV-------------------MHQ
LOC_Os01g67590|LOC_Os01g67590.1           451 ------------------SNGTRKVPVAVLLSQCPKEFDG----------------NSALLRFP------------EVVRIFHEFSHV-------------------VHH
Bra004244|Bra004244                       465 ------------------SNGACQIPVALLIAQLAKDG-G----------------EAVPLGFS------------EVVNLFHEFGHV-------------------VQH
Bra004078|Bra004078                       466 ------------------SNGACQIPVALLIAQFSKDGSG----------------EALPLGFS------------EVVNLFHEFGHL-------------------VQH
Carubv10019853m.g|Carubv10019853m         515 ------------------SNGACQIPVALLIAPFAKDDSG----------------EAVPLGFS------------EVVNLFHEFGHV-------------------VQH
AT1G67690                                 466 ------------------SNGACQIPVALLIAQFAKDGSG----------------EAVPLGFS------------DVVNLFHEFGHV-------------------VQH
Eucgr.B03454|Eucgr.B03454.1               462 ------------------FNNVAQIPVVLLITQFPKDISG----------------HPGLLRFS------------EVVNFFHEFGHV-------------------MQH
Medtr3g086000|Medtr3g086000.1             464 ------------------ISGARQIPVALLISQCQKDSEF----------------SPGLLRFS------------EVVSLFREFGHV-------------------VQH
Glyma11g37410|Glyma11g37410.2             399 ------------------SSGAHQIPVALLISQCQKDADG----------------SSGLLRFS------------EVVSLFHEFGHV-------------------VQQ
Glyma18g01380|Glyma18g01380.1             464 ------------------SNGAQQIPVALLISQCQKDADG----------------SSGLLRFS------------EVVSLFHEFGHV-------------------VQQ
Cucsa.394790|Cucsa.394790.1               460 ------------------SNGTRQIPVALLLSQLQNDVDG----------------HAGLMRFT------------EVVNLFHEFGHV-------------------VQH
GSVIVG01010319001|GSVIVT01010319001       442 ------------------SNGARQIPVALLISQCQKEVDD----------------HPGLLRFS------------EVVNLFHEFGHV-------------------VQH
29929.t000212|29929.m004709               465 ------------------SNGARQIPVALLISELQKGIAG----------------HPSLLRFS------------EVVSLFHEFGHV-------------------VQH
Potri.010G054500|Potri.010G054500.1       454 ------------------YSGERQIPVALLISQLQKGNGG----------------HSGLLRFP------------EVVSLFHEFGHV-------------------VQH
164651|164651                             353 --------------------RSGQLPVAAMLANFRRGH-------------------AALLSYP------------EVETFFHEFGHVASTCAIPFALPFLNMFILQMHH
Phpat.018G066900|Phpat.018G066900.1       623 ------------------IDGTRQLPVGAMLANFTKPTTE----------------KPSLLGHN------------EVETYFHEFGHL-------------------MHH
Phpat.019G060600|Phpat.019G060600.1       445 ------------------KDGTRQLPVAAMLANFTKPSAE----------------KPSLLGHA------------EVETYFHEFGHV-------------------MHH
Esi0023_0135                              487 -----------------------RSPVAYLTCNGSPPVGD----------------TPSLMTFR------------EVETLFHEFGHG-------------------LQH
85692|85692                               403 -----------RSRALAPEGCDIRLPACIIVCNQTPPLGD----------------NPSLMTFD------------ELKTLFHEFGHA-------------------LQH
97633|97633                               323 -----------------QKGGVVRLPVAHIVCNQAPPLPD----------------QPSLMTHADKFDGALMIETLQVTMLFHEFGHA-------------------LQH
119899|119899                             451 -----------------QKGGVVRLPVAHIVCNQAPPLPD----------------QPSLMTFYE-----------VVTMLFHEFGHA-------------------LQH
97030|97030                               387 -----------------QKGGGVRLPVAHIVCNQAPPLPD----------------QPSLMTFYE-----------VVTMLFHEFGHA-------------------LQH
Cre13.g572900|Cre13.g572900.t2.1          522 -----------------PPGQAVRLPVAHMVCNQMEPVGD----------------KPSLMTFR------------EVETLFHEFGHA-------------------LQH
Vocar20008539m.g|Vocar20008539m           510 -----------------PPGSAVRLPVAHMVCNQMEPVGG----------------KPSLMTFR------------EVETLFHEFGHA-------------------LQH
439159                                    447 -----------------PRGSSVRLPVAHMVCNQTPPVGN----------------EPSLMTFR------------EVETVFHEFGHA-------------------LQH
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       442 -----------------CDGASPRLPIAHIVCNQTPPMGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
GRMZM2G133919|GRMZM2G133919_T01           524 -----------------RNGLAARLPVAHIVCNQTPPVGE----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
LOC_Os02g58340|LOC_Os02g58340.1           514 -----------------RNGSPVRLPVAHMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
PGSC0003DMG400030613|PGSC0003DMT40007866  556 -----------------RDGSNARLPVAHMVCNQMPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Carubv10000350m.g|Carubv10000350m         446 -----------------QKGSSVRLPVAQMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Bra006067|Bra006067                       440 -----------------QKGSSVRLPVAQMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Bra028579|Bra028579                       446 -----------------QKGSSVRLPVAQMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Carubv10025914m.g|Carubv10025914m         553 -----------------QKGSSVRLPVAHMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
AT5G65620                                 534 -----------------QKGSSVRLPVAHMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Bra024401|Bra024401                       454 -----------------QKGTSVRLPVAHMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Medtr5g030940|Medtr5g030940.1             533 -----------------PDGNSSRLPVAHMVCNQTPPVGS----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Glyma01g02480|Glyma01g02480.1             531 -----------------RDGTSARLPVAHMVCNQTPPVGN----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Glyma09g33490|Glyma09g33490.1             531 -----------------RDGTSARLP------------------------------------------------------------------------------------
Cucsa.273340|Cucsa.273340.1               541 -----------------QDGAPARLPIAHMVCNQTPPVGE----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
GSVIVG01003850001|GSVIVT01003850001       616 RGGAWMDEVVARSRALSRDGTKARLPIAHMVCNQTPPVGN----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Eucgr.I00597|Eucgr.I00597.1               445 -----------------RDGASARLPITNIVCNQTPPVGN----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Eucgr.I00594|Eucgr.I00594.1               397 -----------------PDGASTRLPIAHMVCNQMPPVGT----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
28333.t000012|28333.m000566               523 -----------------RNGTAPRLPVAHMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Potri.007G004600|Potri.007G004600.1       445 -----------------RNGTAPRLPIAHMVCNQTPPVGT----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Potri.014G004600|Potri.014G004600.1       538 -----------------PNGTAPRLPIAHMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
Potri.014G010100|Potri.014G010100.1       563 -----------------PNGTAPRLPIAHMVCNQTPPVGD----------------KPSLMTFR------------EVETVFHEFGHA-------------------LQH
28658.t000001|28658.m000032               463 ---------------------MGTHPVVANHLNIPKPNPG----------------EPTLLTYD------------EVRTTFHEFGHA-------------------LHG
30484.t000001|30484.m000014               340 -----------------KNGHVGELPIIYNVCNFAKPAEG----------------RPALLSLD------------DARTLFHEFGHA-------------------LHG



gi|85111610                               587 ILARTSFQNVS----GT-RCATDLAELPSTLMEYF-AADPSVL-ALFARHY--------------------------ETDNPLPYEWVDNKI--REARRF----------
YKL134C                                   567 MLGRTHMQNIS----GT-RCATDFVELPSILMEHF-AKDIRIL-TKIGKHY--------------------------GTGETIQADMLQRFM--KSTNFL----------
Cre02.g073400|Cre02.g073400.t1.3          391 LLSRTKYQHLW----GT-RCAQDLVEVPSHLFEYW-ATDPLTM-GLMARDRSNDSS---------------AAAGAGGGGEPLPPALLKELI--AGRAAT----------
Vocar20013694m.g|Vocar20013694m           483 LLSRNKYQHLW----GT-RCAQDLVEVPSHLFEYF-ASDPRVM-GLLARDRSGCAA---------------GAGGDAEEGEPIPEELFRQLA--AGRSVA----------
gi|32565901                               477 ILGRTKYQHVA----GT-RCPQDFSEIPSNLMEYF-FSDLGVM-TDIIRRT-------------------------DRPEEQLSIESAATLL--ASRHSF----------
CMS132C|CMS132CT                          382 IMSRTRFQHLS----GT-RGPMDFVEIPSHLMENF-AWDAAWM-RRFAPN--------------------------------GPRQFLAELE--EARQEA----------
gi|268637658                              530 LMSRCNFQHLC----GT-RGPTDFIEIPSTLMENF-SWNQDLL-QQFAIN---------------------------SMGKPISNEMVTNLK--KTRNLF----------
Esi0033_0093                              617 LLSRTELQHVS----AS-VP--------D----AV-HRVRRGL-RQQRRHY--------------------------RTGEAPPPALLDGLH--RSKTLF----------
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001           --------------------------------------------------------------------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01           243 LLSRTEYQHFS----GT-RVALDVAETPSNLFEYY-AWDYRVL-KTFALDE--------------------------TTGDAIPEKLVKALN--ASRNMF----------
LOC_Os06g47210|LOC_Os06g47210.1           501 LLSRTEYQHFS----GT-RVALDVAEMPSNLFEFY-AWDYRVL-RKFAVDE--------------------------TTGDPIPEKLVKALN--ASRNMF----------
Cucsa.251510|Cucsa.251510.1               241 ------------------------------GSRYY-ASDYRVL-KTFAKHY--------------------------STGEILPEKLVKSMK--GAKMMF----------
Glyma04g13088|Glyma04g13088.1             507 LLSRTDYQHFS----GT-RTVLDFAEIPSNLFEYY-AWDYRVL-KKFARHH--------------------------STGEEIPQKLVESMQ--GARDMF----------
Medtr3g009160|Medtr3g009160.1             520 LLSRTDYQHFS----GT-RTVLDFAEIPSNLFEYY-AWDYRVL-KTFARHY--------------------------STGDAIPEKLVESML--GAKNMF----------
Bra029169|Bra029169                       483 LLSRTDYQHFS----GT-RVALDLAEMPSNLFEYY-AWDYRLL-KRFARHH--------------------------STGETIPEKLVKSLQ--GARNMF----------
Carubv10025983m.g|Carubv10025983m         500 LLSRTDYQHFS----GT-RVALDLAEMPSNLFEYY-AWDYRLL-KRFGRHY--------------------------STGETIPEKLVNSLQ--GARNMF----------
AT5G51540                                 500 LLSRTDYQHFS----GT-RVALDLAEMPSNLFEYY-AWDYRLL-KRFARHY--------------------------STGETIPEKLVNSLQ--GARNMF----------
Eucgr.K00152|Eucgr.K00152.1               312 LLSRTEYQHFS----GT-RVALDLAETPSNLFEYY-TCDYRVL-KTFAKHY--------------------------STGETIPEKLVESMQ--GAKKMF----------
30147.t000467|30147.m014196               497 LFSRTDYQHFS----GT-RVVLDFAEMPSNLFEYY-AWDYRVL-RTFAKHY--------------------------STGEIIPEKLVKAMQ--GARDMF----------
Potri.015G129300|Potri.015G129300.1       515 LFSRTDYQHFS----GT-RVALDFAEMPSNLFEYY-AWDYRVL-RTFAKHY--------------------------STGEIIPEKLVKSMQ--GARDMF----------
416778|416778                             518 LLSRTEYQHFS----GT-RTVIDFAETPSNVFECF-AWDYQVL-KTFAQN---------------------------SSGETIPEKMVVSMN--QAKKML----------
Phpat.016G041000|Phpat.016G041000.1       440 LLSRTEFQHFS----GT-RTVLDFSETPSQLFEHY-AWDYRLL-RQFGRHY--------------------------LTGETIPEKMVASMN--EAKRML----------
gi|71999758                               552 LLSQSPYRDISIPWSPFYASDWDAADMFPTFLQMF-VTKPNLL-ATISSPHQIT-------------------------KQSLTEEHANSVALTISRA------------
gi|85107353                               511 LVSRTRFSRHH----GT-AGKRDFVEAPSQMLEHW-TWRAEYI-KRISKHYLT--------------------------GEQMSDDMAERIA--ASRHFL----------
YCL057W                                   510 LVGQNKESRFN----GPGSVPWDFVEAPSQMLEFW-TWNKNEL-INLSSHYKT--------------------------GEKIPESLINSLI--KTKHVN----------
gi|66801567                               474 MSTKVHYSMFS----GT-SVERDFVECPSQLFEFW-CWNKDVLVNKLSGHYKDH-------------------------SKKLPTDLVERMI--AAKNLN----------
CMS446C|CMS446CT                          751 LCSKPRFARFS----GT-RVERDFVEAPSQMLENW-CWDRQAL-ERLSGHYERLAPRTPRDDGQSESAGAGAGTGGALVPEPLPSTLIERLQ--QTRRCL----------
gi|4507491                                482 LCSQAEFAMFS----GT-HVERDFVEAPSQMLENW-VWEQEPL-LRMSRHYRT--------------------------GSAVPRELLEKLI--ESRQAN----------
gi|14149738|ref|NP_065777                 506 ICAQTDFARFS----GT-NVETDFVEVPSQMLENW-VWDVDSL-RRLSKHYKD--------------------------GSPIADDLLEKLV--ASRLVN----------
LOC_Os01g67590|LOC_Os01g67590.1           496 ISNRATFSRFS----GL-QLEGDFAEIPSLLLENW-CYENISL-KMMSGFHQDI-------------------------TKSITSEACQSLK--RRRDIF----------
Bra004244|Bra004244                       509 ICNRASFARFS----GL-RVDPDFREIPSKLLENWQ----------------DI-------------------------TKPLVDEVCKTLK--RWRYSF----------
Bra004078|Bra004078                       511 ICNRASFARFS----GL-RVDPDFREIPSQLLENWQCYESFTL-KLISGYRQDI-------------------------TKPLVDEVCKTLK--RWRYSF----------
Carubv10019853m.g|Carubv10019853m         560 ICNRASFARFS----GL-RVDPDFREIPSQLLENW-CYESFTL-KLISGYRQDI-------------------------TKPLVDEVCKTLK--RWRYSF----------
AT1G67690                                 511 ICNRASFARFS----GL-RVDPDFREIPSQLLENW-CYESFTL-KLISGYRQDI-------------------------TKPLVDEVCKTLK--RWRYSF----------
Eucgr.B03454|Eucgr.B03454.1               507 ICNRASFARFS----GL-RVSPDFEEIPAQVFENW-CYESLCL-KLISGFHQDL-------------------------TKPVNDEMCLSLK--RWRYSF----------
Medtr3g086000|Medtr3g086000.1             509 ICNRASFARFS----GF-RVDPDFVEIPAQLLQNC-CYESFSL-KLISGFHQDI-------------------------TKPLKDDLCKSIK--RWRNSS----------
Glyma11g37410|Glyma11g37410.2             444 ICNRASFTRIS----GL-CVDADFVEIPAQLLENW-CYESYSL-KLISGFHQDI-------------------------TKPLTDDICKSIK--RWRTSF----------
Glyma18g01380|Glyma18g01380.1             509 ICNRASFTRIS----GL-CVDPDFVEIPAQLLENW-CYESYSL-KLISGFYQDI-------------------------TKPLKDDICKSIK--RWRTSF----------
Cucsa.394790|Cucsa.394790.1               505 VCNRAPFTRIS----GL-RLDPDFVEIPAQILENW-CYESVSL-KLLSGFHQDI-------------------------TVPIKDEVCESLK--KWRHSF----------
GSVIVG01010319001|GSVIVT01010319001       487 ICNRASFARFS----GL-RVDPDFVEIPARVFENW-CYESFSL-KLISGFHQDI-------------------------TKPIEDRMCESLK--RWRSSF----------
29929.t000212|29929.m004709               510 ICNQASFARFS----GL-RVDPDFVEIPALLLENW-CYESFSL-KLISGFHQDI-------------------------TKPIKDEICRSLK--RWRYFF----------
Potri.010G054500|Potri.010G054500.1       499 ICNRASFARFS----GL-RVDPDFVEIPALVLENW-CYESFSL-KLISGFHQDI-------------------------TKPINDEICKSLK--RWRNSF----------
164651|164651                             412 ICSRPSFARFS----GL-RVEDDFVEAPSKMLEKW-CSEKSSL-KRMSGFYKDT-------------------------REPVPDSFCELLV--RKKKTH----------
Phpat.018G066900|Phpat.018G066900.1       668 ICSRSVFAKFS----GL-RVEEDFVEAPSQMLENW-CLESASL-KMMSGHYEDT-------------------------NQPLPQEIIEALM--QKKRAF----------
Phpat.019G060600|Phpat.019G060600.1       490 ICSRASFAKFS----GL-RVEEDFVEAPSQMLENW-CLDGASL-KIMSGHYKDS-------------------------KQPLPQDICEALM--KKKRAH----------
Esi0023_0135                              527 MLTTMVDGDCA----GINGVEWDAVELPSQFMENW-CYHKPTV-DQFAKHHETG--------------------------ETLPKELFDKLC--AQRTYM----------
85692|85692                               455 MLTTQEVIFVS----GMQNVEQDAVELPSQFMENW-CYDKDTL-SSFAKHYKTG--------------------------ELLPESLFQKIK--SSRTLRA---------
97633|97633                               381 LLSKQDEGLVA----GSEGIEWDAVEIPSQFMKNW-CYDRNTL-MSFAVHYRTG--------------------------QELPEALYTKLK--SSRTFF----------
119899|119899                             498 LLSKQDEGLVA----GSEGIEWDAVEIPSQFMENW-CYDRNTL-MSFAVHYRTG--------------------------QGLPEALYTKLK--SSRTFF----------
97030|97030                               434 LLSKQDEGLVA----GSEGIEWDAVEIPSQFMENW-CYDRNTL-MSFAVHYRTG--------------------------QELPEALYTKLK--SSRTFF----------
Cre13.g572900|Cre13.g572900.t2.1          568 MLTEVPEGMAS----GIRNIEWDAVELPSQFMENW-AYDRATL-YSFAKHYETG--------------------------EPLPEELFSRLK--AAKNYR----------
Vocar20008539m.g|Vocar20008539m           556 MLTEVTDGLAS----GIRNIEWDAVELPSQFMENW-AYDRATL-YSFAKHFETAAALPRVD---------LLIPGVRVAREPLPEELYSRLK--AAKNYR----------
439159                                    493 MLTKQDEGLVA----GIHGVEWDAVELPSQFMENW-CYDRKTL-MSFAVHYKTG--------------------------EPLSEDVYEKLK--AARTFR----------
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       488 MLTKQDESLVS----GSRGIEWDAVELASQFMENW-CYQREKF-RGLGRHYVKV--------------------------ASDSSCLLGILL--QKINFLLVQYLFSELD
GRMZM2G133919|GRMZM2G133919_T01           570 MLTKQDEGFVA----GIRGVEWDAVELPSQFMENW-CYHKNTL-LSIAKHYETG--------------------------ETLPEEIYAKLV--AAKNFR----------
LOC_Os02g58340|LOC_Os02g58340.1           560 MLTKQDEGFVS----GIRGVEWDAVELPSQFMENW-CYHKNTL-LSIAKHYETG--------------------------ELLPEEIYAKLV--AAKNFR----------
PGSC0003DMG400030613|PGSC0003DMT40007866  602 MLTKQDEGLVA----GIRGVEWDAVELPSQFMENW-CYHRDTL-MGIAKHHETG--------------------------ETLPEDIYKKLL--AAKTFR----------
Carubv10000350m.g|Carubv10000350m         492 MLTKEDEGLVA----GIRNIEWDAVELPSQFMENW-CYHRDTL-MSIAKHYQTG--------------------------ETLPENVYKKLL--AARTFR----------
Bra006067|Bra006067                       486 MLTREDEGLVA----GIRNIEWDAVELPSQFMENW-CYHRDTL-MSIAKHYQTG--------------------------ETLPENVYKKLL--AARTFR----------
Bra028579|Bra028579                       492 MLTKEDEGLVS----GIRNIEWDAVELPSQFMENW-CYHRDTL-MSIAKHYQTG--------------------------ETLPEDVYKKLL--AARTFR----------
Carubv10025914m.g|Carubv10025914m         599 MLTKEDEGLVA----GIRNIEWDAVELPSQFMENW-CYHRDTL-MSIAKHYQTG--------------------------ETLPEEVYKKLL--AARTFR----------
AT5G65620                                 580 MLTKQDEGLVA----GIRNIEWDAVELPSQFMENW-CYHRDTL-MSIAKHYETG--------------------------ETLPEEVYKKLL--AARTFR----------
Bra024401|Bra024401                       500 MLTKQDEGLVA----GIRNVEWDAVELPSQFMENW-CYHRDTL-MSIAKHYQTG--------------------------ETLPEEIYKKLL--AARTFR----------
Medtr5g030940|Medtr5g030940.1             579 MLTREDEGLVA----GIRGIEWDAVELPSQFMENW-CYHKKTL-MGIAKHFETG--------------------------ETLPEEVYQKLV--AARTFR----------
Glyma01g02480|Glyma01g02480.1             577 MLTKQDEGLVA----GIRGIEWDAVELPSQFMENW-CYHRETL-MGIAKHFETG--------------------------ESLPEEVYLKLV--AARTFR----------
Glyma09g33490|Glyma09g33490.1             540 --------------------------------------------------------------------------------------------------------------
Cucsa.273340|Cucsa.273340.1               587 MLTKQDEGLVA----GIREIEWDAVELPSQFMENW-CYHRDTL-MGIAKHYETG--------------------------ESLPEEVYLKLL--AARTFR----------
GSVIVG01003850001|GSVIVT01003850001       679 MLTKQDEGLVS----GIRGIEWDAVELPSQFMENW-CYHRDTL-MSIAKHYETG--------------------------ETLPEDVYLKLV--AARTFR----------
Eucgr.I00597|Eucgr.I00597.1               491 MLTKQDEGLVA----GLRGIEKDARELASQFMENW-CYHRETL-MGIAKHYETG--------------------------ESLPGAVYRKLL--AAKTFR----------
Eucgr.I00594|Eucgr.I00594.1               443 MLTKQDEGLVA----GIRGIEWDAVELPSQFMENW-CYHRDTL-MGIAKHYETG--------------------------ESLPEDVYRKVL--AARTFR----------
28333.t000012|28333.m000566               569 MLTKQDEGLVA----GIRGIEWDAVELPSQFMENW-CYHRDTL-MGIAKHYETG--------------------------ETLPEDVYVKLL--AARTFR----------
Potri.007G004600|Potri.007G004600.1       491 MLTKQDEGLVA----GIRGIEWDAVELPSQFMENW-CYHRETL-MGIAKHYETG--------------------------ESLPEEVYLKLL--AARTFR----------
Potri.014G004600|Potri.014G004600.1       584 MLTKQDEGLVA----GIRGIEWDAVELPSQFMENW-CYHRETL-MGIAKHYETG--------------------------ESLPEEVYLKLL--AARTFR----------
Potri.014G010100|Potri.014G010100.1       609 MLTKQDEGLVA----GIRGIEWDAVELPSQFMENW-CYHRETL-MGIAKHYETG--------------------------ESLPEEVYLKLL--AARTFR----------
28658.t000001|28658.m000032               505 MFSNVKYPRFA----GT-RVPRDFVEFPSQVNEMW-SVWPEVL-ANYAKHYQTG--------------------------APMPQELLDKVI--ASKKFN----------
30484.t000001|30484.m000014               386 MLSNVTYPSVS----GT-GVSRDFVELPSQLYEHW-LTVPAIL-KEYAVHYETG--------------------------APIPQALLDKVL--AARTFN----------



gi|85111610                               652 EALDTENQIILAMLDQELHSSKAVQG--HI-----------------------------------------------DSTEIFHSLQRQFSTAPPDPQGTAWQGFFGHLV
YKL134C                                   632 QNCETYSQAKMAMLDQSFHDEKIISDIDNF-----------------------------------------------DVVENYQALERRLKVL--VDDQSNWCGRFGHLF
Cre02.g073400|Cre02.g073400.t1.3          467 AALELQQQLVLSLADQWLFGENPPAPTAAA---------------------------------------GAGSASSWNSSDVWRKAVEMASSV-PYVPGTSPELRVGHLT
Vocar20013694m.g|Vocar20013694m           559 AALELQQQLVLSLADQWLFGEGHGHAGVGAGGGGGGAGGA----------------------GGGLEGAGGGSYTGAAGSHIWRKAVHVASSV-PYVPGTKPELRVGHLT
gi|32565901                               543 TAIETVQQAAYGLYDLEVHGPIAAPQIASGRM-----------------------------------------TT---TELFHDIMNKTMPHI-QRSPDSAFQHRFHHTV
CMS132C|CMS132CT                          441 VVAEIALQTPFAALDLALHSHDHFGWGNEARS---------------------------------------------KIKRIIAEVVREYGRL-EQVLYRDGIPYMPHII
gi|268637658                              594 QGIETQEQISLAFLDLKLHTVETDKNTSTNIG-----------------------------------------DTNMSPAQILSTLHQQQIGI-HGTVSNFFLTSFNHLF
Esi0033_0093                              670 AGLGIQTQLLYATLDQQLFGRQPEGGVWS-------------------------------------------------SASVADALQERIAGL-PRCEGAFWHSRFGHFT
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001           --------------------------------------------------------------------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01           308 PATELQRQIFYSIMDLTLFGEQSSKPMDT-------------------------------------------------ISTV-ADLRRKHTSG-KYAEGTHWHTRFTHLV
LOC_Os06g47210|LOC_Os06g47210.1           566 PATELQRQIFYSIMDLTLFGEQGSKPMDT-------------------------------------------------ISTV-ADLRRKHTSW-KCVEGTHWHTRFTHLI
Cucsa.251510|Cucsa.251510.1               281 AATELQRQILYALIDQTLFGEKLTSERDT-------------------------------------------------VSVV-ADLKRQYTSW-KHVDGTHWQSQFCHLL
Glyma04g13088|Glyma04g13088.1             572 AATDLQRQIFYALVDQTLFGEQPFPHGDI-------------------------------------------------SSVV-AKLKREHTSC-EHVEGTHWEARFSHLL
Medtr3g009160|Medtr3g009160.1             585 AATDLQRQIFYALADQTLHGEQPHPLGDV-------------------------------------------------SSVL-AELKRKHTNL-EHIEGTHWEARFSHLL
Bra029169|Bra029169                       548 AATEMQRQVFYALIDQMLFGEQPATSRDV-------------------------------------------------SKLV-AELKREHTSW-NHVEGTHWHIRFSHLL
Carubv10025983m.g|Carubv10025983m         565 VATELQRQVFYALIDQMLFGEQPETARDV-------------------------------------------------SHLV-AELKQQHTSW-SHVEGTHWHIRFSHLL
AT5G51540                                 565 AATEMQRQVFYALIDQMLFGEQPETARDV-------------------------------------------------SHLV-AELKRQHTSW-NHVEGTHWYIRFSHLL
Eucgr.K00152|Eucgr.K00152.1               377 AATELQRQIFYALIDQTLFGDQLAGQRDT-------------------------------------------------SSVV-ADLKSQYTSW-RHVEGTHWQTRFSHLL
30147.t000467|30147.m014196               562 SATELQRQVFYALVDQTLFGEQPASSRDT-------------------------------------------------SSIV-ADLKRQHTSW-KHVEGTHWQIRFSHLV
Potri.015G129300|Potri.015G129300.1       580 AATELQRQVFYALADQTLFGEQPASPNDM-------------------------------------------------SSIL-AEFKMQHTSW-KHVEGTNWQIRFSHLV
416778|416778                             582 GVTELLRQVLYAMVDQKFFGPQPLPAGGT-------------------------------------------------TGVL-VEMQELSKNW-KHIEGTHWQSKFGHMI
Phpat.016G041000|Phpat.016G041000.1       505 SATEIQRQVLYALIDMTLFGKQPLPAKDT-------------------------------------------------TAVI-ADLKLKYTGV-RHVEGTHWHTRFNHLV
gi|71999758                               623 SLWETYRTLFWSDFDLSIYEMEDRKQK--------------------------------------------------FWLDMYKQM-YEEYFPFKRAKNDYQPCSFTPIF
gi|85107353                               576 QALRNLWQLSSAIFDMEVHSPKSRAALEN-----------------------------------------------MDFTKRYNELRNE-------LTGMKGPEAI----
YCL057W                                   576 GALFTLRQLHFGLFDMKVHTCKDLQN--------------------------------------------------LSICDTWNQLRQDISLISNGGTLSKGYDSFGHIM
gi|66801567                               541 VAIFYLRQIQLALFDNAIHSGNPANF--------------------------------------------------TNTADLYHRI-ATDVALNPNQKGTNPGCSFGHLL
CMS446C|CMS446CT                          842 IALQTRRQIVLALFDQALHHAPTREKLEREYGADRRNSRNRSRSRASGHRNSQQQQQQQQQQQQQLSSSSEMLVDGIDTAELLALL-QRRIGLVPMTPGTHMGASFGHLM
gi|4507491                                547 TGLFNLRQIVLAKVDQALHTQTD-----------------------------------------------------ADPAEEYARLCQ-EILGVPATPGTNMPATFGHLA
gi|14149738|ref|NP_065777                 571 TGLLTLRQIVLSKVDQSLHTNTS-----------------------------------------------------LDAASEYAKYCS-EILGVAATPGTNMPATFGHLA
LOC_Os01g67590|LOC_Os01g67590.1           562 AGLKLKQEILLCLVDQIIHTGEN-----------------------------------------------------VNIDDLIKDLHPKVMLGIPLLEGNSPASCFPRIA
Bra004244|Bra004244                       561 SALKSLQELLYCLFDQKIYSDDD-----------------------------------------------------VDFHQLIRSLHPKVMLGLPVVEGTNPASCFPRAV
Bra004078|Bra004078                       578 SALKSLQEILYCLFDQRIYSDDD-----------------------------------------------------VDFGQLIRSLHPKVMVGLPVVEGTNPASCFPRAV
Carubv10019853m.g|Carubv10019853m         626 SALKSLQEILYCLFDQIIYSDDD-----------------------------------------------------ADLLQLIRSLHPKVMIGLPAVEGTNPASCFPRAV
AT1G67690                                 577 SALKSLQEILYCLFDQIIYSDDD-----------------------------------------------------ADLLQLIRSLHPKVMIGLPVVEGTNPASCFPRAV
Eucgr.B03454|Eucgr.B03454.1               573 SALKLKQEILYSLFDQIIHSADD-----------------------------------------------------IDIAELYKHLHPKVMLGLPILEGTNPATCFPRCA
Medtr3g086000|Medtr3g086000.1             575 SALKLKQEILYCIFDQIIHSADN-----------------------------------------------------IDIRELFKHLHSKVMLGLPVLEGTNPASCFPFSV
Glyma11g37410|Glyma11g37410.2             510 SALKLKQDILCCLFDQIIHSADN-----------------------------------------------------IDIQELFKYLHPMEMLGLPILEGTNPASYFPSTV
Glyma18g01380|Glyma18g01380.1             575 SALKLKQDILCCLFDQIIHSADN-----------------------------------------------------IDIQELFKHLHPMEMLGLPILEGTNPASYFPSTV
Cucsa.394790|Cucsa.394790.1               571 SALKLKQEILYCLFDQIIHCAEN-----------------------------------------------------VDIIELFKHLHSKVMLGLPMLEGTNPASCFPCSA
GSVIVG01010319001|GSVIVT01010319001       553 SALKLKQEILYCLFDQIIHSTED-----------------------------------------------------VDMVKLFRDLHPKVMLGLPMLEGTNPASCFPRSA
29929.t000212|29929.m004709               576 SAIKLKQDILYCLFDQIIHSADN-----------------------------------------------------VDIVELFKHLHPKVMLGLPMLEGANPASCFPRSA
Potri.010G054500|Potri.010G054500.1       565 SVLKLKQEILYCLFDQIIHSTDN-----------------------------------------------------VDIVELFKHLHPKVMLGLPMLEGTNPASCFPRSA
164651|164651                             478 AGLLTKRQILLALFDLIVHSSDQ-----------------------------------------------------FDTVSVLEQLHTQVMEGIPMLEGTDLSTSFTHLM
Phpat.018G066900|Phpat.018G066900.1       734 SGLLTKRQLLFGLFDQSIHMREK-----------------------------------------------------ADTAAVLKELTPKVMEGLPMLEGTNFSASFGHMA
Phpat.019G060600|Phpat.019G060600.1       556 AGLLTKRQLLFGLFDQTIHMRDK-----------------------------------------------------VDTAAILKDLTPKVMEGIPMLEGTNFSASFGHMA
Esi0023_0135                              593 AGSAMLRQLYFGQX------------------------------------------------------------------------------------------------
85692|85692                               522 --IDMLNQVLLAAVDLKLHSNFEPNGLTT------------------------------------------------KIHEVYSEL-SLKTQIPPCMPGEQYLCSFSHIS
97633|97633                               447 SASNVLYLVSRSLIDLKLHAKLEAVNSK-------------------------------------------------EIYNLCNKV-AGEIL-IPPLPEDKSICKFLHLF
119899|119899                             564 SASNVLYLVSRSLIDLKLHAKLEAVNSK-------------------------------------------------EIYNLCNKV-AGEILILPPLPEDKSICKFLHLF
97030|97030                               500 SASNVLYLVSRSLIDLKLHAKLEAVNSK-------------------------------------------------EIYNLCNKV-AGEILILPPLPEDKSICKFLHLF
Cre13.g572900|Cre13.g572900.t2.1          634 SGTMMLRQLHFSCVDLELHSRFVPGQGK-------------------------------------------------TVFDVDQEV-ASRTLVRQPLPEDRFLCTFSHIF
Vocar20008539m.g|Vocar20008539m           639 SGTMMLRQLHFSCVDLELHARFKPGQGK-------------------------------------------------SVYDVDQEV-AARTLVMKPLLEDRFLCSFSHIF
439159                                    559 AASLMMRQLHFAMTDLELHGRFKVGGSE-------------------------------------------------TVYDVNRRV-AEKTQVLPPLPEDRFLCSFLHIF
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       564 FLSEIFTLLRYASVDLELHTKYIPDGSE-------------------------------------------------TIYDIDQRV-GRRTNVIPLLPEDKFLCSFSHIF
GRMZM2G133919|GRMZM2G133919_T01           636 AGTLSLRQIRFASVDMELHTSYDPNGSV-------------------------------------------------SIYDVDQRV-AERTQVLAPLPEDRFLCSFSHIF
LOC_Os02g58340|LOC_Os02g58340.1           626 AGTFSLRQIRFASVDMELHTTYDPNGSL-------------------------------------------------SIYDVDRRV-AERTQVLAPLPEDKFLCSFSHIF
PGSC0003DMG400030613|PGSC0003DMT40007866  668 AGTLSLRQLRFATVDLELHAKYVPGGSE-------------------------------------------------SIYCVDQRV-SKKTQVLPPLPDDKFLASFSHIF
Carubv10000350m.g|Carubv10000350m         558 AGSLSLRQLKFATVDLELHTKYMPGGTE-------------------------------------------------TIYDVDQRV-SIKTQ------------------
Bra006067|Bra006067                       552 AGSLSLRQLKFATVDLELHTKYAPGGTE-------------------------------------------------SIYDVDQRV-SMKTQVIPPLPEDRFLCSFSHIF
Bra028579|Bra028579                       558 AGSLSLRQLKFATVDLELHTKYVPGGTE-------------------------------------------------SIYDVDQRV-SLKTQVIPPLPEDRFLCSFSHIF
Carubv10025914m.g|Carubv10025914m         665 AGSFSLRQLKFATVDLELHTRYVPGGPE-------------------------------------------------SIYDVDQRV-SVKTQVIPPLPEDRFLCSFSHIF
AT5G65620                                 646 AGSFSLRQLKFASVDLELHTKYVPGGPE-------------------------------------------------SIYDVDQRV-SVKTQVIPPLPEDRFLCSFSHIF
Bra024401|Bra024401                       566 AGSFSLRQLKFASLDLELHTNYVPGGPE-------------------------------------------------SIYDVDQRV-SVKTQVIPPLPEDRFLCGFSHIF
Medtr5g030940|Medtr5g030940.1             645 AGTQSLRQIKFATVDLELHTKYVPGGQE-------------------------------------------------SIYDVDRRV-SEKTQVIPPLPEDRFLCSFSHIF
Glyma01g02480|Glyma01g02480.1             643 AGSLSLRQLKFASVDLELHTKYVPGGPE-------------------------------------------------SIYDVDHRV-SEKTQVIPPLPEDRFLCSFSHIF
Glyma09g33490|Glyma09g33490.1             540 -----------------VHTKYVPGGPE-------------------------------------------------SIYDVDRRV-SEKTQVIPPLPEDRFLCSFSHIF
Cucsa.273340|Cucsa.273340.1               653 AGSLSLRQLRFASVDLELHTKYVPGEPE-------------------------------------------------LIFAVDQRV-CKQTQVIPPLADDKFLCSFSHIF
GSVIVG01003850001|GSVIVT01003850001       745 AGSLSLRQIRFATVDLELHSKYVPGGSE-------------------------------------------------TIYDVDQRV-SKGTQVIPPLPEDRFLCSFSHIF
Eucgr.I00597|Eucgr.I00597.1               557 AGSLVLRQVTFASVDLQLHTNYVPGGSE-------------------------------------------------SLFDVYQRV-WEKTQVIRPLPEDRFLCSFGHIF
Eucgr.I00594|Eucgr.I00594.1               509 AGSLSLRQIRFASVDLQLHTKYVPGGPE-------------------------------------------------SVYDVDQRV-SERTQVLPPLAEDRFLCGFSHIF
28333.t000012|28333.m000566               635 AGSLSLRQLRFASLDLELHTKYTPGGSE-------------------------------------------------SIYDIDQRV-SKRTQVIPPLPEDRFLCSFSHIF
Potri.007G004600|Potri.007G004600.1       557 AGSLSLRQLRFASLDLELHTKYIPGASE-------------------------------------------------SIYEVDRRV-SKRTQVIPPLPEDRFLCSFSHIF
Potri.014G004600|Potri.014G004600.1       650 AGSFSLRQIKFASLDLELHTKYIPGALE-------------------------------------------------SIYDVDQRV-SERTQVIPPLPEDRFLCGFSHIF
Potri.014G010100|Potri.014G010100.1       675 AGSFSLRQIKFASLDLELHTKYIPGALE-------------------------------------------------SIYDVDQRV-SKRTQVIPPLPEDRFLCGFSHIF
28658.t000001|28658.m000032               570 EGFRTTEYLAASILDQKWHQLGVSQMPSD------------------------------------------------VLSFEAQSL-KQAGVDYAPVPPRYRTTYFSHVF
30484.t000001|30484.m000014               451 AGFNTVEFTSSALVDMAFHTRGVVEDPMA------------------------------------------------V---QAQVL-AEIGMPKSIV-MRHATPHFQHVF



gi|85111610                               713 ---GYGSTYYSYLFDRVLAQRVWNVVFNSGQGGAALQ----RENGERLKENLLKWGGSKDPWKCLAGALKD-ERLEGGGEKAMKLVGSWGGQRGTKSDQAV---------
YKL134C                                   693 ---GYGATYYSYLFDRTIASKIWYALFEDD----PYS----RKNGDKFKKHLLKWGGLKDPWKCIADVLEC-PMLEKGGSDAMEFIAQSHKS*-----------------
Cre02.g073400|Cre02.g073400.t1.3          537 ---IYGGSYYGYVYARCLAAQLWRASGLAE---APLD----PGAGELLRERLLAPGGALEPLELLTGFAEAAEAGEGAGS--PVG-SSATRQARGRQVRLALQRQRGQQQ
Vocar20013694m.g|Vocar20013694m           646 ---IYGGAYYGYVYARCLAAQLWKLTGLEE---APLD----SGPAAAGAS----PGA-------------------------VA---AAARLRRLEPWQVAKLRQR----
gi|32565901                               608 ---QYGAKYYSYLVARASACLIWQQRFL-N---DPFS----RKWGDC-WAEVQSHGGGHHPAVLLEKILGFRPT-----------ENDLTQALSKESQHLANLDAVTV--
CMS132C|CMS132CT                          505 ---GYGGCYYSYLLARILAAEVWNRLFRDS---KLSM----AAAGELLRNGFFRFGASKEPREILATVLNGEE----------PSFRGIAEAIGMADSQYATLPVLASAN
gi|268637658                              662 ---YYGASYYSYLLAKDYSKRIWINHFDSG---KQLN----LEKGQFYQQNFLKPGASIDPSLILNKFINKNK-------------------------------------
Esi0033_0093                              730 ---GYGASYYAYLYAKMFTSAIWERHFA-K---DPLN----SDAGELLWKELLIHGGAKDPHEMLRVLLGE-EQGSGGDAGLRAGVTSLLKDTGAVAT*-----------
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001           --------------------------------------------------------------------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01           367 ---TYGAGYYTYLYARCFATTIWQEVCQ-E---DPLS----RSAGSAIRDKFLRFGGSKDPSSLLKDFAG-DAVIRNSGSGIIPNASSLCKEIGL*--------------
LOC_Os06g47210|LOC_Os06g47210.1           625 ---NYGAGYYSYLYARCFATTIWQEVCQ-G---DPLS----RSTGSALRDKFLKHGGAKDPSALLKDFVG-DSIIINSGGGIIPDISSLCKEVGL*--------------
Cucsa.251510|Cucsa.251510.1               340 ---TYGAGYYTYLYAKCFAATIWEKLCK-E---DPLS----RETGNALRTKFLQHGGSKEAVDLLTDLVG-DGIIRYSEGGVIPDITSLCKEMGLTKNL*----------
Glyma04g13088|Glyma04g13088.1             631 ---NYGAGYYSYLYAKCFAATIWKKLCQ-E---DPLS----PTTGFALRTKFLQHGGAREPAALLNDLAG-DGIYRYCDGGIMPDISCLCDEMKLFE*------------
Medtr3g009160|Medtr3g009160.1             644 ---NYGAGYYSYLYAKCFAATIWKKVCK-E---DPLS----PIAGNALRTKFLQHGGARDPAVILNDLVP-DGIYRSYNGGIIPDISSLCEEMELMEENQKKVHLL*---
Bra029169|Bra029169                       607 ---NYGAGYYSYIYAKCFASTIWQSVCE-E---DPLS----LSTGTLLREKFFKHGGAKDPGELLKDLAG-KEIISVHGEGIVPATTCVLNELKL*--------------
Carubv10025983m.g|Carubv10025983m         624 ---NYGAGYYSYLYAKCFASTIWQSICE-E---DPLS----LSTGTLLREKFFKHGGAKDPAELLTDLAG-KEIISVHGEGIVPATTGLLKELRL*--------------
AT5G51540                                 624 ---NYGAGYYSYLYAKCFASTIWQSICE-E---DPLS----LNTGTLLREKFFKHGGAKDPAELLTDLAG-KEIISVHGEGIVPATTYLLNELRL---------------
Eucgr.K00152|Eucgr.K00152.1               436 ---NYGAGYYSYLYAKCFAATIWQKLCQ-D---DPLS----LTTGTALRTKFLQHGGAKDPSEMLKDLVGGTGIVKNLNGGIVPDTASLADEMGLVDYNTK*--------
30147.t000467|30147.m014196               621 ---NYGAGYYSYLYARCFAATIWQKLCQ-E---DPLS----LTTGTALRTKLLQHGGAKEPAEMLNDLAG-EGIVRYCNGGIVPDMTSFLDELDLVEDQHLQIQMRSTAR
Potri.015G129300|Potri.015G129300.1       639 ---NYGAGYYSYLYAKCFAATIWKKLCQ-E---DPLS----LTAGTALRTKVLQHGGSKEPAELLNDLVG-EGILKHCDGGIVPDITCFLEESRLVVGRR*---------
416778|416778                             641 ---TYGAGYYSYLYARCIAASIWQKVCA-E---NPLS----LETGQTLRRGILQHGGAKEPADILRDCLGQDSLITAPSGGVRPCVKQLLSDLGV*--------------
Phpat.016G041000|Phpat.016G041000.1       564 ---SYGAGYYSYLYARCFAASIWQKHCI-E---DPLN----LATGDSLRRGFLMHGGARDPSKMMRKLLGEDSLICT-AAGVRPCTEQLLADIGLVANS*----------
gi|71999758                               682 ALQPHMSMYYRKLWAEMLALDIHET-FDEE---D-----NEVQTGERLKTTILNRGSGDVAKELFKRFQGRNP-----------SVGAICDHYAPPMA------------
gi|85107353                               628 -------GEPIYHWSNTYSYDMFYFAFA-K---DPMD----KSQGHRFRHTVLEKGASQDEMLILEQFLGRKP-----------TTDAFCMELGLVEPMEEPLLKGSSFA
YCL057W                                   636 SD-SYSAGYYGYLWAEVFATDMYHTKFA-K---DPLN----AKNGIQYRDIVLARGGLYDINDNLKEFLGREP-----------SKDAFLKELGLQN*------------
gi|66801567                               600 G--GYDAQYYSYLYSECFSASIFEI-FDKH---GVMN----KELGARLRNQVLAVGGSQPSSETIENFLGSKP-----------NEAAFLKTIGL---------------
CMS446C|CMS446CT                          951 S--GYDAQYYGYLWSEVYACDMYAQAFA-D---QPLD----PKAGYRYRQLVLAPGGSRGANEILHDFLGREP-----------HEDAFFRLRGL---------------
gi|4507491                                603 G--GYDAQYYGYLWSEVYSMDMFHTRFKQE---GVLN----SKVGMDYRSCILRPGGSEDASAMLRRFLGRDP-----------KQDAFLLSKGLQVGGCEPEPQVC---
gi|14149738|ref|NP_065777                 627 G--GYDGQYYGYLWSEVFSMDMFYSCFKKE---GIMN----PEVGMKYRNLILKPGGSLDGMDMLHNFLKREP-----------NQKAFLMSRGLHAP------------
LOC_Os01g67590|LOC_Os01g67590.1           619 I--GYDAVCYSYIWSEVFAADLFASKFK-D---DLLN----QHAGLRFRNKVLAPGGSKNPLDIISDYLGREP-----------SLQAFIQSRTRNSL*-----------
Bra004244|Bra004244                       618 I--GSEATCYSRLWSEVYAADIFASQFG-D---GHPN----LYNGLQFRDKKKEL------IEWLNTNPVYNPGSVQPSR--RRGTSQWIRYDPRNHHHHPKKPPLVNLS
Bra004078|Bra004078                       635 I--GSEATCYSRLWSEVFAADIFASQFG-D---GHPN----LYMGLQFRDKVLAQGGGKEAMELLTSFLGREP-----------STQAYIESRTKYGL*-----------
Carubv10019853m.g|Carubv10019853m         683 I--GSEATCYSRLWSEVYAADIFASKFG-D---GHPN----LYAGLQFRDKVLAPGGGKEPMELLTSFLGREP-----------STQAYIDSRTNYSL*-----------
AT1G67690                                 634 I--GSEATCYSRLWSEVYAADIFASKFG-D---GHPN----LYAGLQFRDKVLAPGGGKEPMELLTNFLGREP-----------STQAFIASRTNYSL------------
Eucgr.B03454|Eucgr.B03454.1               630 I--GYEAACYSRIWSEVFATDIFLSKFR-D---DLFN----QNMGKMFRNKVLAPGGAKDPIEVLSDFLGREP-----------SIQAFVDVRAEHGRTESICRV*----
Medtr3g086000|Medtr3g086000.1             632 V--GYEAACYSRIWSEVFAADICASMFC-N---GVPN----QLRGMQFRNKVLAPGGAKDSIEVISDFLGREP-----------SILSYIENKAKYTL*-----------
Glyma11g37410|Glyma11g37410.2             567 V--GYEAACYSRIWSEVFAADIFTSKFC-N---DVSN----QQAGMQFRNKVLASAGVKDPIDVLLDFLGREP-----------SIQAYIENKVKYVL*-----------
Glyma18g01380|Glyma18g01380.1             632 I--GYEAACYSRIWSEVFAADIFTSKFC-N---DVSN----QQAGRQFRNKVLASAGVKDPIDVLSDFLGREP-----------SIQAYIENKVKYVL*-----------
Cucsa.394790|Cucsa.394790.1               628 I--GYEAACYSRVWSEVFSADIFVSKFR-G---NLLN----QHIGLQFRNKVLAPGGAKEPIDVLSDFLGREP-----------SIQAFIDSKAEYSL*-----------
GSVIVG01010319001|GSVIVT01010319001       610 V--GFEATCYSRIWSEVFAADMFASKFP-G---GLLS----QYIGMQFRKKVLALGGSKDPIDILSDFLGREP-----------SIQAFVESKVQASL*-----------
29929.t000212|29929.m004709               633 I--GFEAACYSRIWSEVFAADIFTSKFH-G---DLLN----HNIGLQFRNKVLAPGGAKEPIEIVSDFLGREP-----------SIQAFVDSRAGYGL------------
Potri.010G054500|Potri.010G054500.1       622 I--GFEAACYSRIWSEVFATDVFASKFC-D---DLVN----HHVGMQFRNKVLAMGGAKEPIEILSDFLGREP-----------SIDAFIDSKTKYSP*-----------
164651|164651                             535 G--GYDGTYYSYLWNQVLSEDMFESGFA-G---EVSN----FSAGKEFRDKVLVPGASKDAAELVHGFLGREP-----------SLSAFVKSRGLK*-------------
Phpat.018G066900|Phpat.018G066900.1       791 G--GYDAAYYGYLWAEVFSADMFETKFK-G---NVLS----KSAGREYRDKVLAPGATKDAAVILREFLGREP-----------TQEAFLRSKGL*--------------
Phpat.019G060600|Phpat.019G060600.1       613 G--GYDAAYYGYLWSEVFSADMFETKFK-N---NVLS----KAAGREYRDKVLAPGATKDASVILKEFLGREP-----------TQEAFLRSKGL*--------------
Esi0023_0135                                  --------------------------------------------------------------------------------------------------------------
85692|85692                               581 TG-NYAAGYYGYKWAEVLSADVFNA-FEEA---MLKDEKAVKEVGMRFRNTILALGGGMAALDVFKAFRGREP-----------SVDPLLRQYGLRK*------------
97633|97633                               506 ATTEYAAGYYSYLWSEVLSSDAFGA-FEEA---GLENETAVKEAGKLFKQTILELGGGRAPAKVFEDFRGRGP-----------SINALLRHRGLVV*------------
119899|119899                             624 ATTEYAAGYYSYLWSEVLSSDAFGA-FEEA---GLENETAVKEAGKLFKQTILELGGGRAPAKVFEDFRGRGP-----------SINALLRHRGLVV*------------
97030|97030                               560 ATTEYAAGYYSYLWSEVLSSDAFGA-FEEA---GLENETAVKEAGKLFKQTILELGGGRAPAKVFEDFRGRGP-----------SINALLRHRGLVV*------------
Cre13.g572900|Cre13.g572900.t2.1          694 AG-GYAAGYYSYKWAEVLSADAFNA-FEEA---GLDDESAVRDTGARFRDTVLALGGSVPPAEVFKRFRGREP-----------STKPLLQHNGLLAAATA*--------
Vocar20008539m.g|Vocar20008539m           699 AG-GYSAGYYSYKWAEVLSADAFNA-FEEA---GLDNEAAVRDTGARFRDTVLALGGSVAPAEVFVRFRGREP-----------STRPLLQHNGLLAVAAA*--------
439159                                    619 SSASYAAGYYSYKWAEVLSADAFGA-FEEA---GLDNENAIKETGRRFRDTVLGLGGGKPPLEVFKSFRGREP-----------STEALLRHSGLLAVAS*---------
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001       624 AD-KYAAGYYSYQWAEVLSYDAFSA-FEEA---GLDNVKAVKELGHKFRETVLAVGGGKSPEQVFVEFRGREP-----------SPKALLRYTGLSPVTAEA*-------
GRMZM2G133919|GRMZM2G133919_T01           696 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDEKAIEETGRRFRDTVLALGGGKSPLEVFVSFRGREP-----------SPEPLLRQNGLLPVAA*---------
LOC_Os02g58340|LOC_Os02g58340.1           686 AG-GYAAGYYSYKWAEVLSADAFSA-FEDV---GLDNEKAIEETGRRFRETVLALGGGKSPLEVFVSFRGREP-----------SPEALLRHNGLLPVAAL*--------
PGSC0003DMG400030613|PGSC0003DMT40007866  728 AG-GYAAGYYSYKWAEVLSADAFSA-FEDV---GLENEKAVKETGQRFRETVLALGGGKAPLEVFVQFRGREP-----------SPEPLLRHNGLLTSSA*---------
Carubv10000350m.g|Carubv10000350m         600 -----------------------------------------------VRNTILALGGGKAPLQVFVEFRGREP-----------SPEPLLRHNGLLAATA*---------
Bra006067|Bra006067                       612 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDIKAVKETGQRFRNTILALGGGKAPLQVFVEFRGREP-----------SPEPLLRHNGLLVATA*---------
Bra028579|Bra028579                       618 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDIKAVKETGQRFRNTILALGGGKAPLQVFVAFRGREP-----------SPEPLLRHNGLLAASA*---------
Carubv10025914m.g|Carubv10025914m         725 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDIKAVKETGQRFRNTILALGGGKAPLKVFL*-------------------------------------------
AT5G65620                                 706 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDIKAVKETGQRFRNTILALGGGKAPLKVFVEFRGREP-----------SPEPLLRHNGLLAASASA--------
Bra024401|Bra024401                       626 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDIKAVQETGQRFRNTVLALGGGKAPLKVFVEFRGREP-----------SPEPLLRHNGLLAASASA*-------
Medtr5g030940|Medtr5g030940.1             705 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDNNKAVIETGHKFRETILALGGGKPPLEVFVQFRGREP-----------TPDALLRHNGLIAVDANERIIVAKKV
Glyma01g02480|Glyma01g02480.1             703 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDNDKAVKETGRKFRETILALGGGKPPLDVFVQFRGREP-----------TPDALLRHNGLLQVAAS*--------
Glyma09g33490|Glyma09g33490.1             583 AG-GYAAGYYSYKWAEVLS-------------------------------------------------------------------------------------------
Cucsa.273340|Cucsa.273340.1               713 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLNDNEAVKETGRRFRETVLALGGGKAPLEVFVEFRGREP-----------SPEPLLRHNGLLAGLATA*-------
GSVIVG01003850001|GSVIVT01003850001       805 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDEKAVEETGKKSRETVLALGGGKAPLEVFVEFRGREP-----------SPEALLRHNGLLSVTASA*-------
Eucgr.I00597|Eucgr.I00597.1               617 SG-GHAAGYYSYKWSEVLAADAFSA-FEDA---GLDDSKAVKETGQRFRDTILALGGGKAPLQVFTEFRGREP-----------SLSAFLRHRGLSPVAA*---------
Eucgr.I00594|Eucgr.I00594.1               569 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLNDSKAVKETGQRFRETILALGGGKAPLQVFIEFRGREP-----------SPEALLRHNGLLPVAA*---------
28333.t000012|28333.m000566               695 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDDSKAVQETGRKFRETILALGGGKAPLEVFVQFRGREP-----------SPEPLLRHNGLLSAAASA--------
Potri.007G004600|Potri.007G004600.1       617 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDNDKAVKETGHKFRETILALGGGKAPLAVFVEFRGREP-----------SPEALLRHNGLLSATASAL*------
Potri.014G004600|Potri.014G004600.1       710 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDNHKAVKETGHKFRETILALGGGKAPLEVFVEFRGREP-----------SPEALLRHNGLLSVTTSA*-------
Potri.014G010100|Potri.014G010100.1       735 AG-GYAAGYYSYKWAEVLSADAFSA-FEDA---GLDNHKAVKETGHKFRETILALGGGKAPLEVFVEFRGREP-----------SPEALLRHNGLLSVTTSA*-------
28658.t000001|28658.m000032               631 A-GGYSAGYYGYLWSEKLDADTVNW-FTEN---GGMLR---KNGDY-FRKMLLSKGGTMDAMQMYRNFRGRDA-----------QIEPLLERRGLTEK------------
30484.t000001|30484.m000014               508 SGDGYSAGYYSYMWSEVLDADAFAA-FEET---GDAFN---PDMAEKLKANIYS--------------------------------------------------------



gi|85111610                                   --------------------------------------------------------------------------------------------------------------
YKL134C                                       --------------------------------------------------------------------------------------------------------------
Cre02.g073400|Cre02.g073400.t1.3          634 QQQQG---GGGGAHEAMPGGGLLQ-----YLEGGYA---P---R----SDYYLET-LKTGIAA*----------------------------------------------
Vocar20013694m.g|Vocar20013694m           710 --------GVEKALAPAAEGGFLQ-----ALEGGFA---P---R----PEQYLEM-LRKGSGSPEGLRST*---------------------------------------
gi|32565901                                   --------------------------------------------------------------------------------------------------------------
CMS132C|CMS132CT                          595 --------RSELCAEPSA--------------------------------------------------------------------------------------------
gi|268637658                                  --------------------------------------------------------------------------------------------------------------
Esi0033_0093                                  --------------------------------------------------------------------------------------------------------------
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001           --------------------------------------------------------------------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01               --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1               --------------------------------------------------------------------------------------------------------------
Cucsa.251510|Cucsa.251510.1                   --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1                 --------------------------------------------------------------------------------------------------------------
Medtr3g009160|Medtr3g009160.1                 --------------------------------------------------------------------------------------------------------------
Bra029169|Bra029169                           --------------------------------------------------------------------------------------------------------------
Carubv10025983m.g|Carubv10025983m             --------------------------------------------------------------------------------------------------------------
AT5G51540                                     --------------------------------------------------------------------------------------------------------------
Eucgr.K00152|Eucgr.K00152.1                   --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196               719 --------------------------------------------------------------------------------------------------------------
Potri.015G129300|Potri.015G129300.1           --------------------------------------------------------------------------------------------------------------
416778|416778                                 --------------------------------------------------------------------------------------------------------------
Phpat.016G041000|Phpat.016G041000.1           --------------------------------------------------------------------------------------------------------------
gi|71999758                               760 IQDEMEMSENQRR-------------------------------------------------------------------------------------------------
gi|85107353                               712 GRDP------------VIEGASSEEDPAIEHHP-F---------------------------------------------------------------------------
YCL057W                                       --------------------------------------------------------------------------------------------------------------
gi|66801567                                   --------------------------------------------------------------------------------------------------------------
CMS446C|CMS446CT                              --------------------------------------------------------------------------------------------------------------
gi|4507491                                    --------------------------------------------------------------------------------------------------------------
gi|14149738|ref|NP_065777                     --------------------------------------------------------------------------------------------------------------
LOC_Os01g67590|LOC_Os01g67590.1               --------------------------------------------------------------------------------------------------------------
Bra004244|Bra004244                       710 AQMEVSMSLNALTRLPLKNTGRLE-EFGLARHSLFTSRTPCLERAQRRKALVVEAKGKKGMAARQYQRTPPPMPKIEDDGNPR------FVIFIRM--ANVYLWYPLSII
Bra004078|Bra004078                           --------------------------------------------------------------------------------------------------------------
Carubv10019853m.g|Carubv10019853m             --------------------------------------------------------------------------------------------------------------
AT1G67690                                     --------------------------------------------------------------------------------------------------------------
Eucgr.B03454|Eucgr.B03454.1                   --------------------------------------------------------------------------------------------------------------
Medtr3g086000|Medtr3g086000.1                 --------------------------------------------------------------------------------------------------------------
Glyma11g37410|Glyma11g37410.2                 --------------------------------------------------------------------------------------------------------------
Glyma18g01380|Glyma18g01380.1                 --------------------------------------------------------------------------------------------------------------
Cucsa.394790|Cucsa.394790.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01010319001|GSVIVT01010319001           --------------------------------------------------------------------------------------------------------------
29929.t000212|29929.m004709                   --------------------------------------------------------------------------------------------------------------
Potri.010G054500|Potri.010G054500.1           --------------------------------------------------------------------------------------------------------------
164651|164651                                 --------------------------------------------------------------------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1           --------------------------------------------------------------------------------------------------------------
Phpat.019G060600|Phpat.019G060600.1           --------------------------------------------------------------------------------------------------------------
Esi0023_0135                                  --------------------------------------------------------------------------------------------------------------
85692|85692                                   --------------------------------------------------------------------------------------------------------------
97633|97633                                   --------------------------------------------------------------------------------------------------------------
119899|119899                                 --------------------------------------------------------------------------------------------------------------
97030|97030                                   --------------------------------------------------------------------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1              --------------------------------------------------------------------------------------------------------------
Vocar20008539m.g|Vocar20008539m               --------------------------------------------------------------------------------------------------------------
439159                                        --------------------------------------------------------------------------------------------------------------
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001           --------------------------------------------------------------------------------------------------------------
GRMZM2G133919|GRMZM2G133919_T01               --------------------------------------------------------------------------------------------------------------
LOC_Os02g58340|LOC_Os02g58340.1               --------------------------------------------------------------------------------------------------------------
PGSC0003DMG400030613|PGSC0003DMT40007866      --------------------------------------------------------------------------------------------------------------
Carubv10000350m.g|Carubv10000350m             --------------------------------------------------------------------------------------------------------------
Bra006067|Bra006067                           --------------------------------------------------------------------------------------------------------------
Bra028579|Bra028579                           --------------------------------------------------------------------------------------------------------------
Carubv10025914m.g|Carubv10025914m             --------------------------------------------------------------------------------------------------------------
AT5G65620                                     --------------------------------------------------------------------------------------------------------------
Bra024401|Bra024401                           --------------------------------------------------------------------------------------------------------------
Medtr5g030940|Medtr5g030940.1             799 INTR---ILTYVLRSPF-------------LHSIF-SDFPCTENPETAFTYFWITDS-CPLTMKEVI-HRPPFEVLSQSSNLMKMLHYNFHLILKMELKEKEEKIPSMAR
Glyma01g02480|Glyma01g02480.1                 --------------------------------------------------------------------------------------------------------------
Glyma09g33490|Glyma09g33490.1                 --------------------------------------------------------------------------------------------------------------
Cucsa.273340|Cucsa.273340.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01003850001|GSVIVT01003850001           --------------------------------------------------------------------------------------------------------------
Eucgr.I00597|Eucgr.I00597.1                   --------------------------------------------------------------------------------------------------------------
Eucgr.I00594|Eucgr.I00594.1                   --------------------------------------------------------------------------------------------------------------
28333.t000012|28333.m000566                   --------------------------------------------------------------------------------------------------------------
Potri.007G004600|Potri.007G004600.1           --------------------------------------------------------------------------------------------------------------
Potri.014G004600|Potri.014G004600.1           --------------------------------------------------------------------------------------------------------------
Potri.014G010100|Potri.014G010100.1           --------------------------------------------------------------------------------------------------------------
28658.t000001|28658.m000032                   --------------------------------------------------------------------------------------------------------------
30484.t000001|30484.m000014                   --------------------------------------------------------------------------------------------------------------



gi|85111610                                   --------------------------------------------------------------------------------------------------------------
YKL134C                                       --------------------------------------------------------------------------------------------------------------
Cre02.g073400|Cre02.g073400.t1.3              --------------------------------------------------------------------------------------------------------------
Vocar20013694m.g|Vocar20013694m               --------------------------------------------------------------------------------------------------------------
gi|32565901                                   --------------------------------------------------------------------------------------------------------------
CMS132C|CMS132CT                              --------------------------------------------------------------------------------------------------------------
gi|268637658                                  --------------------------------------------------------------------------------------------------------------
Esi0033_0093                                  --------------------------------------------------------------------------------------------------------------
tr|M1C3Y6|M1C3Y6_SOLTU                        --------------------------------------------------------------------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001           --------------------------------------------------------------------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01               --------------------------------------------------------------------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1               --------------------------------------------------------------------------------------------------------------
Cucsa.251510|Cucsa.251510.1                   --------------------------------------------------------------------------------------------------------------
Glyma04g13088|Glyma04g13088.1                 --------------------------------------------------------------------------------------------------------------
Medtr3g009160|Medtr3g009160.1                 --------------------------------------------------------------------------------------------------------------
Bra029169|Bra029169                           --------------------------------------------------------------------------------------------------------------
Carubv10025983m.g|Carubv10025983m             --------------------------------------------------------------------------------------------------------------
AT5G51540                                     --------------------------------------------------------------------------------------------------------------
Eucgr.K00152|Eucgr.K00152.1                   --------------------------------------------------------------------------------------------------------------
30147.t000467|30147.m014196                   --------------------------------------------------------------------------------------------------------------
Potri.015G129300|Potri.015G129300.1           --------------------------------------------------------------------------------------------------------------
416778|416778                                 --------------------------------------------------------------------------------------------------------------
Phpat.016G041000|Phpat.016G041000.1           --------------------------------------------------------------------------------------------------------------
gi|71999758                                   --------------------------------------------------------------------------------------------------------------
gi|85107353                                   --------------------------------------------------------------------------------------------------------------
YCL057W                                       --------------------------------------------------------------------------------------------------------------
gi|66801567                                   --------------------------------------------------------------------------------------------------------------
CMS446C|CMS446CT                              --------------------------------------------------------------------------------------------------------------
gi|4507491                                    --------------------------------------------------------------------------------------------------------------
gi|14149738|ref|NP_065777                     --------------------------------------------------------------------------------------------------------------
LOC_Os01g67590|LOC_Os01g67590.1               --------------------------------------------------------------------------------------------------------------
Bra004244|Bra004244                       811 AGGTTAKIMVAAKDNLLGKYIYKDTIARNIAAVIYRDEKEIQKTAIKQHRVLRTATEFRYG---------YKLVVML--SKLLSSVIGSSENGNMRAALSTSDVIELPTQ
Bra004078|Bra004078                           --------------------------------------------------------------------------------------------------------------
Carubv10019853m.g|Carubv10019853m             --------------------------------------------------------------------------------------------------------------
AT1G67690                                     --------------------------------------------------------------------------------------------------------------
Eucgr.B03454|Eucgr.B03454.1                   --------------------------------------------------------------------------------------------------------------
Medtr3g086000|Medtr3g086000.1                 --------------------------------------------------------------------------------------------------------------
Glyma11g37410|Glyma11g37410.2                 --------------------------------------------------------------------------------------------------------------
Glyma18g01380|Glyma18g01380.1                 --------------------------------------------------------------------------------------------------------------
Cucsa.394790|Cucsa.394790.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01010319001|GSVIVT01010319001           --------------------------------------------------------------------------------------------------------------
29929.t000212|29929.m004709                   --------------------------------------------------------------------------------------------------------------
Potri.010G054500|Potri.010G054500.1           --------------------------------------------------------------------------------------------------------------
164651|164651                                 --------------------------------------------------------------------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1           --------------------------------------------------------------------------------------------------------------
Phpat.019G060600|Phpat.019G060600.1           --------------------------------------------------------------------------------------------------------------
Esi0023_0135                                  --------------------------------------------------------------------------------------------------------------
85692|85692                                   --------------------------------------------------------------------------------------------------------------
97633|97633                                   --------------------------------------------------------------------------------------------------------------
119899|119899                                 --------------------------------------------------------------------------------------------------------------
97030|97030                                   --------------------------------------------------------------------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1              --------------------------------------------------------------------------------------------------------------
Vocar20008539m.g|Vocar20008539m               --------------------------------------------------------------------------------------------------------------
439159                                        --------------------------------------------------------------------------------------------------------------
Eucgr.L02517|Eucgr.L02517.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001           --------------------------------------------------------------------------------------------------------------
GRMZM2G133919|GRMZM2G133919_T01               --------------------------------------------------------------------------------------------------------------
LOC_Os02g58340|LOC_Os02g58340.1               --------------------------------------------------------------------------------------------------------------
PGSC0003DMG400030613|PGSC0003DMT40007866      --------------------------------------------------------------------------------------------------------------
Carubv10000350m.g|Carubv10000350m             --------------------------------------------------------------------------------------------------------------
Bra006067|Bra006067                           --------------------------------------------------------------------------------------------------------------
Bra028579|Bra028579                           --------------------------------------------------------------------------------------------------------------
Carubv10025914m.g|Carubv10025914m             --------------------------------------------------------------------------------------------------------------
AT5G65620                                     --------------------------------------------------------------------------------------------------------------
Bra024401|Bra024401                           --------------------------------------------------------------------------------------------------------------
Medtr5g030940|Medtr5g030940.1             890 AGGITNAVNVGI-------AVQAD----------WENREFISHISLNVRRLFDFLVQFEATTKSKLASLNEKLDVLERRLELLEVQVGNASAN-----------------
Glyma01g02480|Glyma01g02480.1                 --------------------------------------------------------------------------------------------------------------
Glyma09g33490|Glyma09g33490.1                 --------------------------------------------------------------------------------------------------------------
Cucsa.273340|Cucsa.273340.1                   --------------------------------------------------------------------------------------------------------------
GSVIVG01003850001|GSVIVT01003850001           --------------------------------------------------------------------------------------------------------------
Eucgr.I00597|Eucgr.I00597.1                   --------------------------------------------------------------------------------------------------------------
Eucgr.I00594|Eucgr.I00594.1                   --------------------------------------------------------------------------------------------------------------
28333.t000012|28333.m000566                   --------------------------------------------------------------------------------------------------------------
Potri.007G004600|Potri.007G004600.1           --------------------------------------------------------------------------------------------------------------
Potri.014G004600|Potri.014G004600.1           --------------------------------------------------------------------------------------------------------------
Potri.014G010100|Potri.014G010100.1           --------------------------------------------------------------------------------------------------------------
28658.t000001|28658.m000032                   --------------------------------------------------------------------------------------------------------------
30484.t000001|30484.m000014                   --------------------------------------------------------------------------------------------------------------



gi|85111610                                   ------------------------------------------------
YKL134C                                       ------------------------------------------------
Cre02.g073400|Cre02.g073400.t1.3              ------------------------------------------------
Vocar20013694m.g|Vocar20013694m               ------------------------------------------------
gi|32565901                                   ------------------------------------------------
CMS132C|CMS132CT                              ------------------------------------------------
gi|268637658                                  ------------------------------------------------
Esi0033_0093                                  ------------------------------------------------
tr|M1C3Y6|M1C3Y6_SOLTU                        ------------------------------------------------
GSVIVG01018572001|GSVIVT01018572001           ------------------------------------------------
GRMZM2G450659|GRMZM2G450659_T01               ------------------------------------------------
LOC_Os06g47210|LOC_Os06g47210.1               ------------------------------------------------
Cucsa.251510|Cucsa.251510.1                   ------------------------------------------------
Glyma04g13088|Glyma04g13088.1                 ------------------------------------------------
Medtr3g009160|Medtr3g009160.1                 ------------------------------------------------
Bra029169|Bra029169                           ------------------------------------------------
Carubv10025983m.g|Carubv10025983m             ------------------------------------------------
AT5G51540                                     ------------------------------------------------
Eucgr.K00152|Eucgr.K00152.1                   ------------------------------------------------
30147.t000467|30147.m014196                   ------------------------------------------------
Potri.015G129300|Potri.015G129300.1           ------------------------------------------------
416778|416778                                 ------------------------------------------------
Phpat.016G041000|Phpat.016G041000.1           ------------------------------------------------
gi|71999758                                   ------------------------------------------------
gi|85107353                                   ------------------------------------------------
YCL057W                                       ------------------------------------------------
gi|66801567                                   ------------------------------------------------
CMS446C|CMS446CT                              ------------------------------------------------
gi|4507491                                    ------------------------------------------------
gi|14149738|ref|NP_065777                     ------------------------------------------------
LOC_Os01g67590|LOC_Os01g67590.1               ------------------------------------------------
Bra004244|Bra004244                       910 DQLKTVFDKVKDFFGDAKESFGKISSLNPGTDEETEGSPDDKAKVQG*
Bra004078|Bra004078                           ------------------------------------------------
Carubv10019853m.g|Carubv10019853m             ------------------------------------------------
AT1G67690                                     ------------------------------------------------
Eucgr.B03454|Eucgr.B03454.1                   ------------------------------------------------
Medtr3g086000|Medtr3g086000.1                 ------------------------------------------------
Glyma11g37410|Glyma11g37410.2                 ------------------------------------------------
Glyma18g01380|Glyma18g01380.1                 ------------------------------------------------
Cucsa.394790|Cucsa.394790.1                   ------------------------------------------------
GSVIVG01010319001|GSVIVT01010319001           ------------------------------------------------
29929.t000212|29929.m004709                   ------------------------------------------------
Potri.010G054500|Potri.010G054500.1           ------------------------------------------------
164651|164651                                 ------------------------------------------------
Phpat.018G066900|Phpat.018G066900.1           ------------------------------------------------
Phpat.019G060600|Phpat.019G060600.1           ------------------------------------------------
Esi0023_0135                                  ------------------------------------------------
85692|85692                                   ------------------------------------------------
97633|97633                                   ------------------------------------------------
119899|119899                                 ------------------------------------------------
97030|97030                                   ------------------------------------------------
Cre13.g572900|Cre13.g572900.t2.1              ------------------------------------------------
Vocar20008539m.g|Vocar20008539m               ------------------------------------------------
439159                                        ------------------------------------------------
Eucgr.L02517|Eucgr.L02517.1                   ------------------------------------------------
GSVIVG01031425001|GSVIVT01031425001           ------------------------------------------------
GRMZM2G133919|GRMZM2G133919_T01               ------------------------------------------------
LOC_Os02g58340|LOC_Os02g58340.1               ------------------------------------------------
PGSC0003DMG400030613|PGSC0003DMT40007866      ------------------------------------------------
Carubv10000350m.g|Carubv10000350m             ------------------------------------------------
Bra006067|Bra006067                           ------------------------------------------------
Bra028579|Bra028579                           ------------------------------------------------
Carubv10025914m.g|Carubv10025914m             ------------------------------------------------
AT5G65620                                     ------------------------------------------------
Bra024401|Bra024401                           ------------------------------------------------
Medtr5g030940|Medtr5g030940.1             966 ---PSLFAT*--------------------------------------
Glyma01g02480|Glyma01g02480.1                 ------------------------------------------------
Glyma09g33490|Glyma09g33490.1                 ------------------------------------------------
Cucsa.273340|Cucsa.273340.1                   ------------------------------------------------
GSVIVG01003850001|GSVIVT01003850001           ------------------------------------------------
Eucgr.I00597|Eucgr.I00597.1                   ------------------------------------------------
Eucgr.I00594|Eucgr.I00594.1                   ------------------------------------------------
28333.t000012|28333.m000566                   ------------------------------------------------
Potri.007G004600|Potri.007G004600.1           ------------------------------------------------
Potri.014G004600|Potri.014G004600.1           ------------------------------------------------
Potri.014G010100|Potri.014G010100.1           ------------------------------------------------
28658.t000001|28658.m000032                   ------------------------------------------------
30484.t000001|30484.m000014                   ------------------------------------------------




