
gi|24308295                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|40255109                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|17552458                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|66810377                                 1 ------------------------------------------------------------	 0-----------------MNS----------------------------
71278|71278                                 1 ------------------------------------------------------------	 0------------------------------------------------
YOR232W                                     1 ------------------------------------------------------------	 0--------MRA-FSAATVRA----------------------------
gi|85082684                                 1 ------------------------------------------------------------	 0-------MLRT-ALTRSSRA----------------------------
Esi0000_0394                                1 ------------------------------------------------------------	 0-MSCA---MRSLFAVAAMLA-----------------------ANEAC
Esi0074_0089                                1 ------------------------------------------------------------	 0------------------------------------------------
CMT423C|CMT423CT                            1 ------------------------------------------------------------	 0--------MD---------------------------------TSGFR
PGSC0003DMG400028115|PGSC0003DMT40007224    1 ------------------------------------------------------------	 0-------MATTNLRTPATTL----RSPSTTVS--ATAY---SSVKPNC
GSVIVG01029905001|GSVIVT01029905001         1 ------------------------------------------------------------	 0--------MATLLRAPFTAP----PPQSLTS----ICT---QSPKAFH
LOC_Os02g39870|LOC_Os02g39870.1             1 ------------------------------------------------------------	 0--------MAALLRTAAALA----PPPSPARD-----P---RRPSSAA
GRMZM2G036590|GRMZM2G036590_T01             1 ------------------------------------------------------------	 0--------MAALLRTAAALV----PPPSSPLS-----A---REPRGRC
GRMZM2G044684|GRMZM2G044684_T01             1 ------------------------------------------------------------	 0--------MAALLRTAAALA----PPPSSPPS-----A---REPRGRC
Bra002101|Bra002101                         1 ------------------------------------------------------------	 0--------MAGLLKTPSLHL----TPSLLHAP-----S---VPFKPFC
Bra023634|Bra023634                         1 ------------------------------------------------------------	 0--------MAGLLKTPSLHL----TPSLLHAP-----S---VPFKPFC
Carubv10001443m.g|Carubv10001443m           1 ------------------------------------------------------------	 0--------MAGLLKTPSLHL----TPTLLHAP-----S---VPFKPFC
AT5G17710                                   1 ------------------------------------------------------------	 0--------MAGLLKTPSLHL----TPTLLHAP-----S---VPFKPFC
Potri.013G067900|Potri.013G067900.1         1 ---------------------------------------------NSPLPLSISPLLSLP	 15HSLCSKTKMATVIKTPPFSA----PRIINN---SSISL---KYANPL
Cucsa.336010|Cucsa.336010.1                 1 ------------------------------------------------------------	 0--------MATLLRTPFFQA----TPPASVSAFS-LSK---STLKPSS
Eucgr.K01549|Eucgr.K01549.1                 1 ------------------------------------------------------------	 0--------MATVATAPATVA----RAPPRAAAVS---L---APATRAR
29818.t000011|29818.m000399                 1 ------------------------------------------------------------	 0--------MATVLKTPPLRA----PLPPRLMYTKNFSL---KSPNPFR
Medtr7g087250|Medtr7g087250.1               1 ------------------------------------------------------------	 0--------MATVLRTPTFRP----SPTLLTTA-----A---TSSNHSR
Glyma03g00840|Glyma03g00840.1               1 ------------------------------------------------------------	 0--------MATVLRTPTFRP----PP--PPRA-----A---KSPKSSR
Glyma19g29841|Glyma19g29841.1               1 ------------------------------------------------------------	 0--------MATVFRTPTFRP----PPPPPPRA-----A---KSPKPSR
Cre07.g341600|Cre07.g341600.t1.2            1 ------------------------------------------------------------	 0------------------------------------------------
Vocar20006878m.g|Vocar20006878m             1 MGQVQYTCMSYDAEERGPMEQVVGLPAYDKYASPCTAVARKPRGAGDPSPGRTKG-----	 55-LLTGARSPSFVFCVRYQRDVHG--PST--ESFI-AHSRLVDQPSLF
83859|83859                                 1 ------------------------------------------------------------	 0------------------------------------------------
Phpat.004G013500|Phpat.004G013500.1         1 ------------------------------------------------------------	 0--------MPAVACTAAMAGTLIQAPRQSIVVSRMASARAFV------
Phpat.012G088500|Phpat.012G088500.1         1 ------------------------------------------------------------	 0--------MAALASSAATAGMIGQAPRQSTVALRMASSRAFV------
GRMZM2G117632|GRMZM2G117632_T01             1 ------------------------------------------------------------	 0------------------------------------------------
GRMZM2G035948|GRMZM2G035948_T01             1 ------------------------------------------------------------	 0--------MAATFC----AG-----PAAS-------------------
LOC_Os04g35180|LOC_Os04g35180.1             1 ------------------------------------------------------------	 0------------------------------------------------
Glyma06g11310|Glyma06g11310.1               1 ------------------------------------------------------------	 0--------MATFLSNQSLLG----SCPC---------STPFS-SKPFQ
Medtr3g073450|Medtr3g073450.1               1 ------------------------------------------------------------	 0--------MATSLYQ-SLL-----ACSSSSS-SSSSSSSSFS-SK--S
GSVIVG01008951001|GSVIVT01008951001         1 ------------------------------------------------------------	 0--------MAFSLSNHLLFT----P----------KPSKTLA------
29908.t000005|29908.m005954                 1 ------------------------------------------------------------	 0--------MAVSFSNHSLLA----PPRLSPS-FSAKPPKTLE-TKS--
Potri.002G090000|Potri.002G090000.1         1 ------------------------------------------------------------	 0--------MAISLFNYTLLA----PPRLSAS-FSSKPSITLE-TK---
Potri.005G171200|Potri.005G171200.1         1 ------------------------------------------------------------	 0--------MAISLSNHTLLA----PPRLSASSFSSKPSKTKT-SSL--
Cucsa.381320|Cucsa.381320.1                 1 ------------------------------------------------------------	 0--------MAAFALSNYTLF----SPRPS-SPFLSSSSKTLD-SSSSF
Eucgr.F04384|Eucgr.F04384.1                 1 ------------------------------------------------------------	 0--------MAVFISSRAVLV-----PRLSPSPS-----------CPAS
Bra036775|Bra036775                         1 ------------------------------------------------------------	 0------------------------------------------------
Carubv10009969m.g|Carubv10009969m           1 ------------------------------------------------------------	 0--------MAI----SFVID-----PSIAPCFSFSS-------PSSSR

gi|24308295                                 1 ------------	 0-------------------MAAQCVRLARR---------SLPAL--------ALSLRPSP	 24RLLCTATK--------------------QKNSG
gi|40255109                                 1 ------------	 0-------------------MAVRSLWAGRL------RVQRLLAWSA------AWESKGWP	 29LPFSTA-T--------------------QRTAG
gi|17552458                                 1 ------------	 0-----------MLRKGV-S------FVGQA------VQQT-LKTQK---------NLRIQ	 26RFSATASQSSEEVNY------------EIRKDG
gi|66810377                                 4 ------------	 3-----------LIRRGLVS----------I------RTST-VIKPS------SFGLMRNN	 29RFYSTEN------NQ------------EAAKP-
71278|71278                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
YOR232W                                    12 ------------	 11-----------TTRKSFIPMAPRTPFVTPS------FT-------K------NVGSMRRM	 41RFYSDEA------KS------------EESKE
gi|85082684                                13 ------------	 12-----------LC--SGARVAAQRPIASQI------FQMQ-AARTA------APQLRSAA	 46RWYSAEA------EG------------EKKAD
Esi0000_0394                               22 AF----------	 23----VHPAGL-------TSLAGRSVAAPACT------------SVE-------RSSRRWD	 53K-----------------------AQQLDAGN
Esi0074_0089                                1 ------------	 0----------------MRSATTSTLFRGAQRTRGTPLLSPGALRTS------GYRERGVH	 38LMMAAEPSEDSVAEAAA--AAAAAAEEPSISEG
CMT423C|CMT423CT                            8 LV--------AF	 11VPITVRGAGT-LTRRCFRVQGQSPVSFDRSRTYGKCTRL-------AFA--RARSNNGYV	 61M-ALGGDAGPKKREQQP-ASEAQPSEPPSNHD
PGSC0003DMG400028115|PGSC0003DMT40007224   33 IT---------F	 35LSYSRCGQR------------QTPLLPRRCR-----IHH-SANSIVQFQH---RSVEKFV	 74IFASNEDVAEAAETETLEPQQVDESEQEENLD
GSVIVG01029905001|GSVIVT01029905001        30 LP---------L	 32TR-----RC--------------ALNASRL------------TSSLRFSPILHIRFLRFD	 61PFASNGEATETQ---EV-----QDSEIEENSD
LOC_Os02g39870|LOC_Os02g39870.1            29 SS---------L	 31AFARRAAARP---------LRAQPLLPPAA------------RRVPGFVAGPLLRRRPRV	 70GATEADEAAQTATEEDS-------------ET
GRMZM2G036590|GRMZM2G036590_T01            29 LR---------L	 31ACSRRAPVRQ---------LRAWPLPTPHV------------FGRS---G----GRFRRL	 63SVTEAEEAAQTAAQEDP----------ETEVT
GRMZM2G044684|GRMZM2G044684_T01            29 LR---------L	 31ACSRRAPVRP---------LRAWPLPTPHV------------FCLA---G----GRLRRL	 63GATEADEAAQTATQEDL----------ETEVT
Bra002101|Bra002101                        29 VS---------F	 31AGGRNTSV-----------------SLSRR------------ASLRSVSGGYPLRLLNFV	 62PFAS-GEAETTETEVES-----SEPEVQE-TD
Bra023634|Bra023634                        29 VS---------F	 31AGGRNTSV-----------------SLSRR------------ASLRSVSGGYPLRLLNFA	 62PFAS-GESETTETEVES-----NEPQVQE-TD
Carubv10001443m.g|Carubv10001443m          29 VS---------F	 31AGGRNTSV-----------------SLSRR------------ASLRSVSSGYPLRLLNLV	 62PFAS-GEAETTETEVES-----NEPEVQE-TD
AT5G17710                                  29 VS---------F	 31AGGRNVSV-----------------SLSRR------------ASLRSVSSGYPLRLLNLV	 62PFAS-GEAETTETEVES-----NEPEVQE-TD
Potri.013G067900|Potri.013G067900.1        53 CLS---------F	 56SHNN--NRS--------------IPNFSLA------------KNSLRFPTKPSLRFVKFV	 88PFSSQGETETTETEETI-----QEPEIEDSS
Cucsa.336010|Cucsa.336010.1                33 LS---------F	 35-------TT--------------SHSFICC------------FNSSKFSTRPPSLRFPKR	 62PFASSGETEISELEEEV-----RDSEAEDSSV
Eucgr.K01549|Eucgr.K01549.1                31 VS---------F	 33R------RR--------------SLFAPAR------------VASVALSGISPLRFAGFV	 61PFAAADDVGATETEEEV-----VEPQVEGDAD
29818.t000011|29818.m000399                34 LP---------I	 36RYKSISTTA--------------TTTKLTS------------TNSLQLAAKSSLRFVKLV	 70PFASEGETKTTQTEETV-----QEPEIQDSSD
Medtr7g087250|Medtr7g087250.1              29 TS---------R	 31V----SVAS--------------SRRRPSP------------LKSHRFSSIPTLRFAKLV	 61PFAFDGDTEAPQVQDSP------EVQVLDSTD
Glyma03g00840|Glyma03g00840.1              27 FA---------V	 29VSFRQSTTC--------------GRKPSSL------------LSSLPFPNVPSLRFVRFV	 63PFAFDGDTEAPQVQE-P------EVQVLDPSD
Glyma19g29841|Glyma19g29841.1              29 FT---------V	 31ASFGQSTTC--------------RRKPPSL------------LSSLRFPTVPSPRFVRFV	 65PFAFDGDTEAPQVQE-P------EVQVLDPSD
Cre07.g341600|Cre07.g341600.t1.2            1 ------------	 0--------------------MQLLSSRPACVALPRSVQ--RA-AAKP-MVARAPVARRFV	 36ATRAAEEA-------------------------
Vocar20006878m.g|Vocar20006878m            97 CKLPTGDGVRYIL	 109LPLAKRPGRNSIELLTYYNIMQLFAARQSFGTLGRPTAQPRAASVRPVHAARASVNRRRV	 169LLRAAEVQ---------------------
83859|83859                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Phpat.004G013500|Phpat.004G013500.1        35 ----------PA	 36QFGAQCFRWR----------------------------G-V----VQVQS-FRYRRLVFV	 62A----RNSAQTDAKKTEEVAE---------KK
Phpat.012G088500|Phpat.012G088500.1        35 ----------PA	 36QFGVQCLRWR----------------------------G-R----VQVQS-SHYRRPVFV	 62A----QNSAQTEETEVGEDVE---------TN
GRMZM2G117632|GRMZM2G117632_T01             1 ------------	 0--MSNEMGRE-------------------TN----HLKMPRFSVGSSCHA-FHFDEMCFI	 34KF----------HQN------------------
GRMZM2G035948|GRMZM2G035948_T01            13 ------------	 12-AAVNPSSAG-------------------CR----PQNLTRAAVLSACWR-PSRPTPAFV	 47SLRRPNAELRPLRVA-----------------
LOC_Os04g35180|LOC_Os04g35180.1             1 ------------	 0------------------------------------------------------------	 0-MPRRRRSVPP-----------------------
Glyma06g11310|Glyma06g11310.1              27 TL--------KP	 30QILSF-PSRG--------------------------FPRPL----I-----SSV--NRRT	 52QLKSSQDFPPTTNDETEE--------------
Medtr3g073450|Medtr3g073450.1              31 PK--------PP	 34NFVHF-PSRP--------------------------FYASNTILGF-----PTL--NSTS	 60SLFASKDSFPTTNDKTDE--------------
GSVIVG01008951001|GSVIVT01008951001        21 ------------	 20----LHPPHP-------------------SK----PILGFRLSTSSP------ILRRSFK	 47PFLALQDSTPYTNNEEE-GSR-----------
29908.t000005|29908.m005954                33 ----------IL	 34LPLQFHHSK---------------------L----HLSNSTISNSSPVTN-NHIERRSFK	 68AYLATDDSSPDTNNEEG-SDQ-----------
Potri.002G090000|Potri.002G090000.1        32 ----------TP	 33SPLHQMPLRQ-------------------CK----PINASLLSSSSPIPI-NNIKRRSLK	 69TYLAPEDSAPTTNGKEE-NNE-----------
Potri.005G171200|Potri.005G171200.1        34 ----------PL	 35QPLLHRPLRL-------------------CK----PINASLLPNSSPIPI-NCKNRRSLK	 71AFLAPQDSVPTPI-------------------
Cucsa.381320|Cucsa.381320.1                35 HQ--------PL	 38PLLHNPRHRS--------------------R-----LYD-PLFSFSPTSS-SSPLTRPFA	 71SCLSAHNSVANVNNEEDDGKA-----------
Eucgr.F04384|Eucgr.F04384.1                25 RQ--------PI	 28SPLRGCGQWE--------------------T----CVGL-PAALPSSRSI-RARRSRPFP	 62GCRLASAPYSAHS-SKSGGTE-----------
Bra036775|Bra036775                         1 ------------	 0------------------------------------------------------------	 0----------------------------------
Carubv10009969m.g|Carubv10009969m          25 TL--------PL	 28RNLRFHGSRP--------------------S----P---------LSSPL-ISKPNRKFP	 54IF----------A-SS----------------

gi|24308295                                38 Q--------------------------	 38-NLE---------------ED---M-------GQSEQKA-DPPATEKTLLEEKVKLEE--	 69-Q-LKETVEKYKRALAD
gi|40255109                                42 E--------------------------	 42-DCR--------------------S-------EDPPDEL-GPPLAERALRVKAVKLEK--	 71-E-VQDLTVRYQRAIAD
gi|17552458                                48 K--------------------------	 48-RLR----------GADYEEIVLTS-------IAGEDKTQIPKGAFDVLLKEYDDLQA--	 88-E-SLDFKDKYQRSLAE
gi|66810377                                44 ---------------------------	 43---E-----------------------------ETENKP-----APGSLEETIEKLKE--	 64-E-LEETKKQLLYTAAD
71278|71278                                 1 --------------------------	 0-----------------------------------------------EKDSIIEEKDE--	 11-L-VKELKDSVLRGLAELE
YOR232W                                    56 ----------------------------	 55---------------------------------NNEDLT-EEQSEIKKLESQLSAKTK--	 79-E-ASELKDRLLRSVA
gi|85082684                                61 ----------------------------	 60---E-----------------------------GAEQKE-GETDEVAALKKQLEAKDA--	 85-E-AREWKDKCLRTVA
Esi0000_0394                               63 GD-----GGSSGEQPAGPFSSWVKK---	 82TAGRFGRGPFSRAAKKDEVDDLLNSD------AFLNKKVEMLQKQINATQADIVTAQAQA	 136DEQWAEWGPQVQRLE
Esi0074_0089                               70 EEAVEDEASGGGDVETEVVAEEGEG--	 94KEGE-------------KKDEEEEEE--VDPMAEVKQQIKDLEKELMKEENRLRDVQD--	 137-SVQEKGQMGFLRMAA
CMT423C|CMT423CT                           92 GAKGADAAASSQAENETHLTHEETTG--	 117-------------EQEGEEEAMEGED-LLNSPPFLKRKIEILEKELQSLREELEAARK--	 161-A-ADSERDSVLRL
PGSC0003DMG400028115|PGSC0003DMT40007224  107 GAAS----------------EEASDEDD	 118NAAAEETLSVVATSLQLYRDALANND--DSKVAEIEISLKSIEDEKIELQTKVASLTE--	 174-E-LSSERDRVLRI
GSVIVG01029905001|GSVIVT01029905001        86 GYIGGAEDATSD--------SDAPDSDA	 105PNAEEEPASGIIVALRSYKEALVSND--ESKAAEIEAFIKFIEDEKIDLEKKVAALSE--	 161-E-LSSDKERILRI
LOC_Os02g39870|LOC_Os02g39870.1            90 GE--------------------TGADDA	 97AAATEETPSVIVTALQSYKEALINDD--ETKVAEIEDFLFSIEEEKNSLLSKISTLGA--	 153-E-LTTERDRILRIS
GRMZM2G036590|GRMZM2G036590_T01            86 GE--------------------SAADDS	 93AGSTDETPSIIVTTLQSYRVALINDD--DAKAAEIESFLLSIEDEKNSLLNKITALDV--	 149-E-LATQRERILRIS
GRMZM2G044684|GRMZM2G044684_T01            86 GD--------------------SAADDS	 93AGSTDETPSIIVTTLQSYREALINDD--EAKAAEIESFLLSIEDEKNSLLNKITALDA--	 149-E-LATQRERILRIS
Bra002101|Bra002101                        88 GAEGEN----------------------	 93AGAEEEEAAVTIALLSSYKEALAENN--EEKIAEIEASLQSIEDAKFQLQEKVATLSN--	 149-E-LSVERDRLIRIS
Bra023634|Bra023634                        88 GAVGVESE--------------DTSTE-	 100---EEGEAAVTIALLSSYKEALAENN--EEKIAEIEASLKSIEDEKFQLEDKVASLTN--	 153-E-LSVERDRLIRI
Carubv10001443m.g|Carubv10001443m          88 GAVGVESE--------------NVVAEE	 101GEAEEEDAAVITALLNSYKEALAENN--EGKIAEIEASLKSVEDEKFLLADKVASLSS--	 157-E-LSVERDRLIRI
AT5G17710                                  88 GAVDVENE--------------NASAEE	 101GEAEEEEAAVITALLKSYKEALADNN--EGKIAEIEASLKSIEDEKFLLADKVASLSN--	 157-E-LSVERDRLIRI
Potri.013G067900|Potri.013G067900.1       115 DGAVEVEDAASSE--------EVASSEEV	 135ADAE-DTSSVVMASLRSYKEALASND--ESIIAEIEAFLKSVEDEKIDNERKVASLTE--	 190-E-LSIEKERVLR
Cucsa.336010|Cucsa.336010.1                90 SYTGVEDATSDN--------D-ISDDSE	 108VNTEDSTQSVIVAALQSYKQALADND--GAQMVEIESFLKSIEDEKLAVERKLSSLIE--	 164-E-LSVEKDRVLRI
Eucgr.K01549|Eucgr.K01549.1                89 GAVVSEDG--------------AAADEI	 102TDTEEKAASAVLISLQSYKEALASND--ESKVAEIEAFLKSIEDEKSALESKVSRLSA--	 158-E-LSVERDRILRI
29818.t000011|29818.m000399                98 GAVEVEDGAGEVEGGVGEVEEITSGEEV	 125ADVEETTSSIILTSLRSYREALASND--EARIAEIEAFLKSVEDEKNDLGRKVASLIE--	 181-E-LSTEKDRVLRI
Medtr7g087250|Medtr7g087250.1              88 GAADVEES--------------TGDDEV	 101SDAGEIPASPLIVLLQSYKEALANND--SVKVAELESSLKSIDDEIVGLEGKIASLSE--	 157-E-LSIEKDRKLRI
Glyma03g00840|Glyma03g00840.1              89 GAVGVNDS--------------ASDNEV	 102SDADETFASPFLLLLQSYKEALANND--EVKIAELESSLKSVEDEKIELEVKIASLSE--	 158-E-LSVEKDRILRI
Glyma19g29841|Glyma19g29841.1              91 GAVGVNDS--------------ASDNEV	 104SDADETFASPFLVILQSYREALANND--EVKIAELESSLKSIEDEKIELEGKIASLSE--	 160-E-LSIEKDRILRI
Cre07.g341600|Cre07.g341600.t1.2           45 -----------------------EAAA	 48APAEEAAATPLERAKKALDSETLDKDVLTAALAELEAEMGRLQSAANEANDRAKSLEA--	 106-S-LASAKDQYLRLNA
Vocar20006878m.g|Vocar20006878m           178 ---------------------------DAPA	 181EAADAPTLSPLDRAKKALEDGSLDKEVLSGCLAELELEMERMRAEASATMERASALEA--	 239-S-ANSAKDQY
83859|83859                                 1 ----------------LEDTTSQVNG	 10SEPTEVSASVIEVLLRNYSEAVLGND--QAAMSTIQAELEVIQKERDSLSQLVANLTE--	 66-E-SALAKERLLRLNADF
Phpat.004G013500|Phpat.004G013500.1        82 G------------------EAQVDNVSE	 91ASAAEETSSSIKSLLEAYREAVAVND--EEAITDVESQLEAIAIERDSLAENANALIG--	 147-E-VSTNKDRYIRLN
Phpat.012G088500|Phpat.012G088500.1        82 E------------EALAEEESASNDASQ	 97SPAAEEQSSSIKSLLEAYREAVAADD--EGAISDVESQLEAIANERDSLGLKVNSLIE--	 153-E-ISTNKDRYLRLN
GRMZM2G117632|GRMZM2G117632_T01            40 --------------------DYVAAGC	 46QRLNGEDFRPMNDLIQLYMTAFLEGN--NEVLGVVEKAIAAVEKENSRVAYQLESITT--	 102-E-INSGKEKFIRLNA
GRMZM2G035948|GRMZM2G035948_T01            63 ---------------------AGSGVDP	 69KVVNGEDFPPMKDLIQLYRTAFLEGN--EEVLGVVEKAITAVEKEKSTIASQFESITT--	 125-E-ITSGKEKFIRLN
LOC_Os04g35180|LOC_Os04g35180.1            11 -------------------PLTPSFM	 17QVVNGEDFPPMKDLLRLYKKAFLDGN--DEALGGIESAIIAIEKERSNSAAQYESIAT--	 73-E-ITSGKDKFLRINADL
Glyma06g11310|Glyma06g11310.1              71 -------------------TQNDVRGTN	 79DDEDKKQVPSLMILLEAYKEAFFNGD--QNTVAQIEEGIYSIANRKNKLIQKLSSLSA--	 135-D-KAASKKSYLRLQ
Medtr3g073450|Medtr3g073450.1              79 --------------------------TR	 80NGEDKQDLPSLLVLIKAYKKAFLNSD--RKTALLIEEIIHSKANERNKLIQKASTLSV--	 136-D-KVSCKEQYLRLQ
GSVIVG01008951001|GSVIVT01008951001        68 ------------------Y---DVKTSK	 74SEADQKPLSVLKSLIKAYKDAVLDGD--EKAVSEIEAMIDTIESEKAELAQKVSALSA--	 130-E-ITSGKEKYIRLQ
29908.t000005|29908.m005954                89 ------------------N---DKKALQ	 95KQTDAKHLPSLTKLINIYKEAILLGD--ERTVTDIEARIKIIENTNYELVQKVSDLST--	 151-E-ITSGKEKYIRLQ
Potri.002G090000|Potri.002G090000.1        90 ----------------------------	 89IQEGQKRGPSLKNLMKIYRQAIFYGD--EKTILDIEAKVATIEKENHEFLQKVSSLSA--	 145-E-ITSGKEKYIRLQ
Potri.005G171200|Potri.005G171200.1        85 ----------------------------	 84--YRQKRGPGLKNLLKIYRQSISCGD--EKTMLDIEAKIGIIEKENNESVKKVSPPSA--	 138-E-ITSGKEKCIRLQ
Cucsa.381320|Cucsa.381320.1                93 ------------------MEKD------	 96--GYKFDGSGLQTLIEVYREAFLDGD--QKTVSEVEARIKIIGREKDELSRKLMNIST--	 150-E-MTSGKEKYIRLQ
Eucgr.F04384|Eucgr.F04384.1                83 ------------------TSSEGMKSSG	 92PSENIAESVSLNNLIEVFREAFLSGD--EKTVDEVEARMCSIEVLRKQLVEQVSTLSE--	 148-E-MTSGKENYIRLQ
Bra036775|Bra036775                         1 --------------------------	 0---------------------------------------------------------M--	 1-K-IASEKDTKIRLQADFDN
Carubv10009969m.g|Carubv10009969m          60 ------------------------PSNS	 63EEANSKYPTDVKSLIRVYKEALFNGD--ESSVVEIERMFCRIEKEKNKMDQKVLSLSM--	 119-K-IASEKEMKIRLT



gi|24308295                                85 TENLRQRSQKLVEEAKLYGIQAFCKDLLEVADVLEKATQCVPK	 127EEIK-----DDNPHLKNLYEGLVMTEVQIQKVFTKHGLLK-LNPVGAKFDPYEHEALFH-	 18
gi|40255109                                87 CENIRRRTQRCVEDAKIFGIQSFCKDLVEVADILEKTTECISE	 129ESEP----EDQKLTLEKVFRGLLLLEAKLKSVFAKHGLEK-LTPIGDKYDPHEHELICH-	 18
gi|17552458                               104 TENVRRRGIKQTDDAKVFAIQSFCKDLLEVSDILDIAVKSVKP	 146EDLE-----SGGKALKDLFEGVSMTRTVMAKTFAKHGLVT-VDPTNEKFDPNLHEAVFQ-	 19
gi|66810377                                80 RENVRRFAKEDNEKAKKFGIQSFTKELLEVVDQLEMATNLFPK	 122EKL------DENKELKDLHEGVKMTEQLFLKIMGNQGLQR-FNPIGEKFDFNNHHAIFE-	 17
71278|71278                                29 NYRERAKREQESSRKFAVQSFSKDLLDVSDNLSRALSSVGQ	 69PKDA----EEAKKLLDTLLAGVKMTEKQLMQVLKKYGVER-FDPTGEPFDPNVHLAVCE-	 123--
YOR232W                                    94 DFRNLQQVTKKDIQKAKDFALQKFAKDLLESVDNFGHALNAFKE	 137EDL------QKSKEISDLYTGVRMTRDVFENTLRKHGIEK-LDPLGEPFDPNKHEATFE-	 1
gi|85082684                               100 DFRNLQERTARDVKQAKDFAIQKFAKDLVESVDNFERALSVVPQ	 143DKLKSEEQSEHLKDLVNLYEGLKMTESILLSTLKKHGLER-IEPEGEVFNPNEHEATFM-	 2
Esi0000_0394                              152 KEFSALKGRGGEARTQAYNKGKAEAINNILGVADNFERAAGAISA	 196ETDG-------ERAVVAYYKDT---YDNMMKCLEGLDLVE-VDTIGAPFDYNIHNAIMR-	
Esi0074_0089                              153 QVDNFRKSSGAGTGDYEADAKAAVLRAMLPAFEPFEAAEEALNL	 196ATET-------EVKYNKSYQAL---YRQLKDVFTKIGATDFFGVVGEKFVYTRHEKASE-	 2
CMT423C|CMT423CT                          174 SADFDNFRRRVAREKQQEELRGRMRAVQQLLPAIDNFDRAAQTLKP	 219QSEE-------AQKVHQNYQVL---CKQVLDAFAKIGVET-LDPVGMQFDPKIHEAIQR-
PGSC0003DMG400028115|PGSC0003DMT40007224  187 SADFDNFRKRTDRERASLVTNAQGEVVEKLLSVMDNFERAKMQIKV	 232ATEG-------EEKISNSYQSI---SKQFMEILGSLGVEP-VETVGKPFDPLASSRVGSK
GSVIVG01029905001|GSVIVT01029905001       174 SADFDNFRKRTDRERLSLVTNAQGEVLENLLPVLDNFERAKAQIKV	 219ETEG-------EEKINNSYQSI---YKQFVEILGSLGVTP-VETIGNPFDPLVSFRAGSK
LOC_Os02g39870|LOC_Os02g39870.1           167 ADFDNYRKRVEREKLSLMTNVQGEVIESLLPVLDNFERAKTQIKV	 211ETEQ-------ETKINDSYQSI---YKQFIDILNSLGVED-VETVGKPFDPMLHEAIMR-	
GRMZM2G036590|GRMZM2G036590_T01           163 ADFDNFRKRTENEKLNMMENVQGELIESFLPVLDNFERAKMQIKV	 207ETEG-------EEKINNSYQSI---NKQFIEILNSLGVED-VETVGKPFDPMLHEAIMR-	
GRMZM2G044684|GRMZM2G044684_T01           163 ADFDNFRKRTENEKLNMMENVQGELIESFLPVLDNFERAKVQIKV	 207ETEG-------EEKINNSYQSI---YKQFIEILNSLGVED-VETVGKPFDPMLHEAIMR-	
Bra002101|Bra002101                       163 ADFDNFRKRNERERLNLVSNAQGEVVENLLAVLDNFERAKSQIKV	 207ETEG-------EERVTNSYQSI---YKQFVEILGSLGVVT-VETVGKQFDPMLHEAIMR-	
Bra023634|Bra023634                       166 SADFDNFRKRTERERLNLVSNAQGEVVESLLAVLDNFERAKSQIKV	 211ETEG-------EEKVTNSYQSI---YKQFVEILGSLGVVT-VETVGKQFDPMLHEAIMR-
Carubv10001443m.g|Carubv10001443m         170 SADFDNFRKRTERERLNLVSNAQGEVVENLLAVLDNFERAKSQIKV	 215ETEG-------EEKVTNSYQSI---YKQFVEILGSLGVTH-VETVGKQFDPMLHEAIMR-
AT5G17710                                 170 SADFDNFRKRTERERLNLVSNAQGEVVENLLAVLDNFERAKSQIKV	 215ETEG-------EEKVTNSYQSI---YKQFVEILGSLGVIH-VETVGKQFDPMLHEAIMR-
Potri.013G067900|Potri.013G067900.1       202 ISADFDNFRKRTERERLSLVTNAQGEVVENLLSVLDNFERAKTQIKT	 248ATEG-------EEKINNSYQNI---YKQFMEILVSLGVVP-VETIGKPFDPMLHEAIRL
Cucsa.336010|Cucsa.336010.1               177 SADFDNFRKRTERERLSLVKNAQGEVVETLLGVLDNFERARAQIKV	 222ETEG-------EEKINQSYQSI---YKQFTEILGSLGVVP-VETIGKPFDPLLHEAIMR-
Eucgr.K01549|Eucgr.K01549.1               171 SADFENFRRRTERERLSLVTNAQGEVVENLLPVLDNFERAKAQIKV	 216ETEG-------EEKINNSYQNI---SKQFIEILGSLGVVP-VETVGTPFDPLLHEAIMR-
29818.t000011|29818.m000399               194 SADFDNFRKRTDRERLSLVSNAQGEVVENLLPVLDNFERAKAQIKL	 239ETEG-------EEKINNSYQSI---YKQFVEILGSLGVVP-VETIGNPFDPLLHEAIMR-
Medtr7g087250|Medtr7g087250.1             170 GADFDNYRKRTDRDRLSLVTNAQGEVVESLLPVLDNFERAKAQIKV	 215ETEG-------EEKINNSYQSI---YKQFIEILNSLGVEP-VDTVGNPFDPMLHEAIMR-
Glyma03g00840|Glyma03g00840.1             171 SADFDNFRKRTERDRLSLVTNAQGEVVESLLPVLDNFDRAKTQIKV	 216ETEG-------EEKINNSYQSI---YKQFIEILNSLGVEP-VETVGTPFDPLLHEAIMR-
Glyma19g29841|Glyma19g29841.1             173 SADFDNFRKRTERDRLSLVTNAQGEVVESLLPVLDNFERAKTQIKV	 218ETEG-------EEKINNSYQSI---YKQFNEILTSLGVEP-VETVGTPFDPLLHEAIMR-
Cre07.g341600|Cre07.g341600.t1.2          121 DFDNFRRRTREESAALTDSVRGDVIKEMLPIVDNFELARTQVKA	 164ETEA-------EQKINNSYQGL---YKQMVDLMRTQGVEA-VPTTGTPFDPNIHDAIMR-	 2
Vocar20006878m.g|Vocar20006878m           249 VRLTADFENFRRRTREENAQLTDNVRGDVIKELLPIVDNFELARTQVKA	 297ETEG-------EAKINNSYQGL---YKQMVDMMRSLGVEA-VPTTGTAFDPNIHDAI
83859|83859                                83 DNFRKRSGREKDSLRETVKGDVVESLLPMIDNFERAKGAIKA	 124ETDG-------ERKIDSSYQGI---YKQFVDIMKSLGVKV-IDTVGKEFNPELHEAIMR-	 172
Phpat.004G013500|Phpat.004G013500.1       161 ADFDNYRKRSERDRLATAGNIRGEVVESLLPIVDNFERAKTSIKT	 205ETEG-------EQKIDNAYQSI---YKQFVEIMKSLGVVA-IETVGKSFDPNLHEAIMR-	
Phpat.012G088500|Phpat.012G088500.1       167 ADFDNYRKRSERDRLATAGNVRGEVIESLLPMVDNFERAKTSIKT	 211ETEA-------EQKIDNAYQGI---YKQFVEIMKSLGVVA-VETVGKPFDPNLHEAIMR-	
GRMZM2G117632|GRMZM2G117632_T01           117 NLENFRKQAEKDGAKFTSNIRVDVVQSLLPLVDSFEKTKLENTP	 160GTEK-------EQMVSTSYQGI---YKQLVETLRYLGVGV-VETVGNPFDPLVHEAISR-	 2
GRMZM2G035948|GRMZM2G035948_T01           139 ADLENFRKQTEKDRAKLTSNIRVEVVQSLLPLVDSFEKTNLENTP	 183ETEK-------EQKISASYQGI---YKQLVETLRYLGVGV-VETVGKPFDPSVHEAISR-	
LOC_Os04g35180|LOC_Os04g35180.1            90 ENFRKQTEKERARFTSNIQVDVVQSLLTLVDSFEKVNQEITP	 131ETDK-------EQTISTSYQGI---YKQLVETLRSLGVGV-VETVGKPFDPSIHEAIAR-	 179
Glyma06g11310|Glyma06g11310.1             149 ADFDNFRKRTDKERLNIQSDAQQQVIEKLLLMVDNFERTQQQIKA	 193ATEK-------EKKIGVSYQGI---YKQFVEVLRNHNVSV-VATVGKPFNPLQHEAVAR-	
Medtr3g073450|Medtr3g073450.1             150 ADFDNFRKRCEKERISIQSDAQQEFVKKLLLMVDSFERVKQQIEA	 194ETEK-------EKKIDASYQSL---YKQFVETLRSHHVSV-VATVGKPFNPLLHEAVGR-	
GSVIVG01008951001|GSVIVT01008951001       144 ADFDNFRKRSEKERLTVRTDAQGEVVESLLPMIDNFERAKQQIKP	 188ETEK-------EKKIDTSYQGI---YKQFVEIMRSCHVAA-VATVGKPFDPALHEAIAR-	
29908.t000005|29908.m005954               165 ADFDNFRKRSEKERHTIRSDAQGEVIESLLPMVDSFERAKQQIKP	 209ETEM-------EKKIDTSYQGI---YKQFVEIMRSLQVAV-VATVGKPFDPSLHEAIAR-	
Potri.002G090000|Potri.002G090000.1       159 ADFDNFRKRSDKERVNIRSDAQGEVIESLLPMVDSFERAKQQIQP	 203ETEK-------EKKIDSSYQGI---YKQLVDIMRNLQVAA-VPTVGKPFDPSLHEAIAR-	
Potri.005G171200|Potri.005G171200.1       152 ADFDNVRKRTEKEKLNIRSDAQGEVIESLLPVVDSFERAKQQVQP	 196ETDK-------EKKIDTGYQGR---YKHFADMMRSLQVAA-VPTVGKPFDPSLHEAIAR-	
Cucsa.381320|Cucsa.381320.1               164 ADFDNFRKRSEKEQHTVKNNAQKEVLESLLPMIDHFDKARQQIVP	 208QTDK-------EKKIDISYQGI---YKQFVETLRSWRVSA-VATVGRPFDPSLHEAVAR-	
Eucgr.F04384|Eucgr.F04384.1               162 ADFDNYRKRSEKERLTISSNAQRELIESLLPMVDNFERAKQQIKP	 206ETDE-------EKKIDASYQGI---YKQFVEVMRSLHVSA-IASLGKPFDPLQHEAIGR-	
Bra036775|Bra036775                        20 TRKKLDKDRLSTESNAKVQVMKSLLPLIDSFESARQQIRP	 59DTET-------EKKIDTSYQGI---YRQFVEVLRHLRVKA-IPTVGKPFDPLLHEAISR-	 107---
Carubv10009969m.g|Carubv10009969m         133 ADFENTRKKLDKDRLSTESNAKVQIMRSLLPLIDSFEKAKLQVSV	 177DTEK-------EKKIDTSYQGI---YRQFVEVLRHLRVAA-IATVGKPFDPLLHEAISR-	

gi|24308295                               181 0----TPV-E-GKEPGTVALVSKVGYKLHG--------------RTLRPALVGVVKEA---	 217---------------------------------------------
gi|40255109                               184 3----VPAGV-GVQPGTVALVRQDGYKLHG--------------RTIRLARVEVAVESQRR	 224L--------------------------------------------
gi|17552458                               200 9----IPSANAKQPVGHIEVCTKIGYSLKE--------------RPIRPAQVGVVSK----	 237---------------------------------------------
gi|66810377                               175 4----LNDPT--KENNTVGHVVKQGYKLHD--------------RLVRPAMVGVNKIKPQ-	 213---------------------------------------------
71278|71278                               124 --IADPS--KPAGTVANVFKVGYLLHE--------------RVLRPAEVAVVKAVE--	 161------------------------------------------------
YOR232W                                   190 89----LPQPD--KEPGTVFHVQQLGFTLND--------------RVIRPAKVGIVKGEEN*	 228--------------------------------------------
gi|85082684                               202 01----APMPD--KEHNVVFHVQQKGFKLNG--------------RVLRPAQVGVVKNK---	 238--------------------------------------------
Esi0000_0394                              245 244----ENTDE--FPEDVVCKVFQKGYQVGD--------------TLVRPAMVAVAVPP*--	 281-------------------------------------------
Esi0074_0089                              246 45----EHNPV--MKEGLIIKCVSPGLELKK--------------NVIRKAVCVVSLGPEKE	 285EPEEETAPAAAAAVAAEGEAAAEAEEPPPMRDAGVDAAAPEGEQ
CMT423C|CMT423CT                          268 	 267----VESTE--HPEGYITHVFQKGYIMRDVHAGQATQEGAVESTLIRAAVCAVSMGPGPG	 321PAAPASSEGASAAETDL--------NA----TETPDDDTPTG
PGSC0003DMG400028115|PGSC0003DMT40007224  282 	 281FSRIIDELF--QKLSNFYSVFRKTST*---------------------------------	 305------------------------------------------
GSVIVG01029905001|GSVIVT01029905001       269 	 268FSLSACSMK--QLCGRIPQSLKKM*-----------------------------------	 290------------------------------------------
LOC_Os02g39870|LOC_Os02g39870.1           260 259----EESVE--YEEGVILQEFRKGFKLGE--------------RLLRPAMVKVSAGPGPE	 299KPVYDDPAMVEDSVAPQ--------KVKEAEDDGFDDDNAE*-
GRMZM2G036590|GRMZM2G036590_T01           256 255----EESSE--YEEGIILQEFRKGFKLGE--------------RLLRPAMVKVSAGPGPE	 295NSGDDDPTVVEDSVAPQ--------KVEDVEEDGFDDGDAE*-
GRMZM2G044684|GRMZM2G044684_T01           256 255----EESSE--FEEGIILQEFRKGFKLGE--------------RLLRPAMVKVSAGPGPE	 295KFGDDDPTAVEGSVAPQ--------KVDEVEDDGFGAGDAE*-
Bra002101|Bra002101                       256 255----EDSAE--YEEGIVLEEYRKGFLLGE--------------RLLRPSMVKVSAGPGPE	 295KAGEGEGEEAIAQ------------------------GSAEGA
Bra023634|Bra023634                       260 	 259----EDSAE--YEEGIILEEYRKGFLLGE--------------RLLRPSMVKVSAGPGPE	 299KTQEA*------------------------------------
Carubv10001443m.g|Carubv10001443m         264 	 263----EDSAE--YEEGIVLEEYRKGFVLGE--------------RLLRPSMVKVSAGPGPE	 303KPGEAEGEEASAQ------------------------GNSEE
AT5G17710                                 264 	 263----EDSAE--YEEGIVLEEYRKGFLLGE--------------RLLRPSMVKVSAGPGPE	 303KPLEAEGEEATAQ------------------------GSAEE
Potri.013G067900|Potri.013G067900.1       297 -	 296----LCVR---IQMHLKKVLYLKNIARGS--------------SLVTGSCVHQW*-----	 329-----------------------------------------
Cucsa.336010|Cucsa.336010.1               271 	 270----EDSTE--FEEGIILDEFRKGFLLGD--------------RLLRPSMVKVSAGPGPE	 310KSDETAPAEKLDSSEEF-------------AN-------SES
Eucgr.K01549|Eucgr.K01549.1               265 	 264----EESTE--YEEGIILQEFRKGFKLGE--------------RLLRPSMVKVSAGPGPA	 304KPEAAPATEEESNDA----------------EEVPVEGSAET
29818.t000011|29818.m000399               288 	 287----EDSTE--FEEGIILQEFRKGFKLGD--------------RLLRPSMVKVSAGPGPA	 327KPEQAESSAEVETAG-----------------ETSQEGSPEP
Medtr7g087250|Medtr7g087250.1             264 	 263----EDSDE--FEDGIILQEFRKGFKLGD--------------RLLRPSMVKVSAGPGPA	 303KPEQEVPQEEEVTNETS-------------QDSKDNDGNTET
Glyma03g00840|Glyma03g00840.1             265 	 264----EDSDE--FEDGIIIQEFRKGFKLGE--------------RLLRPSMVKVSAGPGPA	 304KPEQEAPQEEHGNTEIS-------------EDSKQNEGSTET
Glyma19g29841|Glyma19g29841.1             267 	 266----EDSDE--FEDGIIIQEFRKGFKLGD--------------RLLRPSMVKVSAGPGPA	 306KPEQEAPQEEQVNTEIS-------------EDSKENEGSTET
Cre07.g341600|Cre07.g341600.t1.2          213 12----EPSNS--HPDGTVLQEFRKGFAIGG--------------KLIRPAMVKVSYTEDGP	 252AASSEE*-------------------------------------
Vocar20006878m.g|Vocar20006878m           344 MR-	 345----EPSNS--HPDGTVLQEFRKGFSIGG--------------KLLRPAMVKVSYTEEGP	 385ANSSEE*--------------------------------
83859|83859                               173 ----EESSE--YDEGIVTQEFRRGFLLGE--------------KLLRAAMVKVSSGKPSN	 212SPAAAPQDSEETTPSD---------------ETPVDENSA*-----
Phpat.004G013500|Phpat.004G013500.1       254 253----EDSTE--FAEDIVSQEFRRGFRIED--------------RLLRPAMVKVSSGPGPA	 293A--DT------DLPIE---------------ESLANE*-----
Phpat.012G088500|Phpat.012G088500.1       260 259----EDSTE--FAEDVVSQEFRRGFRIGD--------------RLLRPAMVKVSSGPGPA	 299AATDT------DLPIE---------------EALANE*-----
GRMZM2G117632|GRMZM2G117632_T01           209 08----EASMQ--FKAGIVMHEVRRGFHLKE--------------RMLRPATVKGLNWLWQT	 248KC------KLIEEGK----------------DAALWI*------
GRMZM2G035948|GRMZM2G035948_T01           232 231----EASMQ--FKAGIVMHEVRRGFHLKE--------------RLLRPATVKVSTGSGKQ	 271SASS*--------------------------------------
LOC_Os04g35180|LOC_Os04g35180.1           180 ----EESHQ--FKAGIVSHEVKRGFLLRE--------------RLLRPATVKVSTGSGTQ	 219ETSSPSTEKPVEDSKE---------------DAAV*----------
Glyma06g11310|Glyma06g11310.1             242 241----EESTE--FKKGIIIKESRRGFLLRD--------------RVLRPALVKVSLGPGNK	 281KSPVSPDKSVE-QPST---------------AAGIDER*----
Medtr3g073450|Medtr3g073450.1             243 242----EESEV--FKEGIIIKESRRGFMLKD--------------KVVRPALVKVSLGPGNK	 282KSSVAPTQSLE-QPST---------------AARIDER*----
GSVIVG01008951001|GSVIVT01008951001       237 236----EESQE--FKEGIIIQEIRRGFLLGD--------------RLLRPAMVKVSTGPGRK	 276KTSAVADKSTG-QPAT---------------AAGVDER*----
29908.t000005|29908.m005954               258 257----EESQE--YKEGIIIQEFRRGFLLGG--------------RLLRPAMVKVSAGPGRK	 297KAPVGA----E-QPAT---------------AAGVDDR-----
Potri.002G090000|Potri.002G090000.1       252 251----EESQE--YKEGIIIQEFRRGFLIGN--------------RLIRPAMVKVSSGPGNK	 291KSSVGTETRAE-QPAT---------------AAGMD*------
Potri.005G171200|Potri.005G171200.1       245 244----EESLE--YKEGIIIQEFRRVFLLGN--------------RLIKPATVKVSSGLGSK	 284KASVGA----E-QPAT---------------TAGMD*------
Cucsa.381320|Cucsa.381320.1               257 256----EESQE--IKEGIIIQELRRGFLLGE--------------RLLRPARVKVSKGPGRK	 296SSRTVDGEQQP-AAAA---------------VV--DEH*----
Eucgr.F04384|Eucgr.F04384.1               255 254----EESQE--FREGIVIQEIRRGFRLGD--------------RVLRPAKVKVSAGPGSK	 294KSKPLAVESAG-QTAA---------------AAGLDER*----
Bra036775|Bra036775                       108 -EKSEA--VKVGMITEELTRGFCLGD--------------RVLRPAKVKVSLGPIKK	 147KTVSPADETTP-SA*----------------------------------
Carubv10009969m.g|Carubv10009969m         226 225----EESET--VKAGIITEELNRGFLLGD--------------RVLRPAKVKVSLGPISK	 265KTPSATEEITP-SS*----------------------------

gi|24308295                               218 --------	 217      
gi|40255109                               226 --------	 225      
gi|17552458                               238 --------	 237      
gi|66810377                               214 --------	 213      
71278|71278                               162 -----	 161         
YOR232W                                   229 ---------	 228     
gi|85082684                               239 ---------	 238     
Esi0000_0394                              282 ----------	 281    
Esi0074_0089                              330 PEGEQAAA*	 337     
CMT423C|CMT423CT                          352 QNGDEASK---	 359   
PGSC0003DMG400028115|PGSC0003DMT40007224  306 -----------	 305   
GSVIVG01029905001|GSVIVT01029905001       291 -----------	 290   
LOC_Os02g39870|LOC_Os02g39870.1           333 ----------	 332    
GRMZM2G036590|GRMZM2G036590_T01           329 ----------	 328    
GRMZM2G044684|GRMZM2G044684_T01           329 ----------	 328    
Bra002101|Bra002101                       315 EATSS*----	 319    
Bra023634|Bra023634                       305 -----------	 304   
Carubv10001443m.g|Carubv10001443m         322 EASSS*-----	 326   
AT5G17710                                 322 ESSSS------	 326   
Potri.013G067900|Potri.013G067900.1       330 ------------	 329  
Cucsa.336010|Cucsa.336010.1               333 ESS*-------	 335   
Eucgr.K01549|Eucgr.K01549.1               331 ESG*-------	 333   
29818.t000011|29818.m000399               353 ESAS-------	 356   
Medtr7g087250|Medtr7g087250.1             333 ESA*-------	 335   
Glyma03g00840|Glyma03g00840.1             334 ES*--------	 335   
Glyma19g29841|Glyma19g29841.1             336 ESS*-------	 338   
Cre07.g341600|Cre07.g341600.t1.2          259 ---------	 258     
Vocar20006878m.g|Vocar20006878m           392 --------------	 391
83859|83859                               238 -------	 237       
Phpat.004G013500|Phpat.004G013500.1       308 ----------	 307    
Phpat.012G088500|Phpat.012G088500.1       316 ----------	 315    
GRMZM2G117632|GRMZM2G117632_T01           264 ---------	 263     
GRMZM2G035948|GRMZM2G035948_T01           276 ----------	 275    
LOC_Os04g35180|LOC_Os04g35180.1           240 -------	 239       
Glyma06g11310|Glyma06g11310.1             304 ----------	 303    
Medtr3g073450|Medtr3g073450.1             305 ----------	 304    
GSVIVG01008951001|GSVIVT01008951001       299 ----------	 298    
29908.t000005|29908.m005954               316 ----------	 315    
Potri.002G090000|Potri.002G090000.1       312 ----------	 311    
Potri.005G171200|Potri.005G171200.1       301 ----------	 300    
Cucsa.381320|Cucsa.381320.1               317 ----------	 316    
Eucgr.F04384|Eucgr.F04384.1               317 ----------	 316    
Bra036775|Bra036775                       161 ----	 160          
Carubv10009969m.g|Carubv10009969m         279 ----------	 278    




