
YBR179C                                     1 ------------------------------------------------------------	 0------------------------------------------------
gi|85081328                                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|66807039|ref|XP_637242.1                 1 ------------------------------------------------------------	 0------------------------------------------------
Vca:Vocar20014393m                          1 ------------------------------------------------------------	 0------------------------------------------------
Cre:Cre14.g616600.t1.2                      1 ------------------------------------------------------------	 0------------------------------------------------
Smo:413416|413416|413416                    1 ------------------------------------------------------------	 0------------------------------------------MIRNSS
Ppa:Pp1s181_13V6.1                          1 MGLMVNTPSLLCSVTPSSLTDLPCSPFRAHAQALTLAMLTSHPCPTRNSLRICEASGVRS	 60SSAGVESCRVDNMSASCNCPSLHAVSGVQRHTSYYQCRLRSNLLRSK
Ppa:Pp1s288_36V6.1                          1 MGLAVRTPGLPCSMNPS-IIDVPCLPYSSRTGPPSLLMFTSHRDSVRNSLGIDEGFRARG	 59SGVGAESWHSGDVLVPRIYPS-----THTRHTAYYHCKLSSNVLRSR
Zma:GRMZM2G319109_T01                       1 ------------------------------------------------------------	 0------------------------------------------------
Osa:LOC_Os05g32390                          1 ------------------------------------------------------------	 0------------------------------------------------
Bra:Bra030522                               1 ------------------------------------------------------------	 0------------------------------------------------
Ath:AT1G03160                               1 ------------------------------------------------------------	 0------------------------------------------------
Cru:Carubv10008235m|                        1 ------------------------------------------------------------	 0------------------------------------------------
Mtr:Medtr1g072270                           1 ------------------------------------------------------------	 0------------------------------------------------
Gma:Glyma02g16630                           1 ------------------------------------------------------------	 0------------------------------------------------
Gma:Glyma10g03190.1                         1 ------------------------------------------------------------	 0------------------------------------------------
Ptr:Potri.002G053300                        1 ------------------------------------------------------------	 0------------------------------------------------
Csa:Cucsa.184500                            1 ------------------------------------------------------------	 0------------------------------------------------
Rco:29647.m002091|29647.m002091|29647.t0    1 ------------------------------------------------------------	 0------------------------------------------------
Ptr:Potri.005G209200                        1 ------------------------------------------------------------	 0------------------------------------------------
Vvi:GSVIVG01011085001                       1 ------------------------------------------------------------	 0------------------------------------------------
Egr:Eucgr.H01482.1                          1 ------------------------------------------------------------	 0------------------------------------------------
gi|66826855|ref|XP_646782.1Dd               1 ------------------------------------------------------------	 0------------------------------------------------
gi|17538097|ref|NP_495161.1                 1 ------------------------------------------------------------	 0------------------------------------------------
gi|7662004|                                 1 ------------------------------------------------------------	 0------------------------------------------------

YBR179C                                     1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|85081328                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66807039|ref|XP_637242.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
Vca:Vocar20014393m                          1 ------------	 0------------------------------------------------------------	 0----------------------------------
Cre:Cre14.g616600.t1.2                      1 -------MQHSA	 5NAVRVGVGSQQRGLL----PV---------LVALNP-------Q------AGA----PIA	 35APLCPL---SRQASSYQRAGRKGSLTSND-AAA
Smo:413416|413416|413416                    7 AAHAVAR-----	 13-------------------------------IHAAP--------------------STSS	 22QQICQIPLPSTAPL--QIPALLRNLSFSHSRS
Ppa:Pp1s181_13V6.1                        108 GARSEVGGQYIRL	 120KCRRLNVGVEQLTTGLGCIGCRNCHVKAGFLPKAIKE---RTFLEGRNNGNGNHINLTNY	 177ESVCTLLAESRCRSTFKRHAGVTKCSLVD
Ppa:Pp1s288_36V6.1                        102 SARSGAGRLHVQL	 114KCSRANARVEQLMAPVVYIVCRSYYTKAGALIEAVKEGATRTFVENKNYRYGHHVRLIVH	 174GSLHTLLDTSRCRSTSKRCAGVARCSVVD
Zma:GRMZM2G319109_T01                       1 ------------	 0------------MFA--ASN---A-TATRL------------IL------PRPS------	 18-------VPFRALLIPRRRGRLRRAVHAN----
Osa:LOC_Os05g32390                          1 ------------	 0------------MFA--AST---S--STGL------------PL------PRAGGLL---	 20-----LLPTSRSLLLPRHRHRLRLRDVGAAAAA
Bra:Bra030522                               1 ------------	 0------------MRT--LLSHRPCVTSPLLISASFP------PF------PRRCIR----	 30-------LS---SFSPPRHKRLSSLSIRNASL-
Ath:AT1G03160                               1 ------------	 0------------MRT--LISHRQCVTSPFLISAASP------PF------PGRCFK----	 30-------LS---SFTPPRHRRFSSLSIRNISH-
Cru:Carubv10008235m|                        1 ------------	 0------------MRT--LISHRQCLTSPFLISATSP------PY------PGRCFQ----	 30-------LTSSSSFSPSRHRRLSSLSIRNVSH-
Mtr:Medtr1g072270                           1 ------------	 0------------MVP--C-SITSP-SYSSLLLPSSP------LL------FIPHTP----	 28-------FSRYPHLPFRRTLH-------SSPIT
Gma:Glyma02g16630                           1 ------------	 0------------MVP--C-SVTSP-SSPFTA------------I------IPRHTF----	 22-------FSRSSSLPLRRARAFPINSLSNG--S
Gma:Glyma10g03190.1                         1 ------------	 0------------MVP--C-SVTSP-SSPFTA------------I------IPRHTH----	 22--------SRSPSLPLRVARAFPINSLSNNAES
Ptr:Potri.002G053300                        1 ------------	 0------------MIP--LLSLHTP-KPSLFLTRFPP------PL------SPSFPR----	 29-------FK----SPPHRTHHFPILSNKNSSPI
Csa:Cucsa.184500                            1 ------------	 0--------MEMRILH--HNSVFRI-HSSPLFLKSTP------FF------QMHPPL----	 33-------LK----TSPRRPHRFSINSVSENPFQ
Rco:29647.m002091|29647.m002091|29647.t0    1 ------------	 0------------MIP--FLSLNTT-SPSLSLSLSFP------FF----------SP----	 25-------FK----SSPLRTHRFPILSLPNNPFH
Ptr:Potri.005G209200                        1 ------------	 0------------MIP--LLSLHSP-KPSLFLTHFLP------HL------STPLPR----	 29-------FK----SPPHRTHHFPIHSFPNNQQQ
Vvi:GSVIVG01011085001                       1 ------------	 0-----------------MVSLLSQ-PPSIHPLFFIP------TH------HRYHHH----	 26-------SH----RNHTHNHRYPLPLFSRRRSR
Egr:Eucgr.H01482.1                          1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|66826855|ref|XP_646782.1Dd               1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|17538097|ref|NP_495161.1                 1 ------------	 0------------------------------------------------------------	 0----------------------------------
gi|7662004|                                 1 ------------	 0------------------------------------------------------------	 0----------------------------------

YBR179C                                     1 -----------------------MSE	 3GK----------QQFK-----DSN--KPHKDSTDQDDDAATIVPQTLTY-----------	 35---S---------------
gi|85081328                                 1 -----------------MSQDYYPSK	 9GKAPQQHEDGEPREFD-----DGA--EHHPQVPG-----APTTPAYMTV-----------	 46---GTGSTSQHAARLQAML
gi|66807039|ref|XP_637242.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
Vca:Vocar20014393m                          1 --------------------------	 0MQQARVQLPAVALQVEASKVLSDA---ALPDAM----SQALQGGCNMIVLWDS-------	 46-NANAASMYDAALRIQDLL
Cre:Cre14.g616600.t1.2                     65 GRV--VARAAGPSSTAATSGLGLFPAG	 89MQTARVQLPAVVLQLEASKVLADG---AALDTL----SQALQGGCNMVVLWDS-------	 135-NANAAAMYDAALRVQ
Smo:413416|413416|413416                   53 HK---RAPGSCVLATNAAAASAGVFPGG	 77TRRASVRLPGLGLRLKAEDILEDG--EEKKAVL----DSAVAAGLNLVILEDG-------	 124-KEDSLRFYDAARIV
Ppa:Pp1s181_13V6.1                        207 ----GFELDLSSDQLSEAEVPQSSKGVFPGG	 233LRRAEVRLPGLVLRVRLEEMRSEEEKVLLLEEI----NAAVIGGVTMIILEDSSD-----	 284AGPGGAKLYDA
Ppa:Pp1s288_36V6.1                        204 ----GFEMDLSSDSSREAAVPQSPKGVFPGG	 230VRRAEVRLPGLVLRVRLEEMSREEQKNLLLEEI----NTAVAGGVTMIILEDSGD-----	 281GGLGGARLYDA
Zma:GRMZM2G319109_T01                      41 -AVA--GGGGGSEGVAKEPPRTLFPGG	 64FKRPEIQVPALVLRVGTEEALRCG------DEV----ADAVSRGVGIVVLEAG-------	 107-EEGGGRSYEAARALR
Osa:LOC_Os05g32390                         49 GGGV--SGGGGGAASSREPPRTLFPGG	 73FKRPEIRVPALVLRVGADEALASG------DAV----VAAVARGVGIVVLEAG-------	 116-EEGGGRVYEAALSLK
Bra:Bra030522                              53 ---------ESADQTSPSRPRTLYPGG	 70YKRPELAVPGLLLRLDADEVMSGNR-DETLDLI----DRALAKSVQIVVLDGG-------	 118--VNAGKLYEAACLLK
Ath:AT1G03160                              53 ---------ESADQTSSSRPRTLYPGG	 70YKRPELAVPGLLLRLDADEVMSGNR-EETLDLV----DRALAKSVQIVVIDGG-------	 118--ATAGKLYEAACLLK
Cru:Carubv10008235m|                       56 ---------ESADQTSSSRPRTLYPGG	 73YKRPELAVPGLLLRLDADEVMSGNR-EETLDLV----DRALAKSVQIVVIDGG-------	 121--ATAGKLYEAACLLK
Mtr:Medtr1g072270                          48 SNNA--SRHFFPKTQAQAQPRTLFPGG	 72YKRPELRVPTLILQLNSDQILTRG--ESALDLI----DKAVSKSVGIVILTSD-------	 119DEQSGGKLYEAACLLK
Gma:Glyma02g16630                          47 SSQF--NQQLFRPRDPP-QPRTLFPGG	 70YKRPELKVPTLVLQLDPAEVLSAD--TDALALI----DRAVSKWVGIVVLAS--------	 116NEASGGKLYEAACSLK
Gma:Glyma10g03190.1                        48 SAQF--NQQLFRPSYPPQQPRTLFPGG	 72YKRPELNVPTLVLQLDPDEFLSAD--TDALALI----DKAVSKWVGIVVLAS--------	 118NQASGGKLYEAACSLK
Ptr:Potri.002G053300                       52 KTFQ--INN---NHHHHQEPFSL--AV	 71TNAPKLKSPTLSPSWT-------------RRTS----FVAVCKSVGIVVLNGSSDGDGGG	 114GSGSGKSLYEAAFLVK
Csa:Cucsa.184500                           56 S------SQSIPKTPEKPQPRTLFPSG	 76FKRPEIKVPCVVLQLDAAEVLAG---DDALDLV----DRAVSKWVGIVVLNSG-------	 122-EGGGGKLYEAACKLK
Rco:29647.m002091|29647.m002091|29647.t0   48 Q----SINQSLPTQQSQQSPRTLFPGG	 70YKRPEIKVPSIVLQLYPDDVLRDG----ALDFL----DKALSKWVGIVVLNGA-------	 115-DVTGKTLYEAACLLK
Ptr:Potri.005G209200                       52 Q----Q---PANQNLSNQQPRTLFPGG	 71YKRPEIKVPNIVLQLDPEDVIRGG--SEALDLI----DKAVSKSVGIVILNGSIGG----	 121-GGSGKSLYEAACLVN
Vvi:GSVIVG01011085001                      49 LSIVSIANNSIPPTSQNKQPRTVYPGG	 75YKRPEIRVPSLVLQLSVDEVLDR---AGVLDVV----DEAVSKWVGVVVLDGG-------	 121-DGSGGRLYEAACLLK
Egr:Eucgr.H01482.1                          1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|66826855|ref|XP_646782.1Dd               1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|17538097|ref|NP_495161.1                 1 --------------------------	 0------------------------------------------------------------	 0--------------------
gi|7662004|                                 1 --------------------------	 0------------------------------------------------------------	 0--------------------

YBR179C                                    37 RNEGHFLGSNFHGVTDDRTTLFDGEEGRREDDLLPSLR---	 74-SSNS-----------------KAHLISSQL---SQWNYNNN--RV-LLKRS--ILKTQA	 108FM
gi|85081328                                63 DNDSGY-GGSIAGDSRA-PSHWDS--AVHHDSPLPTPTTAT	 99HDDDA-----------------NRRLQAGAV---HQLWYNQH--RV-TLGRS--INTVVE	 134LL
gi|66807039|ref|XP_637242.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
Vca:Vocar20014393m                         65 RGRAALLLVDR----TDIALAVGAQGVLLTNQ---------	 92------------ALVGRVVSDEGAAI-TAAADGANLVLVTVGSNVHGPGGGAPPSAAVLE	 139AS
Cre:Cre14.g616600.t1.2                    151 EALRARAPLLLVDR----TDIALAIGAQGVLLTDQGVPTVVAKR	 190MMPQ--------ALVGRVVGDEGAAA-AAAADGASLVLVE-------GAGGAVPAASMLT	 2
Smo:413416|413416|413416                  139 MSIVRGRADVLIVER----VDIAAAAGSNGVVLSDQGLPSVVARR	 179MMQNAMPEAVVLPLVARRVTSYQSAEIATITEGADFLLLQCEQASSASA----------K	
Ppa:Pp1s181_13V6.1                        296 GCMLKTMLRGRAELLISER----VDIAAASGADGVLLTDEGLPAVVARR	 340MMQNSGLETPALPLVARCVSSVQSALTATAGEGADLLILKVSDKEK-----------
Ppa:Pp1s288_36V6.1                        293 GCMLKTMLRGRAELLIAER----VDIAAASGADGVLLTDEGLPAVVARR	 337MMQNSGLETSVLPLVARCVSSVQSAQTATAGEGADLLILEVNDKEK-----------
Zma:GRMZM2G319109_T01                     123 ATVGDRAYLLIAER----VDVASAVGASGVVLADDGIPAIVARS	 162MMMKSNADSIYLPIVARRIQSANSALSASSSEGADFLIVNTGSGDFVDV-----------	 2
Osa:LOC_Os05g32390                        132 ASVGDRAYLLVAER----VDVASAVGASGVVLADDGIPAIVARS	 171MMMKSNSDSIYLPLVARTIRSADTARSATSSEGADFLIIDTGSDDAINV-----------	 2
Bra:Bra030522                             133 SLVKGRAYLLIAER----VDIAAAVGASGVALSDEGLPAIVARN	 172TLMGSNSESVVLPLVARIVKDVESALTASSSEGADFLILVGS--REDQ------------	 2
Ath:AT1G03160                             133 SLVKGRAYLLIAER----VDIASAVGASGVALSDEGLPAIVARN	 172TLMGSNPDSVLLPLVARIVKDVDSALIASSSEGADFLILGSG--EEDT------------	 2
Cru:Carubv10008235m|                      136 SLVKGRAYLLIAER----VDIATAVGASGVALSDEGLPAIVARN	 175TLMGSNPDSIVLPLVARIVKDVDSALSASSSEGADFLILGSG--EDKQV----------G	 2
Mtr:Medtr1g072270                         136 SLIRDRAYLLVAER----VDIAAAAVTSGVLLSDQGLPTVVARN	 175TMLGSNSELVVLPLVARFVQTVDAAVNASKSEGADFLIYGGGGGDLELL----------N	 2
Gma:Glyma02g16630                         133 SLIQDRAYLLVAER----VDIAAATAASGVLLSDQGLPTVVARN	 172TMLDSKSELVVLPLVARIVQTVDAAVNASKSEGADFLIYGG--GDLNRV----------G	 2
Gma:Glyma10g03190.1                       135 SLLQDRAYLLVAER----VDIAAAAAASGVLLSDQGLPTVVARN	 174MMLDSKSELVVLPLVARIVRTVDAAVNASKSEGADFLIYGG--GDLNRV----------G	 2
Ptr:Potri.002G053300                      131 SVVRDRAYLLIGER----VYIAAAVNARGVVLSDKGLPAFLVRN	 170MLTGSKSESVVLPLAARIVQTPNAALNESNSEGADFLIYVLG--LEKDF----------D	 2
Csa:Cucsa.184500                          138 SLVGDRAYLLIAER----VDIATAVGASGVVLSDQGLPPIVARN	 177TMLDSTSDSLFLPLVARNVKSSISAVNASKSEGADFLLYDFD--EE-KL----------D	 2
Rco:29647.m002091|29647.m002091|29647.t0  131 SVVKDRVYFLIGER----VDIAAAVNASGVVLSDQGLPSIVARN	 170MMRDSKSESILLPLVGRNVQSPTAALDASNSEGADFLIYSPE--QEEHF----------D	 2
Ptr:Potri.005G209200                      137 SVVRDRAYLLIGER----VDIATAVNASGVVLSDQGLPALVARN	 176MMMGSRTESVVLPLVARIVQTPNAALNASNSEGADFLIYVHG--PEEDF----------D	 2
Vvi:GSVIVG01011085001                     137 SVVRERAYLMVAER----VDIAAAVNANGVVLSDKGLPAIVARN	 176TMMDSRSESVILPLVARNVQTANAAFTASNSEGADFLLYGAV--EEKQS----------E	 2
Egr:Eucgr.H01482.1                          1 ----------------------------------------	 0MMADSRSESVVLPLVARNVQTASAASSASTSDGADFLICDIG--EENHE----------D	 48NLVSS
gi|66826855|ref|XP_646782.1Dd               1 ----------------------------------------	 0------------------------------------------------------------	 0---MSF
gi|17538097|ref|NP_495161.1                 1 ----------------------------------------	 0------------------------------------------------------------	 0------
gi|7662004|                                 1 ----------------------------------------	 0------------------------------------------------------------	 0---MSL

YBR179C                                   111 DQLQEENNIRPIFIA-------------------------------------------	 125------------------------------------------------
gi|85081328                               137 KKLQEMNVTWPAHYPSVQ----------------------------------------	 154----RAVLDE-------------------------------PNNYGPP
gi|66807039|ref|XP_637242.1                 1 -------------------------MTIVRSIANSQIISTLSNHSNKLVLNTFL	 29----PLCYGYKKNYY---------------------------YQN---AKKY-
Vca:Vocar20014393m                        142 KSGQRSGNAIPLLMSVRA-TGAGSGV---EEALEADIDGVAVSP---EALPEVA----	 188----RCCFDLPETSSIIDYTTAILTRLNVKAATAGTAKRPKQQKQQQQ
Cre:Cre14.g616600.t1.2                    235 34GAKTGQRSGNAIPVLMSVRA-ASGAAGEAAGEALAAADVDGVATSV---EALPAVA----	 286----RACFDLAENATAEDYAQAILTRLNVKAATADAAAKRKQGQ
Smo:413416|413416|413416                  230 229ALVEGICKRVKIPVFLEWARQ------EEDAVKLLKVGAGGIILDS---LPAAAEVSSFV	 280TDLASKVASSVYTKSG---------------------------
Ppa:Pp1s181_13V6.1                        387 ---	 386SIVKGVCDGITIPVFLDISG-SG-VAHSDTGMDLLQDGANGLVLNT---IDIRKAGEGDL	 441----PSFVSSLIASIK----------LAIK--------N
Ppa:Pp1s288_36V6.1                        384 ---	 383NLVKGVCDGISIPVFLEISG-SG-VASAKIGTDFLQDGANGLVLST---AAITKNGGGDL	 438----PNYVSSLVASVN----------LAIE--------R
Zma:GRMZM2G319109_T01                     212 11INDVVG-QHVKIPIFVTLN-HLSEGTYSDFTSRLLQSGASGVVTSL---AGMELLNDDLI	 266----KKDFTKVGSAE-----------------------ELPQAS
Osa:LOC_Os05g32390                        221 20MNGVSGTQHVKIPIFSTLSDSQSEGSYSDNTSRLLQSGASGIVMSL---AGIQVLADDII	 277----ERDFSKVDTAE-----------------------SVLQAN
Bra:Bra030522                             219 18QLADSLLKSVKIPIFVACIS-KGEAK---EELQLLRSGASGFVVSL---NDLRSSRDVAL	 271----RQFLDGASYVN-----------------------EN----
Ath:AT1G03160                             219 18QVADSLLKSVKIPIYVTCRG-NEEAK---EELQLLKSGVSGFVISL---KDLRSSRDVAL	 271----RQSLDGAYVVN-----------------------NHETQ-
Cru:Carubv10008235m|                      224 23LLTESLLKSVKIPIFVTCRS-KGEAK---EDLQLLKSGASGFVISL---KDLRSSRDVAL	 276----RQCLDGPDVVN-----------------------HETRNE
Mtr:Medtr1g072270                         226 25QEIGNVVDNVKIPIFASF---MGKNLSYGEASSLLASGASGFVTSL---ESFGLFDDDFQ	 279----RTLDDRRDKID----------------------------D
Gma:Glyma02g16630                         221 20QEVGSLYESVKIPIFVSC---VKNNMSYADASGLLASGASGFVTSL---ANFGLFGDEFL	 274----HKLFGTVYASD-----------------------DGGRMS
Gma:Glyma10g03190.1                       223 22QEVGSVYESVKIPIFVSC---GK-NMSYTDASGLFASGASGFVTSL---ENFGLFGDEFL	 275----HKLFGTVYASD-----------------------DGGNMS
Ptr:Potri.002G053300                      219 18VEMSSGFGNVNIPIFSLYAS-RGEAKVSMGASKFVNSGASGLVLSL---EDL--------	 266--------------------------------------------
Csa:Cucsa.184500                          225 24MTTDSVFKNVKIPIFILFSS-YGANVTFHEALKWLEFGASGLVISL---QALRLLSNDDV	 280----GKLFDSIFTEN-----------------------GRKEDD
Rco:29647.m002091|29647.m002091|29647.t0  219 18LKIYSGFADVKIPIFIIHGS-RRPAMSVMEASELLKSGAGGLVMSL---EDLRLFSDEFL	 274----SQVFYTLSAME-----------------------NKSENG
Ptr:Potri.005G209200                      225 24VEMSPGFGNVKIPIFVLNAS-RGEATLSVGASKFLKTGASGLVVSL---EDLRLFSDDAL	 280----SQMFDTLSATG-----------------------KNFQDD
Vvi:GSVIVG01011085001                     225 24VLATSVFENVKIPIFAVVPS-RAKDTSLFEASELLKAGASGLVFSL---EDLRLFSDDVL	 280----RKLFETVHAMN-----------------------KRTEDE
Egr:Eucgr.H01482.1                         54 MFEDVKIPIFVKLNL-SGNGIALDEASRWIKYGASGLVIGL---KDLDLFTDGLL	 104----HQLFSTISTLT-----------------------EDTKFER------
gi|66826855|ref|XP_646782.1Dd               4 LKINKIA---------------------LKSSTTILKSSS------PLSGKTKF	 30----NHINSR-SSS------------------------RSNENNY---EKRY-
gi|17538097|ref|NP_495161.1                 1 -----------------------------MSGTASLVHTL------PASGDSNH	 19----RGLHSL-KNS------------------------RRA------------
gi|7662004|                                 4 ----------------------------LFSRCNSIVT----------------	 13------VKKN-KRH------------------------MAE------------



YBR179C                                   126 ------------	 125------------------------------------------------------------	 125--ANDEREKLHV-LQ-LNIKLDGQYNTK-E
gi|85081328                               168 GLH---------	 170RSSTMGAD-------------FPPPPSPHSLRRSMTTGDDHAEPESSRAAERRNTSSEPR	 217LVSPQIAQEFSV-LK-LDLNLGSLHQ---A
gi|66807039|ref|XP_637242.1                48 -YSTTNT	 53---NTQ----------------------FVNEE---------------------FN----	 63----KARKMIAKDLHKKTLASMEKAYGIMTEYDRTTY
Vca:Vocar20014393m                        233 AEDQAAAAEPAT	 244AQ-SRQAHASTAAAAAAAPAVVAPPPRQPVP---------AISPAAP------SAPRSPS	 288SPAPLSSRPLRRLLDPERETLLLDEKATLA
Cre:Cre14.g616600.t1.2                    327 SAKPAAAA-AASAPAA	 341AA-------------PEAPA--ATPPKAAGGSA------AAAAPAAA------PPMPTVK	 374RPGGAASRPLRRLMDPERESLLSEEK
Smo:413416|413416|413416                  297 -----------------	 296----KGLSL------N------------GEG-A---------------------KSSSTA	 312AAA------VLSSIEQQAKLLIEEE
Ppa:Pp1s181_13V6.1                        459 RTEMED---------SNLPEK	 470RVQTRDVDV------E------------EDG-A---------------------FFELSE	 490DVEALNLDMEEDSVKKKAKLI
Ppa:Pp1s288_36V6.1                        456 RKEMEN---------SYSPEK	 467EKEIKDFDV------E------------DGG-A---------------------LLGLTE	 487DVAVINLDMEEDSVKKKSKKI
Zma:GRMZM2G319109_T01                     284 Y---------SSA-GM	 289---LEDVNN------V------------MVL-T---------------------RDCEKT	 306KVAG------FTKLDEEVIKLIEIEK
Osa:LOC_Os05g32390                        295 Y---------SSA-ST	 300---LEEADN------V------------MVL-T---------------------RE--KA	 315KVAG------FTKLDEKVMQLISIEK
Bra:Bra030522                             285 ----------------	 284---ETPLV--------------------EAS-D---------------------LQ-EKH	 298DATG------FVKLEDKQKEIIEMEK
Ath:AT1G03160                             288 ----------------	 287----------------------------NMN-E---------------------LP-EKK	 296NSAG------FIKLEDKQKLIVEMEK
Cru:Carubv10008235m|                      294 N---------ESI-LN	 299---EKPFN--------------------EAS-D---------------------LL-EKQ	 313NSAG------FIKLEDKQKQIIEMEK
Mtr:Medtr1g072270                         292 D---------------	 292----KLVN--------------------ESN-G---------------------LQSITE	 306VVGG------FVKLEDREKRLIEMER
Gma:Glyma02g16630                         292 E---------------	 292----NKLN--------------------VDN-G---------------------FQSETE	 306VVAG------FVKLEDREKLLIETER
Gma:Glyma10g03190.1                       293 E---------------	 293----NKLN--------------------VDN-G---------------------FQSETE	 307VVAG------FVKLEDREKLLIETER
Ptr:Potri.002G053300                      267 ----------------	 266------------------------------------------------------------	 266----------------KEKQLIENER
Csa:Cucsa.184500                          298 I---------ESS-NS	 303---SSLFN--------------------MGN-G---------------------AL-GTT	 317QVAG------FANLEDREKQVIETEK
Rco:29647.m002091|29647.m002091|29647.t0  292 L---------ESF-NK	 297---HKSLD--------------------IGN-D---------------------VH-GKK	 311RVAG------FVNVEDREKQLIETER
Ptr:Potri.005G209200                      298 L---------ESF-SK	 303---LKSMD--------------------MEN-D---------------------IH-EKT	 317TVAG------FVKLEDREKQLIEKER
Vvi:GSVIVG01011085001                     298 L---------QNL-NK	 303---LKSLD--------------------VNS-G---------------------VP-GKR	 317RVAG------FIKLEDREKEVIETER
Egr:Eucgr.H01482.1                        123 ---GIP-NK	 127---VILEE--------------------MGN-D---------------------FF-RNE	 141RVAG------FVKLEDKEKQLIETEKVVLLEAV
gi|66826855|ref|XP_646782.1Dd              51 YSSFS--	 55----MKED--------------PEPSKPFG---------------------------FKP	 70LIALVLVGGISAYL----------YKAWDNQDFMFSS
gi|17538097|ref|NP_495161.1                32 -------	 31------AD--------------NEPLLRFR---------------------------EAK	 44KVLGDVYGELKDNVA----ELEGVYKDIKENDFVS--
gi|7662004|                                24 -------	 23------VN--------------ASPLKHFV---------------------------TAK	 36KKINGIFEQLGAYIQESATFLEDTYRNAELDPVTT--

YBR179C                                   151 KNGFNIEKKALSKLFHSQIVSVTNHLNALK	 180KRVDDVSSKVFITGDVNTGKSALCNSLLKQRLLPEDQLPCTNVFSEILEARENDGIEEVH	 240AIPLNIAPTLKE
gi|85081328                               243 DLVHSLQKESVASLLDGKIRSSIKHLYSLR	 272ERIEDTSSKVLVTGDLNAGKSTFCNALLRRKVLPEDQQPCTSIFCEVLDARENGGIEEVH	 332AVHRD-------
gi|66807039|ref|XP_637242.1                97 NKS---PLASSLGSFKDSIDQLK	 116----DNSFLLVVVGEFNSGKSSFLNALLGDRYLKEGITPTTHRINRIEFGETISQ---HT	 169IPSR---------------
Vca:Vocar20014393m                        319 EALSFLEETL---PGVSELSLLRDALKAL-	 344----DEPFLVAVVGEFNSGKSSVINALLGRRYLAEGILPTTNEISILKYSATAGA---TA	 397A--TAQL-----
Cre:Cre14.g616600.t1.2                    401 AKLTEVLAFLEEVL---PGVNELGLLRDALKAL-	 430----DEPFLVAVVGEFNSGKSSVINALLGRRYLAEGILPTTNEISILKYSDTAPA---TS	 483NPSQVQL-
Smo:413416|413416|413416                  332 RPILTSAVEIIKEAS---PQMEEVGLLVDAVKQL-	 362----EELFLLVVVGEFNSGKSSVINALLGDRFLKQGVLPTTNEITLLKYSDES-----Y-	 412---EERP
Ppa:Pp1s181_13V6.1                        512 LDEEHVLLQDMIAFVKEAS---PDMEEVSLLVDALKQL-	 546----DELFLSVIVGEFNSGKSSIINALLGDRYLKEGVLPTTNEITLLRHANDGEV---T-	 598---
Ppa:Pp1s288_36V6.1                        509 VDEERALLTAMVDFVEDAS---PEMEEVSLLVDALKQL-	 543----DELFLSVVVGEFNSGKSSIINALLGKRYLKEGVLPTTNEITVLRHSTDGGD---A-	 595---
Zma:GRMZM2G319109_T01                     327 PILNEAITIIRKAA---PMMEEVELLVDAASRL-	 356----SEPFLLVIVGEFNSGKSTFINALLGRQYLQEGVVPTTNEITLLSYSEVESE---N-	 408---FERC-
Osa:LOC_Os05g32390                        336 PILSEAVAVIRKAA---PMMEEVELLVDAASRL-	 365----SEPFLLVTVGEFNSGKSTFINALLGRKYLQEGVVPTTNEIMLLSYSDVDSE---S-	 417---AERC-
Bra:Bra030522                             319 SVLRETIEIIHKAA---PLMEEVSLLVDAASRI-	 348----DEPFLMVIVGEFNSGKSTVINALLGKRYLKEGVVPTTNEITFLCYSDLESE---E-	 400---QQRC-
Ath:AT1G03160                             317 SVLRETIEIIHKAA---PLMEEVSLLIDAVSRI-	 346----DEPFLMVIVGEFNSGKSTVINALLGKRYLKEGVVPTTNEITFLCYSDLESE---E-	 398---QQRC-
Cru:Carubv10008235m|                      334 SALREAIEIIQKAA---PLMEEVSLLIDAVSRI-	 363----DEPFLMVIVGEFNSGKSTVINALLGKRYLKEGVIPTTNEITFLCYSDLDSE---E-	 415---QQRC-
Mtr:Medtr1g072270                         327 SVLNEAIEVIKKAA---PLMEEVSLLDDAVSQI-	 356----DEPFLLVIVGEFNSGKSTVINALLGERYLKDGVVPTTNEITFLRYNDLDI----E-	 407---KQRC-
Gma:Glyma02g16630                         327 LVLNEAIEVIKRAA---PLMEEVSLLNDAVSQI-	 356----DEPFLLVIVGEFNSGKSTVINALLGERYLKEGVVPTTNEITFLRYTDLDI----E-	 407---QQQC-
Gma:Glyma10g03190.1                       328 LVLNEAIEAIKRAA---PLMEEVSLLNDAVSQI-	 357----DEPFLLVIVGEFNSGKSTVINALLGERYLKEGVVPTTNEITFLRYTDLDI----E-	 408---QQRC-
Ptr:Potri.002G053300                      277 SILLEAIDVMQKAA---TLMGELSLLIDVVSQI-	 306----DEPFLLAIVGEFNSGKSTVINTLLGKRFLNEVV--------------SDSE---E-	 344---QQRH-
Csa:Cucsa.184500                          338 LVLREAINVIQKAA---PLMEEVSLLNDSVSQI-	 367----DEPFMLAIVGEFNSGKSTVINALLGRRYLKDGVVPTTNEITFLKFSELNSS---E-	 419---QQRC-
Rco:29647.m002091|29647.m002091|29647.t0  332 SVLLQAINVIQKAA---PQMEEVSLLIDAVSQI-	 361----DEPFLLAIVGEFNSGKSTVINALLGERYLKEGVVPTTNEITFLRYSQYNSE---E-	 413---PQRC-
Ptr:Potri.005G209200                      338 SILLEAIDVIQKAS---PLMGELSLFIDAVSQI-	 367----DEPFLLAIVGEFNSGKSTVINALLGKRYLNEGVVPTTNEITFLRYSKSDSE---E-	 419---QQRC-
Vvi:GSVIVG01011085001                     338 LVLLEAINIIQKAA---PLMEEVSLLIDAVSQL-	 367----DEPFLLAIVGEFNSGKSTVINALLGRRYLKEGVVPTTNEITFLRYSELDSD---G-	 419---KQRC-
Egr:Eucgr.H01482.1                        169 NVIQKAA---PQMEEVSLLVDATSHI-	 191----DEPFLLVIVGEFNSGKSTFINALLGERYLKEGVVPTTNEITFLRYSESDSD---E-	 243---KQRC--------
gi|66826855|ref|XP_646782.1Dd              98 KLP---YQREEVEKFKKIMKEIH	 117QDSQRENLNIEKESKESKESDQQ-------------QQHQQQ---------QQQQ---HH	 152Q--QE---EEKEE-EKVGV
gi|17538097|ref|NP_495161.1                76 --S---EQREEIEAIGDSIKTIM	 93DTFQRDNMKVVFFGRTSNGKSTTINAMLHEKVLPQGMGHTTCCFLQVEGSEGEVG---HL	 150Q--LDDNPQKIDM-KMLGKI
gi|7662004|                                72 --E---EQVLDVKGYLSKVRGIS	 89EVLARRHMKVAFFGRTSNGKSTVINAMLWDKVLPSGIGHTTNCFLRVEGTDGHEA---FL	 146L--TEGSEEKRSA-KTVNQL

YBR179C                                   253 AIDMYSIQNP-KTYEIHTLKELPDLVPQNGKYALLKIYIKDDKRPAST	 299SLLRNGTVDISLIDSPGLNMDSLQTAE-VMSRQEEID------------LVIF----V
gi|85081328                               338 --AIYDRHDE-ATYDVYSLKELERIVTDNETYQQCKIYIRDA-RTIDE	 381SLLNNGVVDIALIDAPGLNMDTTKTTA-IFARQEEID------------VVVF----V
gi|66807039|ref|XP_637242.1               174 ------------------LSNTEHEII---QL-------PV	 186EWL----KEFSLVDTPGTNAVIEGHQEITEHFIPKSD------------LVLF----VTS	 226I
Vca:Vocar20014393m                        403 ------------------------EQQADGLYVR---YL-------PA	 416KLL----QDLSIVDTPGTNVILERQQRLTEEYVPRAD------------LVLF----V
Cre:Cre14.g616600.t1.2                    491 ----------------------------VQQSDGLYVR---YL-------PA	 504KLL----QDLNIVDTPGTNVILERQQRLTEEYVPRAD------------LVLF-
Smo:413416|413416|413416                  417 -----------------------------ARHPDGHLMR---YL-------SA	 430GLL----KQMNLVDTPGTNVILQRQQRLTEEFVPRAD------------LVLF
Ppa:Pp1s181_13V6.1                        599 EERE-----------------------------ERHPDGHFLR---FL-------PA	 616SLL----KQMNLVDTPGTNVILQRQQRLTEEFVPRAD------------
Ppa:Pp1s288_36V6.1                        596 EERE-----------------------------ERHPDGHFLR---FL-------PA	 613NIL----KQMNLVDTPGTNVILQRQQRLTEEFVPRAD------------
Zma:GRMZM2G319109_T01                     413 ----------------------------ERHPDGQFMC---YL-------SV	 426PIL----KEMNLVDTPGTNVILQRQQRLTEEYVPRAD------------LVLF-
Osa:LOC_Os05g32390                        422 ----------------------------ERHPDGQYMC---YL-------SA	 435PVL----KEMNLVDTPGTNVILQRQQRLTEEYVPRAD------------LILF-
Bra:Bra030522                             405 ----------------------------QRHPDGQYIC---YL-------PA	 418PIL----KDINIVDTPGTNVILQRQQRLTEEFVPRAD------------LLLF-
Ath:AT1G03160                             403 ----------------------------QTHPDGQYVC---YL-------PA	 416PIL----KDINIVDTPGTNVILQRQQRLTEEFVPRAD------------LLVF-
Cru:Carubv10008235m|                      420 ----------------------------QTHPDGQYIC---YL-------PA	 433PIL----KDINIVDTPGTNVILQRQQRLTEEFVPRAD------------LLVF-
Mtr:Medtr1g072270                         412 ----------------------------ERYPDGQYIC---YL-------PA	 425PIL----REMTIVDTPGTNVILQRQQRLTEEFVPRAD------------LLLF-
Gma:Glyma02g16630                         412 ----------------------------ERHPDGQYIC---YI-------PA	 425PIL----KEMTIVDTPGTNVILQRQQRLTEEFVPRAD------------LLLF-
Gma:Glyma10g03190.1                       413 ----------------------------ERHPDGQYIC---YI-------PA	 426PIL----KEMTIVDTPGTNVILQRQQRLTEEFVPRAD------------LLLF-
Ptr:Potri.002G053300                      349 ----------------------------ERHPDGHYIC---YL-------P-	 361---------MNIVDTPGTNVILQRQQCLTEEFVPHAD------------LLLF-
Csa:Cucsa.184500                          424 ----------------------------ERHPDGQYIC---YL-------PA	 437PIL----NEMNIVDTPGTNVILERQQRLTEEFVPRAD------------LLLF-
Rco:29647.m002091|29647.m002091|29647.t0  418 ----------------------------ERHPDGQYVC---YL-------PA	 431PIL----NEMNIVDTPGTNVILQRQQRLTEEFVPRAD------------LLLF-
Ptr:Potri.005G209200                      424 ----------------------------ERHPDGQYIC---YL-------PA	 437PIL----KEMNIVDTPGTNVILQRQQRLTEEFVPRAD------------LLLF-
Vvi:GSVIVG01011085001                     424 ----------------------------ERHPDGQYIC---YL-------PA	 437PIL----KEMNIVDTPGTNVILQRQQRLTEEFVPRAD------------LLLF-
Egr:Eucgr.H01482.1                        248 ---------------------ERHPDGQYIC---YI-------PA	 261PIL----KEMIIVDTPGTNVILQRQQRLTEEFIPRAD------------LLIF----VIS	
gi|66826855|ref|XP_646782.1Dd             166 ENTTLEDNIIESIKNHEEEMKNELVSLIESVQDKYAHSNDD	 206EINA---DEREMDSETGVSISDEISK-LIEEHKQNEEESLPDLLDVNYGVLSIIPEAVKS	 262A
gi|17538097|ref|NP_495161.1               168 GHALSDENSDLP----AMGQDSLLKV---FHPKKSESGEC	 200RLLQ---NDVVILDSPGVDLSPEFDS-WIDKHCLDAD------------VFVL----VSN	 240AE
gi|7662004|                               164 AHALHQDKQ--------LHAGSLVSV---MWP----NSKC	 188PLLK---DDLVLMDSPGIDVTTELDS-WIDKFCLDAD------------VFVL----VAN	 228SE

YBR179C                                   341 VN	 342AENQLTLSAKEFISL--ASREKKLMFFVVKKFDKIR------------DKQRCKELILKQ	 388IRDLSPETYKRAADFVHFVSKNGDELPHYH----------
gi|85081328                               423 VS	 424ATNHFTQTATEFIRA--AAAEKAYLFIVVNGFDTIR------------DKERCQKLILNQ	 470VRGLSPATHKEADELVHFVSSTAIPMAPSPPGGSYG----
gi|66807039|ref|XP_637242.1               228 DRAFSESEKIFLEK-VKKWGKKIVVIIS-KTDLIENNPLSS--NAQSELNEVINFVKDN	 282FKSQL----NVE-PMIFPLSSKLALKAKLELSSSINNLNNNLNNNNN
Vca:Vocar20014393m                        455 MS	 456ADRPFSESEVRFLEY-IRQWQKKVVFVVN-KADILD---------SVDEVEAVKEFVARN	 505AQRIL----RLDRPTVIAVSSRAALRAKLAAAGLSFTSSL
Cre:Cre14.g616600.t1.2                    542 ---VMS	 544ADRPFSESEVRFLEY-IRQWQKKVVFVVN-KSDILE---------SSDEVDAVKEFVAAN	 593AQRIL----RLDRPSVIAVSSRSALRAKLTASNLPI
Smo:413416|413416|413416                  468 ----VIG	 470AERPLTESEASSHT----------SFCIS-RFDVIRL---LS--GFFFTVEEVRRFVADN	 514VRQLL----NIEAAMIFPISARKALHAKVKAKQLE
Ppa:Pp1s181_13V6.1                        650 LVLF----VLS	 656ADRALTESEVTFLRY-IRQWGKKVVFILN-KTDALA---------TYSEVEEVRNFVRDN	 705AQRLL----SVEQTVIYPVSARQALQAKLSA
Ppa:Pp1s288_36V6.1                        647 LILF----VLS	 653ADRALTESEVTFLRY-IKQWGKKIVFILN-KSDVLP---------TYNEVEEVRNFVRDN	 702AQRLL----TVEQALVYPVSARQALQAKLSA
Zma:GRMZM2G319109_T01                     464 ---VLS	 466SDRPLTESEVGFLQY-VQQWKKKVVFILN-KLDLYR---------NSNELEEATAFVKEN	 515AMKLL----TAEDVTLFPVSSRSALEAKLSYSKNSD
Osa:LOC_Os05g32390                        473 ---VLS	 475SDRPLTDSEVGFLQY-VQQWKKKVVFVLN-KLDLYR---------NSNELEEATAFIKEN	 524ARKLL----NTEDVTLFPVSSRSALEAKLLYSKNDG
Bra:Bra030522                             456 ---VLS	 458ADRPLTESEVAFLRY-TQQWKKKFVFILN-KSDIYR---------DTRELEEAISFVKEN	 507TQKLL----NTENVILYPVSARSALEAKLSAAALAG
Ath:AT1G03160                             454 ---VLS	 456ADRPLTESEVAFLRY-TQQWKKKFVFILN-KSDIYR---------DARELEEAISFVKEN	 505TRKLL----NTENVILYPVSARSALEAKLSTASLVG
Cru:Carubv10008235m|                      471 ---VLS	 473ADRPLTESEVAFLRY-TQQWKKKFVFILN-KSDIYR---------DARELEEAISFVKEN	 522TRKLL----NTENVILYPVSARSALEAKLSTASLVG
Mtr:Medtr1g072270                         463 ---VIS	 465ADRPLTGSEVAFLRY-SQQWKKKVVFVLN-KADIYQ---------NNHELEEAMSFIKDN	 514VKRLL----NTEDVVLYPVSARSALEAKLMATSSFG
Gma:Glyma02g16630                         463 ---VIS	 465ADRPLTGSEIAFLRY-SQQWKKKAVFVLN-KADIYQ---------NNHELEEAMSFIKDN	 514IQRLL----NTEDVILYPVSARSALEAKLMATTNVG
Gma:Glyma10g03190.1                       464 ---VIS	 466ADRPLTGSEIAFLRY-SQQWKKKAVFVLN-KADIYQ---------NNHELEEAMSFIKDN	 515IQRLL----NTEDVMLYPVSARSALEAKLMATSNAG
Ptr:Potri.002G053300                      394 ---VIS	 396ADKPLTES----------------------------------------ELEEAILFIKEN	 416TRKLL----NTDDMILYPISARSALEAKLSASSHTG
Csa:Cucsa.184500                          475 ---VIS	 477ADRPLTESEVNFLRY-TQQWKKKVVFVLN-KSDLYQ---------NSDELEEALSFVKEN	 526AAKLL----NTEHVFVFPVSARYALDEKLSATLESG
Rco:29647.m002091|29647.m002091|29647.t0  469 ---VIS	 471ADRPLTESEVAFLRY-TQQWKKKVVFVLN-KSDLYQ---------NASELEEAKSFIKEN	 520TRKLL----NTESVILYPVSARSALEAKLSASSDSE
Ptr:Potri.005G209200                      475 ---VIS	 477ADRPLTESEVSFLRY-TQQWKKKVVFVLN-KSDLYR---------NSSELEEAMLFIKEN	 526TRKLL----KTNDVILYPISARSALEAKLSASSDLG
Vvi:GSVIVG01011085001                     475 ---VIS	 477ADRPLTESEVAFLRY-TQQWRKKIVFVLN-KADLYQ---------NASELEEAVSFIKKN	 526VQKLL----NVKHVILYPVSARLALEAKLSASG-IG
Egr:Eucgr.H01482.1                        302 301ADRPLTESEVAFLRY-TQQWRKKVVFVLN-KSDIYQ---------NDLELQEATSFISEN	 350VQNLL----NAENVALYPISARSALESKLSASYESA-------
gi|66826855|ref|XP_646782.1Dd             264 EETVENALKKFTHSNDDDDDTTTTSIIINTSDELKNHNINIENGN-------EESLVDS	 315LDV---------NYNVL---------------SIIP-----------
gi|17538097|ref|NP_495161.1               243 STLTQAEKNFFLRVAKKLSKPNVFILNNRWDASAAETENIEDVKKQHLTRFRQFLVDE	 300LEVCSE---REVNDRIFFVSSREVLESRLKARGLVQ------------
gi|7662004|                               231 STLMQTEKHFFHKVSERLSRPNIFILNNRWDASASEPEYMEEVRRQHMERCTSFLVDE	 288LGVVDR---SQAGDRIFFVSAKEVLNARIQKAQGMP------------

YBR179C                                   419 --------------NE---N	 421DNEDHGDR-----KPDDDPYS---SSDPDPDFDSLEDSLRNFVLKKRSLSKLLPAKTYLS	 473K-------LLSDIIMISKSNMK
gi|85081328                               507 --------------GGSGSA	 512SGGGGGDD-----GDDDDPKGKGKKKEMARDFSNLEQSLRRFVLEKRARSKLAPAKTYLT	 567N-------ILNDVHVLATVNQE
gi|66807039|ref|XP_637242.1               325 SSNINYNNLLSST	 337SVEPNNINNNNKYTQKFYQELENNINWKKSKFLDLEKYILQSLDS---------------	 382--NERVKLKLLNPLGVAD---KLYSEFDE
Vca:Vocar20014393m                        542 DADGP-----------FSSA	 550AGEAA-----SLEAESLDAALPSSPDWRSSNFAELERQVSNFLVGRG------------A	 593GGGEGVRLKLQTPLFVAD---A
Cre:Cre14.g616600.t1.2                    626 TASFDSDLP-----------SASP	 638TAPLS-----NVDPEAMEAALSNSRDWAVSNFSELERNVSNFLVGKG------------A	 681GGGEGVRLKLQTPLFVAD
Smo:413416|413416|413416                  546 -------------------------	 545-----------------SKNLERDPLWTASGFDKLEQYVLDFLGGSS------------D	 576AGAERIRLKLETPIGIA
Ppa:Pp1s181_13V6.1                        733 QLEDG------------------------	 737-------------S-VDVARLSEDPLWITSGFKELEEFIFGFMGASS------------E	 771RGAERLRLKLETP
Ppa:Pp1s288_36V6.1                        730 LLEDG------------------------	 734-------------T-VDVARLSEDPLWTTSGFKELEEFIFGFMGAST------------D	 768RGAERLRLKLETP
Zma:GRMZM2G319109_T01                     548 ------------------------	 547-------------GKHSTEAMYNDPRWRSSKFFELEDYLLSFLDSST------------E	 582NGKERVRLKLETPIGIAD
Osa:LOC_Os05g32390                        557 ------------------------	 556-------------REHHGEALFNDPRWRNSKFYDLEHYLLSFLDGST------------E	 591NGKERVRLKLETPIGIAD
Bra:Bra030522                             540 ------------------------	 539-------------R-DDLEVSDPDSKWRTQSFNELEKFLYSFLDSST------------V	 573TGMERIRLKLETPIAIAE
Ath:AT1G03160                             538 ------------------------	 537-------------R-DDLEIADPGSNWRVQSFNELEKFLYSFLDSST------------A	 571TGMERIRLKLETPMAIAE
Cru:Carubv10008235m|                      555 ------------------------	 554-------------R-DDLEVSDPGSNWRVQSFNELEKFLYSFLDSST------------A	 588TGMERIRLKLETPMVIAE
Mtr:Medtr1g072270                         547 ------------------------	 546-------------K-LNEELSVSGSQYGPNSFYELEKFLYSFLDGST------------I	 580AGMDRMRLKLETPVGIAD
Gma:Glyma02g16630                         547 ------------------------	 546-------------R-LNEELSTSDSHYGAISFFELENFLYSFLDGST------------I	 580PGMDRMRLKLETPVAIAD
Gma:Glyma10g03190.1                       548 ------------------------	 547-------------R-LNEELSTSYSHYGASSFSELENFLYSFLDGST------------I	 581PGMDRMRLKLETPVAIAD
Ptr:Potri.002G053300                      449 ------------------------	 448-------------K-EYSELLVSESHLKFTGFYELEQFLYSFLDVST------------T	 482TGMERTRLKLETPIVIAE
Csa:Cucsa.184500                          559 ------------------------	 558-------------E-VLS---PSSSYWRSSSFHELENFLYSFLDGST------------S	 589NGKERMKLKLQTPVSIAE
Rco:29647.m002091|29647.m002091|29647.t0  553 ------------------------	 552-------------R-DYTESLNSESHWKTSSFDEFEKFLYSFLDGST------------E	 586TGMERMKLKLETPIAIAN
Ptr:Potri.005G209200                      559 ------------------------	 558-------------K-DYTELSVSKSHLKISRFYELEQFLYSFLDAST------------T	 592TGMERVRLKLETPIAIAE
Vvi:GSVIVG01011085001                     558 ------------------------	 557-------------K-DYEPSVADSSHWKATSFSEFENFLYSFLDGST------------S	 591TGMERMRLKLETPIGIAE
Egr:Eucgr.H01482.1                        383 -----------------	 382-------------K-EYTNMLVSDSQWRVGSFYKLEKFLYSFLDGST------------S	 416MGMERIKLKLETPIGIAE---RLVS
gi|66826855|ref|XP_646782.1Dd             328 -------------	 327---------------EKVKSAEEKVE---NVLKKFEEQYLEKVE---------------K	 354LISENMKLKVDF---------------DK
gi|17538097|ref|NP_495161.1               334 ------------	 333-----------------KAYQAEGHGTRALEFQNFERHFEHCISRSAIHTKFEAHNRRAH	 376EMIGKMRLNLNSVLTSAA---EQRSKLQNN
gi|7662004|                               322 ------------	 321---------------EGGGALAEGFQVRMFEFQNFERRFEECISQSAVKTKFEQHTVRAK	 366QIAEAVRLIMDSLHMAAR---EQQVYCEEM



YBR179C                                   489 MYSEEEIKINEQLETLRPEILSARAKCNDLTTSVDQMA	 526EQTITMTYNN--TKEALLNALDVPLHE-----YPK--------------YQG---LGQIY	 562DFIF
gi|85081328                               583 VAQSEFDRMNQELQKLEPELERSKQAKQEINEKVDQTI	 620EETCQEIYEF--SRNTISSSIEHAGDG---NFGIP--------------YPG---LFSAF	 658EYAE
gi|66807039|ref|XP_637242.1               407 EY-------RSQQSVLDFDFENINLAVAQIN	 430EHQIDLNKDLRHQLERIDTILLRMENRA-----------NTFLDNEIQ------------	 467---FSNLLKLL
Vca:Vocar20014393m                        613 LLGAAGRQL-------AVDLAAARAELEGLQLVSKQLT	 643KFRSEMEKDATAQRAALQQVLSGVLSRA-----------ERFVDQTVQ------------	 680---L
Cre:Cre14.g616600.t1.2                    700 ---ALLGAAGRQL-------ETDLAAARAELEGVQLVGRQLG	 731RFRAEMEKDAAAQRAALQPVLAEVLARA-----------EKFVDSTVQ------------	 768
Smo:413416|413416|413416                  594 A---ALLSAARKQV-------EADAANNEVDQKVLDEMEDQFT	 626SYKQLLGTNVDLQVQLVITAVAEATARA-----------LKFVDKRLQ------------	 66
Ppa:Pp1s181_13V6.1                        785 LGISV---ALLAACDQQL-------AAEAFKAESDLKALEDVLKQLQ	 821RFEEAMLNGAILQRQRTLAVIEAAKGRA-----------TKFVDSILR-----------
Ppa:Pp1s288_36V6.1                        782 LGISF---ALLAACEQQL-------TAEASKAESDLKVLEDVRKRLQ	 818KFEEAMLNGAILQRLSILAVIEAVKGRA-----------EKFVDSILR-----------
Zma:GRMZM2G319109_T01                     601 ---RLLTSCQRLV-------KLEYEKAVEDLASIKDLVYGAN	 632NYAIKLKSDSSSWQNQISSLIERAKGRA-----------VTLMESTLQ------------	 669
Osa:LOC_Os05g32390                        610 ---RLLTSCQRLV-------KLEYEKAIDDLTSIKDLVSGAN	 641NYAVKIEADSDSWQRQISSLIARAKGRA-----------ISLMESTLQ------------	 678
Bra:Bra030522                             592 ---RLLSSVESLV-------LQDCVAAREDLASADKIINRTQ	 623EYTLTMEYESISWRRQALSLIDKARLQV-----------VDLIEATLR------------	 660
Ath:AT1G03160                             590 ---RLLSSVEALV-------RQDCLAAREDLASADKIISRTK	 621EYALKMEYESISWRRQALSLIDNARLQV-----------VDLIGTTLR------------	 658
Cru:Carubv10008235m|                      607 ---RLLSSVESLV-------RQDCLAAKEDLASADKIINHTK	 638EYALKMEYESISWRRQALSLIDNARLQV-----------VDLIGTTLR------------	 675
Mtr:Medtr1g072270                         599 ---RLISACETLV-------TQDYRCAKQDLAAINNVVNSVN	 630DFALNMENESLSWRKQTLSMIESTKSRV-----------VELVEATMQ------------	 667
Gma:Glyma02g16630                         599 ---RLISACETLV-------TQDYRYAKQDLAAVEDIVNNVN	 630DFALNMVTESLSWRRQTLSLIETTKSRV-----------IELVEANLQ------------	 667
Gma:Glyma10g03190.1                       600 ---RLISACETLV-------TQDYRYAKQDLAAVEDIVNNVN	 631DFALNMVTESLSWRRPTLSLIETTKSRV-----------VELVEANLQ------------	 668
Ptr:Potri.002G053300                      501 ---RLLSACETLV-------NQDCQYAKQDLTSATEIIDCVK	 532ECATQLENESISWRRKTM-----------------------LVNSTLQ------------	 557
Csa:Cucsa.184500                          608 ---RLLSAAETLV-------RQEIRFAKQDLASLNELVDGVR	 639NYGLKMENESIIWRRQALSLIDSTQSRI-----------MKLVESTLQ------------	 676
Rco:29647.m002091|29647.m002091|29647.t0  605 ---CIISSCEAFV-------KQETQYAEQDLATVSDIVDSVK	 636DYTLKMEKDSISWRKKALSKIETTKSRV-----------LELIESTLQ------------	 673
Ptr:Potri.005G209200                      611 ---RLLSACETLV-------KQDSQLAKQDLTSATELIDSVK	 642EYAIKMENESISWRRKTMSLIDATKSRV-----------LELIESTLQ------------	 679
Vvi:GSVIVG01011085001                     610 ---RLFSSCETLV-------RQDYQYAKQDLASINEMVSSVK	 641EYAVKMESENISWRRQTLSLIDTTKARI-----------VKLIDSTLQ------------	 678
Egr:Eucgr.H01482.1                        439 SCETVL-------RQDYEDANQDLNTVLGIVSSVK	 466EYVMKMERDSISWRRKILSLVDTTKSRV-----------VELTESSLQ------------	 503---LSNL
gi|66826855|ref|XP_646782.1Dd             369 LI---------------------NGKDDELK	 378RVE---EEIREKYRSSLDAAIEELN----KDLDEKLKDMDQFIKSK--VFDNQAVLQETL	 429EKQKSNLINIF
gi|17538097|ref|NP_495161.1               404 L---------------------NESTRTFN	 412ECRVNFTQFEKAYREQTEQLRAEVHLKVSADFFEEIARLDAIIDRFEQPFDGSSSG---M	 469TKYKED-LAIF-
gi|7662004|                               394 R---------------------EERQDRLK	 402FIDKQLELLAQDYKLRIKQITEEVERQVSTAMAEEIRRLSVLVDDYQMDFHPSPVV---L	 459KVYKNE-LHRH-

YBR179C                                   567 STEAFIANQIDESIGSSELFAKQKTDLLV---------------------------	 595---------------KKIYEIGKNELGDDFMCERVFRSELMFRKRKHLIG
gi|85081328                               663 ELKEAMLSQIAGSVTQCEEHARARTVDGV---------------------------	 691---------------NMIKQLGIMHLGNEY-TDLAFRPDVMFRRKKDALA
gi|66807039|ref|XP_637242.1               476 ----RG-----EEIR---------NQFEKHVIDGT--------------	 492NQEIEQLVRNLV----DNI-----------VD-------------------------
Vca:Vocar20014393m                        682 SNAPLLVSIAAGN---KEYPFR---------AAFEKEVIGNG--------------	 711FDSLRAAVSEHS----SWLRANCDAQREYYAS------------------
Cre:Cre14.g616600.t1.2                    769 ---LSNAPLLVSIAAGN---KEYPFR---------AAFEKEVVGGG--------------	 799FDALRSAVAEHG----SWLRANCANQRDYYAQ--------------
Smo:413416|413416|413416                  664 3---VTSVDTASKYLLPRNETSS-AGA---------ATFEREIIGTA--------------	 696LSDVKNAIEDHK----LWVTLNTQRQLEKYVE-------------
Ppa:Pp1s181_13V6.1                        859 -	 858---LSNVEAVRKYLLGSSRAQSMPVS---------SGFDSKVIGSA--------------	 892VTETQKSLEEHK----DWIESNSNRQLSSYRS---------
Ppa:Pp1s288_36V6.1                        856 -	 855---LSNVEAIGKYLLGSGGVRSMPVS---------SGFDSKVIGSA--------------	 889VTDVEKALKEYK----EWMESNSIRQLSSYRS---------
Zma:GRMZM2G319109_T01                     670 ---LSNIDLIFAYTIKGKTGSSMRAT---------SFVQNDILSPT--------------	 703LDDAVNLLGDYS----TWLSSSNTREANVYLE--------------
Osa:LOC_Os05g32390                        679 ---LSNIDLIFTYTLSGGKSTPTKVT---------SFFQNDILSPS--------------	 712LDDAANLLSEYS----TWLSSTNVREANIYVD--------------
Bra:Bra030522                             661 ---LSSLDLAISYVFKGENSASVAAT---------SKVNGEILAPA--------------	 694LSNAQDLLGKYA----EWLQSNTAREGSLSLK--------------
Ath:AT1G03160                             659 ---LSSLDLAISYVFKGEKSASVAAT---------SKVQGEILAPA--------------	 692LTNAKELLGKYA----EWLQSNTAREGSLSLK--------------
Cru:Carubv10008235m|                      676 ---LSSLDLAISYVFKGENSGSVAAT---------SKVQGEILGPA--------------	 709LSNAKELLGKYA----EWLQSTTAREGSMSLK--------------
Mtr:Medtr1g072270                         668 ---LSNLDIVASYVFKGEKNA-APAT---------SRIQNDIIDPS--------------	 700VSSVQKILGDYE----NWLSAKNTQQGRLYKE--------------
Gma:Glyma02g16630                         668 ---LSNFDIIASYAFKGEKNV-MPTT---------SRIQNDIIGPA--------------	 700VSAVQKILEEYG----NWLYSKYTQQGRLYKE--------------
Gma:Glyma10g03190.1                       669 ---LSNFDIIASYAFKGEKNA-LPTT---------SRIQNDIIGPA--------------	 701VSAVQKILEEYE----NWLYSKYTQQGRLYKE--------------
Ptr:Potri.002G053300                      558 ---LSNLDLVASSIFRGEKSATMPAT---------SKIQNDIIGPA--------------	 591LTDAQKLLGEYV----IWLKSNSAHGGKLYKE--------------
Csa:Cucsa.184500                          677 ---LSNLDIAAYYVLKGEKTTTLSAT---------SKIQNDIISPA--------------	 710LADAQKLLQDYE----SWLQSGNANEGTVYQE--------------
Rco:29647.m002091|29647.m002091|29647.t0  674 ---ISNLDLATSYLLKGEKSTMTPTS---------LRVQHDIIGPA--------------	 707VSDVQKLLEEYA----LWLKSNSAHESKLYKE--------------
Ptr:Potri.005G209200                      680 ---LSNLDLVASYIFRGEKSATMPAT---------LKIQNDIIGPA--------------	 713LTDAQKLLGEYL----KWLQSNSANGGKLYKE--------------
Vvi:GSVIVG01011085001                     679 ---LSNLDLVGSYVLKGAKSATLPAT---------SSVQNDIIGPA--------------	 712HADARKLLGEYV----TWLQSNNAHEGRLYKE--------------
Egr:Eucgr.H01482.1                        508 DLVATYVFKGEKSATMPAT---------AKVQNDILGPA--------------	 537LLDANKLLIDYV----SWLHSSNDSQGRLYRE---------------------
gi|66826855|ref|XP_646782.1Dd             441 KQQAESIKQSELEKRAITQLTQCIVDLQKLLHDKSAIDGANGKGLLVRS	 489FKNLTDL---------SNYDQLIKELLSTLPEGFEK---------------------
gi|17538097|ref|NP_495161.1               480 --VDKCLSSDLEARCTGGLMSRIWNLENDMF-----QYV--TKILAEP	 518YQNKLEEVWRYRAPFKFSICVDVPALVNDFHEDLEF----------------------
gi|7662004|                               470 --IEEGLGRNMSDRCSTAITNSLQTMQQDMI-----DGL--KPLLPVS	 508VRSQIDM-LVPRQCFSLNYDLNCDKLCADFQEDIEF----------------------

YBR179C                                   631 KRLKVSLSIT	 640DLFAPTWKGFLSYLSWQKPVTAPLPDIEGQTNEGQIG-------------LMKYLG----	 683-LKNYPLTQYWSRPSL-------------LFT
gi|85081328                               726 RQVDIPTEL-	 734------W----DFVDWSTVLQKEEKAGMALTVAGVVG-------------TSVLSG----	 767-YSQ----------------------------
gi|66807039|ref|XP_637242.1               510 ---	 509-KNTKRWKSIIDLINQKSSNKS--Q-----KVVGFIRDT-HDSS--------DFS-----	 547-SNRQQTINDMGERTTKTLSSYDRDNESLLVSRDIKNA-
Vca:Vocar20014393m                        740 ----------	 739-FAAARGEAAGVVTIAPSAASSNGT--AAAAAAGVAADRTHSNAEASTFTSTPLA-VSAT	 795AITAASSGPSASSPALLAVSEFNVRAISTLLD
Cre:Cre14.g616600.t1.2                    828 --------------	 827-FAASRAAAAGLPDLATAAVAATSS--SASEA-GSKSAPAASSSSAP--PQTELSGDRAA	 881SGADASSSTSASSPALRAVGDFNLRAIS
Smo:413416|413416|413416                  725 ---------------	 724-IGKSRWPDTEVVTD---------S-----------------------------------	 739----WSENVSFSGRSLTALDEFDVKAA
Ppa:Pp1s181_13V6.1                        921 -------------------	 920-LIMSRWPQAKEEYG---------S-----------------SA--DSLPLVELR-----	 946-NRDTELMAEQNNSSLTVLKDFD
Ppa:Pp1s288_36V6.1                        918 -------------------	 917-LIISRWPQVKEDSQ---------H-----------------NV--ESSPVVDLR-----	 943-NRDSKHMAEQSSRSLTTLMDFD
Zma:GRMZM2G319109_T01                     732 --------------	 731-CFCERWDALVAPEE---------R----------------------------AL-----	 748-LDPNGLVNEGEKLTIKALEGFNASAAA
Osa:LOC_Os05g32390                        741 --------------	 740-CFHERWGALVAQEQ---------R----------------------------IP-----	 757-PEKNELVNEEEKLCVKALDGFSASAAA
Bra:Bra030522                             723 --------------	 722-SFENKWPQYVNSKT---------Q----------------------------LG-----	 739-IDTYDLLRKTDKFSLKTIQNLSAGTTS
Ath:AT1G03160                             721 --------------	 720-SFENKWPTYVNSKT---------Q----------------------------LG-----	 737-IDTYDLLQKTDKVSLKTIQNLSAGTTS
Cru:Carubv10008235m|                      738 --------------	 737-SFENKWPTYVNSKT---------Q----------------------------LG-----	 754-IDTYDLLRKNDKFSLKTIQNLSAGTTS
Mtr:Medtr1g072270                         729 --------------	 728-SFEKRWSSLIHENS---------Q----------------------------KN-----	 745-SETYELLKKGDQAGYQVIENFSSSAVS
Gma:Glyma02g16630                         729 --------------	 728-SFEKRWPSLSHESS---------Q----------------------------IN-----	 745-FETDQLLKKVDQAGSQVIDNFSSNAVS
Gma:Glyma10g03190.1                       730 --------------	 729-SFEKRWPSLSHESS---------Q----------------------------IN-----	 746-FGTDQLLKKVDQAGSQVIDNFSSIAVS
Ptr:Potri.002G053300                      620 --------------	 619-SFEK*------------------------------------------------------	 623----------------------------
Csa:Cucsa.184500                          739 --------------	 738-SLQKLWPSIVFPAT---------Q----------------------------MH-----	 755-FETYELLKKVDDLSLKVIKNFSPSAAS
Rco:29647.m002091|29647.m002091|29647.t0  736 --------------	 735-AFEKRWPSIINPDS---------R----------------------------MH-----	 752-SETYELLEKADDLGLKAIQNFSTAAAS
Ptr:Potri.005G209200                      742 --------------	 741-QFEKRWTSITYPTS---------Q----------------------------IH-----	 758-LETHDLAK-KVDLSIRVIENLSAGATS
Vvi:GSVIVG01011085001                     741 --------------	 740-SFERKWPLFVYPHN---------Q----------------------------VG-----	 757-LETYELLRKGDELSLKALENFSAGAAS
Egr:Eucgr.H01482.1                        566 -------	 565-SFEKRWPSLVHSNA---------Q----------------------------MT-----	 582-LERFDLLRKLDEQCLKVIENFSASSASKTFDQEI
gi|66826855|ref|XP_646782.1Dd             517 ---	 516-KPVI--------------------------------------------PLDTLN---NQ	 528FQDIAK---KLRKSQL-----IDPN------DNSLLGKA
gi|17538097|ref|NP_495161.1               555 --	 554-RFTFGLHAIIRRIIAYRSGQ----------------------------PVTAIN---TN	 582LLTPLSLKQQSEKNSV-----RDAEASAASEEQAMMTQMV
gi|7662004|                               544 --	 543-HFSLGWTMLVNRFLGPKNSRR---------------------------ALMGYN---DQ	 572VQRPIPLTPANPS--M------PPLPQGSLTQEEFMVSMV

YBR179C                                   702 SKIPTLTLYFLGSTKVVGNIILNGIK--	 727---LSSWSSLKKLSVPVIVVGSL-------------LGLTYLIHDLPRALPMNLSIKYKR	 771KLQELD--------
gi|85081328                               771 -----------------MNLALRAAQ--	 779---ILGTDNVRRLIIPGLIAAAV-------------AATYYVLNQIPHSLPHRLKEKIST	 823QLAAID--------
gi|66807039|ref|XP_637242.1               585 -IYQAILFEAGTVGVATI---	 601-----LSTAFFDLTGVLGIGAL----------------AITGLAWVPF-KKAQLKRSISS	 639KITNLRLQLHDTIQDHIGEEI
Vca:Vocar20014393m                        828 TELQQA------MATTVGTAAGAPLFGL	 849FAMQLIPNTLEDILLAGLSGAV----------------SYVSLLNLPL-RRADLKGKISR	 892VASNFVSDVQSKME
Cre:Cre14.g616600.t1.2                    910 TLLDTELQQA------MATTAGTAVGAPVFGL	 935FAMQIVGNTLEDLLLAALAGGV----------------SYVSLLNLPL-RRADLKGKIGR	 978VAGNFVSDVQ
Smo:413416|413416|413416                  763 NLLLEQELREA------VFSTFESLGIAGASAS	 789LLTSVLPTTLEDLIALGLCSAG----------------GLVSIFKLSS-LREEIKRKVEQ	 832VAQSLSLKL
Ppa:Pp1s181_13V6.1                        969 TNAAAILLEQECKEV------VFSTFSGVGVAGISAS	 999VLTSILPTTLEDLIALGVCSAG----------------GLVGVWNLPS-QREAAKKKVRR	 1042VADS
Ppa:Pp1s288_36V6.1                        966 TNAAIILLEQEFKEV------VVSIFSGVGAAGISAS	 996VLTSILPTTLEDLIALGVCSAG----------------GLVGVWKLPS-QREVVKKKVRR	 1039VADS
Zma:GRMZM2G319109_T01                     776 KDFEEEIREL------VCPIN-GLDF------	 794------------------------------------------------------------	 794----------
Osa:LOC_Os05g32390                        785 KVFEEEIREV------AWGTFGGLGVAGLSAS	 810LLTSVLTSTLEDLLALALCSAG----------------GFFAISNFPT-RRKLAVEKIGK	 853AAEKLSSKVD
Bra:Bra030522                             767 KRLEQDIREV------FFVTVGGLGAAGLSAS	 792LLTSVLPTTLEDLLALGLCSAG----------------GYVAIANFPY-RRQAIIGKVNK	 835VADALAQQLE
Ath:AT1G03160                             765 KRLEQDIREV------FFVTVGGLGAAGLSAS	 790LLTSVLPTTLEDLLALGLCSAG----------------GYVAIANFPY-RRQAIIGKVNK	 833VADALAQQLE
Cru:Carubv10008235m|                      782 KRLEQDIREV------FFVTVGGLGAAGLSAS	 807LLTSVLPTTLEDLLALGLCSAG----------------GYVAIANFPY-RRQAIIGKVNK	 850VADALAQQLE
Mtr:Medtr1g072270                         773 KSFEQEVRET------ILGTFGQLGVAGFSAS	 798LLTSVLQTTLEDLLALGICSVG----------------GYIAISNFPS-RRRRVIDKVKR	 841KADTLANELE
Gma:Glyma02g16630                         773 KSFEQEVREM------ILGTFGQLGVAGLSAS	 798LLTSVLQTTLDDLLALGICSAG----------------GYLAISTFPA-RRQKVIDKVKR	 841KADTLAYELE
Gma:Glyma10g03190.1                       774 KSFEQEVREM------ILGTFGQLGVAGLSAS	 799LLTSVLQTTLEDLLALGICSAG----------------GYLAISTFPA-RRQKVIDKVKT	 842KAETLAYELE
Ptr:Potri.002G053300                      624 --------------------------------	 623------------------------------------------------------------	 623----------
Csa:Cucsa.184500                          783 KLFDQEIREA------FLGTFGGLGAAGLSAS	 808LLTTVLPTTIEDLLALGLCSAG----------------GFLAISNFPS-RRQQLVSKVKR	 851TADGFARELE
Rco:29647.m002091|29647.m002091|29647.t0  780 KLFEQEIREV------YLGTFGGLGAAGLSAS	 805LLTSVLPTTLEDLLALGLCSAG----------------GFIAISSFPY-RKQEMVDKVRR	 848IADGLMREVE
Ptr:Potri.005G209200                      785 KLFEKQIREA------FLGTFGGLGAAGLSAS	 810LLTSVLPTTLEDLLALGLCSAG----------------GFIAISTFPV-RRQAIVDKVNK	 853IADGLAREVE
Vvi:GSVIVG01011085001                     785 RLFDQEIREV------FLGVFGGLGAAGFSAS	 810LLTSVLPTTLEDLLALGLCSAG----------------GWLAISNFPA-RRKGMIEKVTR	 853AADAFARELE
Egr:Eucgr.H01482.1                        617 REV------FLGTFGGLGAAGLSAS	 635LLTSVLDTTLEDLLALGLCSAG----------------GLLAISNFPA-RRQVVVNKVNK	 678TVDALARDLEEAMQKDL
gi|66826855|ref|XP_646782.1Dd             554 VSELASLFIIPEKGM--VQGN	 572DYDAILARAEDHLRKNNLSSAIKEMESIQQQSSKSSTNIDNHHLSKLT-SNWIKQAKERD	 631QLENISKLLELKLELIHKQQ-
gi|17538097|ref|NP_495161.1               618 LTSAAFLANGSLGVLVVGGI	 637VYKAVGWRVI------AVGGA-----------------AYAGLYAWER-MRWNSGAKEQH	 673LKEQFRSHLAARMQQVSTAHTH
gi|7662004|                               605 TGLASLTSRTSMGILVVGGV	 624VWKAVGWRLI------ALSFG-----------------LYGLLYVYER-LTWTTKAKERA	 660FKRQFVEHASEKLQLVISYTGS

YBR179C                                   778 YIHLNAQRTS----------------NEVRDVLRVPTREILRSCEI	 807IMDKKQITKKELENKKESNLL---SIKFFQSLYEGTVAQKLMVEEINLDID*--------
gi|85081328                               830 YVHSNSIRIS----------------GSVRKVLRFPADSLRVGLQR	 859SVEKLDGRRNETLRVKAESDV---ALKYFANLVRESAHQRRVVEAVDLDGHPPGLAGIGG
gi|66807039|ref|XP_637242.1               661 RIS---------------SNKIQLG-I---QPYIDFTNN	 680ESKKINDLSIKLGECKDERQTLIYDIEKYFK-----------------------------	 711--	
Vca:Vocar20014393m                        907 VEVADEVAGV---------------MRAVAKL-M---EPLEQAYGT	 933EVARLEARQADLARLADGLKDLQRRVANLE*-----------------------------
Cre:Cre14.g616600.t1.2                    989 AKMEQEVADEVKAT---------------VAAVGEL-M---APLEQTYGA	 1019EVARLEARKSDLVAFGEALQELQRRTANLE*------------------------
Smo:413416|413416|413416                  842 EEEMKAELQESIQSI---------------ESSVLQF-T---APYRSLVEK	 873ESTRIAAVQEKLVVIDKELQMLRKNIQNLGS*-----------------------
Ppa:Pp1s181_13V6.1                       1047 FAKQIEEAMKDDLQKSIDAV---------------RAEFQTL-A---APYRNAAEE	 1083KLRRVKILQEELLKLDTELKRLRQSVQSIGT*-----------------
Ppa:Pp1s288_36V6.1                       1044 LARQIEEAMKDDLQKSIDAV---------------RAEVETL-T---APYLNAVEE	 1080KLRRVEILQEESQKLDSELKRLRQSVQSIGI*-----------------
Zma:GRMZM2G319109_T01                     795 --------------------------------------------------	 794--------------------------------------------------------
Osa:LOC_Os05g32390                        864 EAIQQDISRSANQL---------------VHFVETV-S---KPYQDACQQ	 894KIDWLQGVQGELSTVERKLQTLKVEIQNLHES-----------------*------
Bra:Bra030522                             846 DAMQKDLSDATNNL---------------VNFVNIV-A---KPYREEAQL	 876RLDRLLGIQKELSDIRSKLQLLQVEIDNLHVL-----------------R*-----
Ath:AT1G03160                             844 DAMQKDLSDATSNL---------------VNFVNIV-A---KPYREEAQL	 874RLDRLLGIQKELSDIRSKLQLLQVDIDNLHVS-----------------RDEMRL*
Cru:Carubv10008235m|                      861 DAMQKDLSDATNNL---------------VNFVNIV-A---KPYREEAQL	 891RLDRLLGIQKELLDIRSKLQLLQVDIDNLHVS-----------------RDEMRL*
Mtr:Medtr1g072270                         852 EAMKRDLTEAVENL---------------DTFVRVI-G---KPYQDQVQN	 882RLNKLVEIQEEISNIEKKLRTLQIDIQNLHVS-----------------*------
Gma:Glyma02g16630                         852 EAMKKDLTEAIENL---------------DTFVKVL-S---KPYQDEAQN	 882RLNRLVEIQEELSNVEKKLRTLQIDIQNLNVS-----------------*------
Gma:Glyma10g03190.1                       853 EAMKKDLTEAIENL---------------DTFVKVL-S---KPYQDEAQN	 883RLNRLVEIQEELSNVEKKLRTLQIDIQNLHVS-----------------*------
Ptr:Potri.002G053300                      624 --------------------------------------------------	 623--------------------------------------------------------
Csa:Cucsa.184500                          862 AAMQEDLNEAVRNL---------------ETFVSVI-S---KPYRDDTQD	 892RLDKLLEIQDELCNVGKKLQKLQNEIQNLHVL-----------------*------
Rco:29647.m002091|29647.m002091|29647.t0  859 EAMQKDLLETLVNL---------------DNFLKII-S---KPYQDAAQQ	 889RLDDLLNIQNELSEMEEKIRTLQVEIQNLHLS------------------------
Ptr:Potri.005G209200                      864 EAMQNDLMETVGNL---------------ENFVKTI-G---KPYQDAAQE	 894RLDKLLDLQEELSNVDKKLRTLRIEIQNVHLS-----------------*------
Vvi:GSVIVG01011085001                     864 VAMQKDLLETVENL---------------ENFVKLI-A---KPYQDEAQN	 894RLDKLLEIQDELSNVEKKLQTLQIQIQNLHVS-----------------*------
Egr:Eucgr.H01482.1                        696 LDTVTNM---------------ENFINII-S---KPYQEAAQS	 719RLDKILKLQDELSAVQDRLRMLQIEIQNLHTS-----------------*----------	 75
gi|66826855|ref|XP_646782.1Dd             652 -----QQIKEEQQ--------------------------	 659----------K-------------------------------------------------	 660--	
gi|17538097|ref|NP_495161.1               696 HCETQAIREMDQVFDGLKATVGGV-HREMKNDLDVQKT	 732QIDAVDSTIRTLGTIKGKAVFLLRNLEQFASSYLRSD------------SPPTP------	 774--	 7
gi|7662004|                               683 NCSHQVQQELSGTFAHLCQQVDVT-RENLEQEIAAMNK	 719KIEVLDSLQSKAKLLRNKAGWLDSELNMFTHQYLQPS------------R----------	 757--	 7



YBR179C                                   856 	 855--	 855             
gi|85081328                               917 	 916FH	 918             
gi|66807039|ref|XP_637242.1               712 711                    
Vca:Vocar20014393m                        964 	 963--	 963             
Cre:Cre14.g616600.t1.2                   1050 -----	 1049--	 1049      
Smo:413416|413416|413416                  905 -----	 904--	 904        
Ppa:Pp1s181_13V6.1                       1115 -----------	 1114--	 1114
Ppa:Pp1s288_36V6.1                       1112 -----------	 1111--	 1111
Zma:GRMZM2G319109_T01                     795 ----	 794--	 794         
Osa:LOC_Os05g32390                        927 ----	 926--	 926         
Bra:Bra030522                             910 ----	 909--	 909         
Ath:AT1G03160                             913 ----	 912--	 912         
Cru:Carubv10008235m|                      930 ----	 929--	 929         
Mtr:Medtr1g072270                         915 ----	 914--	 914         
Gma:Glyma02g16630                         915 ----	 914--	 914         
Gma:Glyma10g03190.1                       916 ----	 915--	 915         
Ptr:Potri.002G053300                      624 ----	 623--	 623         
Csa:Cucsa.184500                          925 ----	 924--	 924         
Rco:29647.m002091|29647.m002091|29647.t0  922 ----	 921--	 921         
Ptr:Potri.005G209200                      927 ----	 926--	 926         
Vvi:GSVIVG01011085001                     927 ----	 926--	 926         
Egr:Eucgr.H01482.1                        752 1--	 751                
gi|66826855|ref|XP_646782.1Dd             661 660                    
gi|17538097|ref|NP_495161.1               775 74                     
gi|7662004|                               758 57                     


