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ath|AT1G54170.1_CID3 ----MKPVLHSGSS-----------SNGFSHRRFEKEAW---------------------------MNNAQP------SVDNTE-----NGWDAESVDTPSQKLLVYFTTCNIGHQVEVHLKNGSVYSGIFHAANVEKD----FGIILKMACLIRDS--RGTKSRT--VSKPSSKLLKIPADELVQVIAKD---------------------LPLSSDSVSDSVQ
aly|Arabidopsis_lyrata_474549 ----MKPVLHSGSS-----------SNGFSHRRVEKEAG---------------------------MNNAQP------SAGTTE-----NGWEAGSVDTPSHKLLVYFTTCNIGHQVEVHLKNGSVYSGIFHAADVEKD----FGIILKMACLMRDS--RGTKSRSPLVSKPPSKILIIPADEVVQVIAKD---------------------LPVSSHNGSDSVQ
cru|Capsella_rubella_Carubv10008656m DTAAMKPGLLSSSS-----------PNGFPHRIVEKEAG---------------------------VNMAQP------SVNITE-----NGWEAGSVDTPSHERLLYFTTCKIGHQVEVHLKNGSIYSGIFHAANVDND----FGIILKMACLIKDS--RGAKSRSSLVSKPPSKRLIIPAEELVQVIAKD---------------------LPLSSEDVSDSVP
bra|Brassica_rapa_Bra014367 --------MNSQPS-----------SSGYPHTRVDKETG---------------------------MKVAE------------------NGGKAGSVDTPSRDPFVYLTTCKIGHHVEVQLKNGSVYSGIFHAADVENN----FGIILKMASLIREGSVRGMKPRAPLVSKPPSKVFIIPADEVVQVIAKD---------------------LPVYSNNVS---E
tha|Thellungiella_halophila_Thhalv10011331m -------MMNSQPS-----------SNGFPHRRVEKEAG---------------------------MYKAQPI--KSHSLKNTE-----NGREAGSVDSPYRDLFVYLTTCKIGHHVEVHLKNGSVYSGIFHSTDVKNN----FGIILKMACLIREGGLRGMTPRSPLVSKPPSKTFIIPADELVQVITKD---------------------LPVYSNNGSNSVQ
bra|Brassica_rapa_Bra037969 --------MNSQPL-----------SNGYPYRRAEHEAGG--------------------------INKAQQM--KQHTLK--K-----NGGKAGSVDISSRDPFEYLAACHIGHHVEVHLKDGSVYGGVFHAADVENS----FGIVLKMASLIREGSLPGMKASSSLVSKPPSKILIIPADEVVQVIAKD---------------------LPVYSNNASNSAQ
ath|AT3G14010.1_CID4 -----MSIPQSKSS-----------SNGFPLKRGETEEVL-----------------------------------HKTNTSNTV-----FNGEAGSLKRLSLDRLVYFTTCKIGHHVEVHLRNGSVYTGIFHAANVEKD----FGIILKMACLIKDGTLRGHKSRSEFVRKPPSKTFIIPADELVQVIAKD---------------------LSVSSNNMSNAVQ
aly|Arabidopsis_lyrata_929172 --MSMQPIPQSKSS-----------SNGFPLKRGERDEVL-----------------------------------NKANTSNTA-----FNGEVGSLERPSLDRLVYLSACYIGHHVEVHLRNGSVYTGIFHAADVEKD----FGIILKMACLIKDGTLRGHKSRSEFVRKPPSKTFIIPADELVQVIAKD---------------------LSVSSTNMSNAVQ
cru|Capsella_rubella_Carubv10013292m --MSIQPI-QSETS-----------SNGAP-----------------------------------------------------A-----FNGEAGSLERLSRDRLVYLTTCKIGHHVEVHLKNGSMYIGIFHAADVDKD----FGIILKMACLIKEGTLRGHKSRSEFVRKPPSKTFIIPADELVQVVAKD---------------------LSVSWNGMSNAVQ
bra|Brassica_rapa_Bra021526 --MNMQPGLPSKAS-----------TNGSPYIRGGEREGV--------------------------LNKAKSIKSHPA---NAA-----SNGEAGSLKGDSRDGLVYLTTCKIGHLVEVHLKNGSVYSGIFHAADVEKD----FGIILKMASLIKDGGLRGHKARSEFVRKPPSKTFIIPADELVQVIAKD---------------------LSISSDGMSNAVQ
bra|Brassica_rapa_Bra001533 -----------------------------------------------------------------------------------------MNVEDGSLKRRSRDSLVYLTTCMIGHLVEAYLKNGSVYSGIFHAADVEKD----FGIVLKMASLVKDGTLRGHKSRSEFVRKPPYKTFIITGDELVQVVAKD---------------------LSVFSDGKLKAVQ
tha|Thellungiella_halophila_Thhalv10020519m ----------MNSS-----------LNGSPQKRG-EREGV--------------------------SNKPQPVKSHPANTSNAA-----FNGKAGSLKKHSRDSLVYLTTCTIGHHVEVHLKNGSVYSGIFHAADVEKN----FGIILKMASLIKEGILRGHKSRSEFVRKPPSKTLIIPADELVQVVAKD---------------------LSVSSDGMLNAVQ
ppe|Prunus_persica_ppa002829m --MITQPTVNPKSS-----------ANGFGRRRGEREGGAR------------------------VENKSQSGKANHSRSTNT-------GTKSGNYESPSRDRLVYLTTCLIGHHVEVQVKNGSIYSGIFHATNAEKD----FGIILKMARMIKDGSLRGQKSVVESVSKPPSKTFIIPAKDLVQVIAKD---------------------VSISRDGLLNEVQ
fve|Fragaria_vesca_mrna07523.1-v1.0-hybrid --MNTQPAVHSRSS-----------SNGFGRRRGEREGGAR------------------------VENKSQSGKANHSKSN----------SKAGNYESPSRDRLVFLTTCLIGHHVEVQVKNGSIYTGIFHATNADKD----FGIILKMARMTKDGSLRGQKSVSDSVSKAPSKTLIIPSKELVQVIAKD---------------------VTISRDGLLSEVQ
gra|Gossypium_raimondii_Gorai.012G011100.1 --MNMQQVVFPKSS-----------ANGFGRQRGDREVGAR------------------------LENKMQLGKSNQGRIQTTG---ALAVGKTVGNESFSRDRLVYLTTCLIGHPVEVHVKSGSIYTGIFHATDAEND----FGIILKMARLIKDGTLCGYKATTEFVSKAPSKILIIPDKELVQIIAKD---------------------VAVTRDGFASEPQ
tca|Theobroma_cacao_Thecc1EG029104t3 --MNMQQVVLPKSS-----------ANGFGRRRVDREVGAR------------------------LENKGQSGKSNQGRMQTTG---ALAGGKTGGYESSCRDRLVYLTTCLIGHPVEVHVKSGSIYTGIFHATDAEKD----FGIILKMARLVKDGTLRGQKAIAEFVSKAPSKILIIPAKELVQVIAKD---------------------VAVTRDGFASELQ
gra|Gossypium_raimondii_Gorai.010G234100.1 --MNIQQALLPKSS-----------SNGFARRRGDREGGAR------------------------LESKVQSGKSNQGRIQATG---SLSGGKTGGYESSSRDRLVYMTTCLIGHMVEVHVKNGSIYSGIFHATDAEKD----FGIVLKMARLVKDGTLQGNKAVTEFISKAPTKILIIPAKELVQVIAKD---------------------VAVTSNGFASDLQ
csi|Citrus_sinensis_orange1.1g045896m -MMNLQQVMPPKST-----------ANGFGRRRGEREGGTR------------------------LESKSQSGKSNSGRVTTTG---SVIGSKSGSCAVSSHDKLLYLASCLIGLSVEVQVKGGSVYAGIFHATSDEKD----FGVILKMARLIKDGNFRGQKTVAEFVSKPPSKNFIIPSSELVQVIAKD---------------------VAVTRDGFANELQ
ccl|Citrus_clementina_Ciclev10025086m -MMNLQQVMPPKST-----------ANGFGRRRGEREGGTR------------------------LESKSQSGKSNSGRVTTTG---SVIGSKSGSCAVSSHDKLLYLASCLIGLSVEVQVKSGSVYAGIFHATSDEKD----FGVILKMARLIKDGNFRGQKTVAEFVSKPPSKNFIIPSSELVQVIAKD---------------------VAVTSDGFANELQ
cpa|Carica_papaya_evm.model.supercontig_25.97 --MSLQPAVQPKPS-----------ANGFGRRRVERDPGTR------------------------SENKLQSGKSNHGRVANTG---ALAGGKIGGFENPSRDRLVYITTCLIGHHVEVQVKNGSVYSGIFHATNAEKD----MGVILKMACLRKDGTLRGQKAPLEFVSKAPSKTLIIPAKELVQVIAKD---------------------VAVTRDGLSNELQ
csa|Cucumis_sativus_Cucsa.340860.1 --MSLQQSIHSKPS-----------ANGFGRRRGDRDVGTK------------------------FENKFQPGKSNTNRLTNTR---TLAGSKDGSFGSSSHDRLVYLTACFIGHHVDVQVKNGSVYSGIFHSSNTDKD----FGIILKMARLTKDTSSRGQKTIGDSSIKAPSKTLVIPAKDLVQVIAKD---------------------VTVTKDGLSNEVH
mes|Manihot_esculenta_cassava4.1_003097m --MSLQQAAQPK-Y-----------ANGFGRRRVEKEGGVR------------------------LENKLQSGKSSLSRS--------MAGAKVGIHESPSRDRLVYLSACLIGHPVEVHLKNGSIYSGTCYTTNVEKE----FAIILKMARLTKDVSFRGQK--AETLSKAPSKTLIIPGKEVVQVLAKD---------------------VSVTMDGINHEFQ
mes|Manihot_esculenta_cassava4.1_003544m --MSLQQAAQPKFY-----------AN--GRRRAEREGGAR------------------------LDNKLQSGRSSSNKP--------MVGGKVGMFGSPSRDRLVYLSTCLIGHPVEVHLKNGCIYSGTCYTTNVEKE----FAIVLKMARLIKDVSFRGQK--AENLSKPPSKSLIIPGKEVAQVIAKD---------------------VSVTMDGMNQELH
rco|Ricinus_communis_29706.m001306 --MSLQQPTQPKSY-----------ANGFGRRRAEREGGAR------------------------LDNKLQSGKSNPNRSSSS-----AIGGKVGVYESPSRDRLVYLSTCLIGHPVEVHLKNGSIYSGTCHTTNVEKE----FAIILKMARLTKDV-FRGQK--TESLSKAPSKTFIIPGKEVVQVIAKD---------------------VSITMDGMTHDLQ
pop|Populus_trichocarpa_Potri.003G063000.1 --MNLPQAMHPKSS-----------ANGFGRRRAERDWGTR------------------------FENKVQSGKPHTNRSGNA-----GAMGKVGVYESPSRERLIYLTTCLIGHPVEVQLKNGSVYSGTCYTTNVEKE----FAIILKMARLIKDISFRGQK--AEFVSKAPSKTLILPGKEVVQVIAKD---------------------VSVTVDGMSNEPQ
pop|Populus_trichocarpa_Potri.001G171100.1 --MNLQQAMQPKSS-----------ANGFGRRRTEKDWGTR------------------------FENKVQSGKAHTNRPSNA-----GATGKVGVCESPLRDRLVYLTTCLIGHPVEVQLKNGSVYSGTCYTTNAEKE----FAIILKMARLIKDVSLRGPK--AECVSKAPSKTLILPGKEVVQVIAKD---------------------VSVTIDGMSNELQ
lus|Linum_usitatissimum_Lus10037656 --MSIQQSVQPKSS-----------TNGFNRRRTDREGGIR------------------------LDNKPQSGKFSQDRSINA-----TGTGRTQVYESPSRDRLVYLSTCLIGLPVEVQLKDGSMYCGTCYTTNVEKD----FAIVLKMARLTKDVSHRGSK--AAYVSKAPSKTLIIPGKDVAEVIAKD---------------------VPVTVDGLSNELQ
lus|Linum_usitatissimum_Lus10015638 --MSIQQSVQPKSS-----------VNGFNRRRTDREGGMR------------------------LDNKPQSGKFSQDRSFNA-----TGTGRTQVYESPSRDRLVYLSTCLIGLPVDVQLKDGSMYSGTCYTTNVEKE----FAIVLKMARLTKDVSHRGGK--AAYVSKAPSKTLIIPGKDVAQVIAKD---------------------VPVTVDGLSNELQ
vvi|Vitis_vinifera_GSVIVT01016786001 --MNLQQVAQPRPF-----------ANGFGRR---REMGSR------------------------QDNKLQSGKSNPSRLPNAG---VFTGTKGGGYESSSRDRLVYLTTCFIGLPVEVQVKNGSIISGIFHATNADKD----FGIVLKMARLTKDGPVRGQKAISDSVSKAPSKILIIPAKELVQVIAKD---------------------VSVTRDGFSNELQ
aco|Aquilegia_coerulea_Aquca_076_00117.1 --MSIQQVVQSRPS-----------SNGFGRKKVERDSGTR------------------------MDNKLLSGKSNSGSFSNAG---SLNG-KVGAFESPSRDRLIYMTTCLMGHPVEVQVKNGSVISGLFHATNADKE----FGIILKMARVIKDGPFKGQKLATDSVGKGLLKTMIIPAKELVQVIAKD---------------------VAVTGNELITSVQ
gmx|Glycine_max_Glyma15g03190.1 --MNLQQAGQSK-S-----------SNGYGRRKSEREGATK------------------------SENKILSGKLNANRLANAVVTGAVTGSKGGSYESPSHDRLVYVTTCLIGHQVEVQVKNGSIYSGIFHATNTDKD----FGIILKMACLTKDGSLRGQKSGTEFVSKPLSKILIIPAKDLVQVTAQD---------------------VAITRDGLANEYH
gmx|Glycine_max_Glyma13g42230.4 --MNLQQAGQPK-S-----------SNGYGHRKSEREGATK------------------------SENKILSGKLNANRLAN---AGAVTGSKGGSYESPSHDRLVYVTTCLIGHQVEVQVKNGSIYSGIFHATNTDKD----FGIILKMARLTKDGSLRGQKSGTEFVSKPPLKILIIPAKDLVQVTAQD---------------------VAITRDGLANESH
pvu|Phaseolus_vulgaris_Phvul.005G156000.1 --MNLQQAGQPK-S-----------SNGYGRRKSEREGAIK------------------------SENKILSGKLNASRLTN---TGVVIGSKGGNCESPSHDRLVYLTTCLIGHQVEVQVKNGSTYSGVFHATNTDKD----FGIVLKMARLTKDGSSRGQKSGAEFVSKPPIKILVIPAKDLVQVTAQD---------------------VAIARDGLPNESH
mtr|Medicago_truncatula_Medtr2g099480.1 --MKMKNKKRRK-M-----------KK--KKKKLSVEGSTM------------------------SLQ------------------------PGQSKDGSSHDRLVYVTTCLIGQQVEIQVKNGSIYSGIFHATDTDKD----FGIILKMARLTKDASSQGKKSGAEFVSKAPSKILIIPAKELVQVIAQG---------------------VAVTKDGLPSEPQ
gmx|Glycine_max_Glyma16g00765.1 --MNLQQIGQPK-S-----------SNGYGHQKSEKEGATK------------------------SDNKLPSVKSNSSSRLAGT--GVVTGNKGGGYGSPSHDRLVYLTTCLIGQHVEVQVKNGSIYSGIFHATNSDKD----FGIILKMARLTKAASLQGQGSGVEFVSEAPSKTLIIPANDLAQVIAKD---------------------VAVSRDGLPSESH
gmx|Glycine_max_Glyma07g04060.5 --MNLQQVGQPK-S-----------SNGYGCWKSEKEGATK------------------------SDNKIPSGKSNASSRLAS----VVTGNKGGSYGSPSHDRLVYLKTCLIGQHVEVQVKNGSIYSGIFHATNSGKD----FGIILKMAHLTKDAALQGKESGVEFVSKAPFKTLIIPANDLVQVIAKD---------------------VAVSRDGLPSESH
pvu|Phaseolus_vulgaris_Phvul.010G133000.1 --MNLEQIGQPK-S-----------SNGYIRRKSEKDGATK------------------------SDYKIPSGKSNASSRLPST--GVVSDNKGGSYGSPSHDRLVYLTSCLIGQHVEAQVKNGSIYSGIFHATNTDKD----YGIILKMACLTKDGSLQGQRFRVESFSKAPSKTLIIPSNDLVQVIAKD---------------------VSVFRDGQTSAPH
egr|Eucalyptus_grandis_Eucgr.F03170.1 --MNFQQLAHPKSA-----------ANGIGRRKSEREGGMK------------------------MDNRLHSGKSGISKTGSIG---SMPDSKVGGNLSPSHDRLVYFLTRLIGHHVEVQVKNGSIYSGIYHAANVNKD----MGIILKMARMIKDGSVQLHRANTESLNKAFAKTFVIPAKELVQVIAKD---------------------FSLAGDGLSNELQ
stu|Solanum_tuberosum_PGSC0003DMP400008702 ----MQQPVPPRPS-----------ANGYGRRKVDREMGTK------------------------LENKVQSGKTTSRQFT----------GKGGAYQSLSHDRLVYFTTCLVGHQVEVQVMDGSVFSGILHATNAEKD----FGIILKMAQLIKDS-SEGMKSTSETFSKPPLKTFIIPGKEFVQVTAKG---------------------VPTTLDGFRTEFM
sly|Solanum_lycopersicum_Solyc06g062860.2.1 ----MQQPVQPRSS-----------ANGYGRRKVDREMGTK------------------------LENKAQSGKTTSRQFT----------GKGGAYQSLSHDRLVYFTTCLVGHQVEVQVMDGSVFSGILHATNAEKD----FGIILKMAQLIKDS-SEGMKSSSETFSKPPLKTLIIPGKEFAQVTAKG---------------------VPTTLDGFRTEFM
sly|Solanum_lycopersicum_Solyc03g121950.2.1 ----MQQAVQSRSF-----------ANGFGSRKGEKEMGTR------------------------LESKMQSTKTTSSKSTAV--------GKGGSYESPSHDRLVYFSTCLLGHQVEVQTTDGSVFSGIFHATNADKD----FGIILKLAHLIKDG-SLESKNTPESLVKPPSKTLIIPGKELVQVLAKG---------------------VPASLDVFRAELL
mgu|Mimulus_guttatus_v2.0_Migut.D00945.1.p --MNMQQVAQPRSSSSSSS-----SSNGYGRRKVEKDAATR------------------------SDNKSQGGKTNYSRTN------------FGGLESPSRDRLMYLTTCLIGHQVEVQVLDGSIFSGIFHATNAE-D----FGIVLKMAHLLKDG-SRGQKSILDFPSKPPAKTFIIPAKDLVQVIAKG---------------------VPVTRDGLTNELQ
sbi|Sorghum_bicolor_v1.4_Sb04g019250.1 -MMSHQQQIAPPSRGS---------VNGFPHRKLDREGSGRHAPPSRGSVNGFPHRKLDREGSGRHESKINLVRSSSGGFTNSE------NGIKLGHGSHSRDRLIYVLTQLIGHHVDVHVKNGSIISGIFHATNSDKD----FGVVLKMAQVIKDGSARGQRYSDDVVKKP--ETMIIPARELVQVFAKD---------------------VALGGDELAKGPG
zma|Zea_mays_GRMZM5G829738_T01 -MMSHEQQIVPPSKGS---------VNGFPHRKLDKEGSG-------------------------TQSRINLVRSSSGGFTNSE------NGIKLGHGSHSRDRLIYVLTQLIGHHVDVHVNNGSIISGIFHATNPDKD----FGVVLKMAQVIKDGSARGQRYPAVLVKKP--ETMIIPARELVQVFAKD---------------------IELGG-ELPKVPG
zma|Zea_mays_GRMZM2G056773_T01 -MMSHQQQIAPPSRGS---------VNGFPHLKLDRVGSGR------------------------HESKI--VRSSSGGFTNSG------NDIKLGHGSHSRDRLIYVLTQLIGHHVNVHVKNGSIISGIFHATNSDKD----FGVVLKMAQVIKDGSARGQRFASDVVKKP--ETMIIPARELVQVFAKD---------------------VALGGDELPKGPG
pvi|Panicum_virgatum_Pavirv00049508m -MMSHQQQMAPPSRGS---------VNGLPHRKLDRESSGK------------------------HDNKTNLMRSSSGGLGGAE------NGIKLGHTSHSRDRLVYVLTQLVGHHVDVHVKNGSIISGIFHATNSDKD----FGVVLKMAQVIKDSSARGQRYAADVVKKP--ETMIIPARELVQVFAKD---------------------VALGGDELPKGPG
pvi|Panicum_virgatum_Pavirv00038354m --MSHQPQMAPPSRGS---------VNGLSHRKLDRESSGR------------------------HDNKTNLVRSSSGGLTGAE------NGIKLGHTSYSRDRLIYVLTQLIGHHVNVHVKNGSIISGIFHATNSDKD----FGVVLKMAQIIKDSSARGQRFGADVVKKP--ETMIIPARELVQVLAKD---------------------VALGGDELPKGPG
sit|Setaria_italica_Si016687m -MMSHQQQMAPPSRSS---------VNGFPHRKLDRESSGR------------------------HDNKTNLVRSSSGGLGGAE------NGINLGHASHSRDRLVYVLTQLIGHHVDVHVKNGSIISGIFHATNSDKD----FGVVLKMAQVIKDGSARGQRYATDVVKKP--ETMIIPARELVQVFAKD---------------------VALGGDELPKGPG
osa|Oryza_sativa_LOC_Os02g27950.1 --MNHPQQTMPP-RAS---------ANGFPHRKLDREGSGR------------------------HDNKTQLLRSSSGGFSGAE------NGGKLGHGSPSRDRLIYVLTQLIGQHVDVHVKNGSIISGILHATNSDKD----LGVIMKMAQVIKDGSARGQKSAADVVKKP--ETMIIPGRELVQILAKD---------------------VALGGDELPKGPS
bdi|Brachypodium_distachyon_Bradi1g56090.1 --MSRQQQHAPL-RTP---------ANGSPHRKLDREGSGR------------------------HDSKSNLMRSSSGGFTNAE------NGGRLGHSSPSRDRLVYVMTQVIGHHVDVHVKNGSVISGIFHATNTDKDFALFVGIVLKMAQPIKDSSVGGQGNATDVVRKP--ETMIIPARELVQVFAKD---------------------VTLGGDELPKGPV
ath|AT4G26990.1_CID16 --MGNARKVE-------------------------------------------------------DDDNNN-----NNKS--------------------SSSVLIAATMCIIGLQVHVHVKDGSVFSGIFFTASVDNG----FGIVLKDARITKKG-----TSISNVASGSVVDTLVILSSTIVQIIAEG---------------------VSLPSNVTTANN-
aly|Arabidopsis_lyrata_492097 --MGNARKVE-------------------------------------------------------DDDNNN-----SSSS--------------------SSSLLIAATMCIIGLQVHVHVKDGSVFSGIFFTASVDNG----FGIVLKNARITKKG-----TSKSNVASGTVVDTLVILSSNIVQIVAEG---------------------VSLPSNVRTCNN-
tha|Thellungiella_halophila_Thhalv10025144m --MGYARKME-------------------------------------------------------DDD--------SSSS--------------------LNEALLVATVCIIGLQVHVHVNDGSVFSGIFYTASLENG----FAIVLKNAKITKKG-----KSKANVASGSVVETLVILSSNIVQMVAEG---------------------VSLPSNVTGNKEG
cru|Capsella_rubella_Carubv10007224m --MGYAGKVE-------------------------------------------------------DDNKS------SSSL--------------------NESVLIAATMCIIGLQVHVHVKDGSVFSGIFYTASLDNG----FGIVLKNASIIKKG-----TSKANVSSGSVVETLVILSSNIVQIIAEG---------------------VSLPSNVTTGNN-
bra|Brassica_rapa_Bra026388 --MGFERKLE-------------------------------------------------------DDK---------------------------------NSTLLIATMCIIGSQVHVHVKDGSVFSGLFYTASVDNG----FGIVLKNARITKKG-----KSKANVASGSVVETLVITSSNIVQIVAEG---------------------VSLPSNVTGNYEV
bra|Brassica_rapa_Bra019079 -------------------------------------------------------------------------------------------------------------MCIVGLQVHVHVKDGSVFSGVFYTASFENG----FGIVLKNAKMTKKG-----KSKANVASGSVVETLVIMSPNIVQVVAEG---------------------VSLPSSVTGNSEC
ath|AT5G54920.2_CID17 --MAIAKKLE-------------------------------------------------------NEISRSSPSSSSSS---------------------LNEALLISTMCIIGLQVHVHINDGSVFSGIFYTVSLENE----FSIVLKNAKLTKKG-----RSKSNVESGKIVETLVILSSNIVQIVAEG---------------------VSLSSNVAGEIEG
aly|Arabidopsis_lyrata_495575 --MAIAKKLE-------------------------------------------------------DEISRSSPSSSSS----------------------LNEALLFSTMCIIGLQVHVHISDGSVFSGIFYTISLENE----FSIVLKNAKLTKKG-----RSKSNVASGNIVETLVILSSNIVQIVAEG---------------------VSLSSNVAGEMEG
cru|Capsella_rubella_Carubv10026219m --MAIAKKLE-------------------------------------------------------DEISRSSPSSSPS----------------------LREALLISTMCIIDLQVHVHIQDGSVFSGIFYTFSLENE----FSIVLKNARLTKKG-----RSKSNVASGKIVETLVILSSNIVQIVAEG---------------------VSLSPNVSGEIEG
tha|Thellungiella_halophila_Thhalv10015348m --MAIAKKLE-------------------------------------------------------VEISHSYPSSSLSSS--------------------LNEALLISTMCIIGLQVHVHLKDGSIFSGIFYTISVENE----FGIVLKSAKLTKKG-----TNKANVVSRKIVETLVIMSCDIVRIVAE------------------------VGANVV-----
mes|Manihot_esculenta_cassava4.1_004220m --MG--NRN---------------------------------------------------------WAEAET----ESS---------------------LSEALLFAIMCIIGLPVDVHVRDGSVYSGIFYTASVDKD----FGIILKEAKLIRNG-----KCDGNVGNGSVIETLVILSGDLIQVVAKILVTNVDAIWNNLYNVQLFLQGDLFPADGAVGNVA
rco|Ricinus_communis_29666.m001432 --MGYKNRT---------------------------------------------------------QARLET----ETC---------------------LSETLLFATMCIIGLPVDVHVRDGSVYSGIFHTASVDKD----YGIVLKEAKLTRKG-----KLVANVANGSVMETLVILSCDLVQVVAK---------------------GVLFPADGINGNVA
mes|Manihot_esculenta_cassava4.1_014104m.g ----MMKGT---------------------------------------------------------QAQLEI----EAC---------------------LNEALLFATICIIGMPVDVHVRDGSVYSGTFHTASVDKE----YGIVLKEAKLTKKG-----KCDANVANGNVIETLVILSGDLVQVVAK---------------------GVLFPADGFMGNIA
pop|Populus_trichocarpa_Potri.011G138600.1 --MG--YKN---------------------------------------------------------RAEAET----EAC---------------------LNEALLFATMCIIGLPVDVHIRDGSVYSGTFHTASFDKE----NGVVLKEARLTRKG-----KSDANVANGSVIETLVILSTDVVQVVAK---------------------GVLFPADGVTGNIS
pop|Populus_trichocarpa_Potri.001G423200.1 --MG--YKN---------------------------------------------------------RAEAET----EAC---------------------LNEALLFATMCIIGLPVDVHIRDGSVYFGTFHTASFDKE----NGIVLKEARLTKKG-----KSSANVGNGSVIETLVILSVDIVQVVAK---------------------GVLFPADGVAANIS
ppe|Prunus_persica_ppa004888m --MGCRNRE---------------------------------------------------------FTDDETVSSSS-----------------------LSEALLFATMCIIGLPVDVHVKDGSVYSGIFYTASVENE----YGIVLKKARMTKKG-----KSDANVGNGTLIDTLVILSGDLVQVVAK---------------------GVLLPAADIAGNMA
fve|Fragaria_vesca_mrna03364.1-v1.0-hybrid --MGCRNRE---------------------------------------------------------LTEDGPLSSSSSS---------------------LSDALLFATMCIIGLPVDVHVKDGSVYSGIFHTASVENE----YGIVLKKSRMTKKG-----KADANIPNGELIETLVILSGDLVQVVTK---------------------GLSLPADDVAGNMS
csi|Citrus_sinensis_orange1.1g038314m --MGYKKRT---------------------------------------------------------EQETTHSNNSSS----------------------LSEALLFATMCIIGLPVDVYIKDGSVYSGIFYTASVEKD----YGIVLKKAKMSKKG-----KSNANVANGTVIETLVILSADLVQVVAK---------------------GVQLPADGIAGNFA
ccl|Citrus_clementina_Ciclev10007877m --MGYKKRT---------------------------------------------------------EQETTHSNNSSS----------------------LSEALLFATMCIIGLPVDVYIKDGSVYSGIFYTASVEKD----YGIVLKKAKMSKKG-----KSNANVANGTVIETLVILSADLVQVVAK---------------------GVQLPADGIAGNFA
vvi|Vitis_vinifera_GSVIVT01037637001 --MGARAR------------------------------------------------------------EFSDDGVSPS----------------------LSQALVFATMCIIGLPVEVHVKDGSVYSGILHTACLGKD----YGIILKKARMIKKG-----KLEANVAHGGMVETLVILTGDLVQVVAK---------------------GVQLSDDDIVRNIT
gra|Gossypium_raimondii_Gorai.009G437800.1 --MGLKNRV---------------------------------------------------------EED-------NCS---------------------VNEALLFVTISIIGLQVDVHLKDGSVYSGIFHTASVEKE----YGIVLKKAKLTKQG-----RCATNVANGSVVETLVILAGDLVQVFAK---------------------GVPLPLDGFAGNIA
tca|Theobroma_cacao_Thecc1EG030903t1 --MGLKNRA---------------------------------------------------------EEE-------NCS---------------------MNEALLFATVCIIGLPVDVHLKDGSVYSGIFHTASVEEE----YGIVLKKAKLTKKG-----RCATNVTNGSVVETLVILAGDFVQVVAK---------------------GVPLPSDGFAGNTA
cpa|Carica_papaya_evm.model.supercontig_97.11 --MAYKNRV---------------------------------------------------------EEETTL-SPSSSS---------------------LSEALLFATMCIIGLPVDVHVKDGSVYSGIFYTACVEKD----YGIVLKKAKLTKKG-----TSDTNVTGGTVVETLVILSGDLVQVVAK---------------------GVLLPSDGVAQNIV
csa|Cucumis_sativus_Cucsa.059890.1 --MGCRNRD---------------------------------------------------------FSEDET---SSST---------------------LSEALLFATMCLIGLPVEVHIKDGSVYSGIFHTACVDNE----YGVVLKKARMTKKG-----KRNVNVDDGVVIDTLIVLSGDLVQVVAT---------------------EVILPAGSFSKSLA
lus|Linum_usitatissimum_Lus10040755 --MGCPNRI---------------------------------------------------------ETDPAD-----TC---------------------ASEALLIATMCIIGLPVDVHIRDGSVYSGIFHTAYGDKD----YGVVLKHAKLAKKG-----NCNVNTGDGSTIETLIIYSSDLVQVVAR---------------------GVSLSADGINGSVT
lus|Linum_usitatissimum_Lus10016477 --MGCPNRI---------------------------------------------------------ETDPAD-----TC---------------------ASEALLIATMCIIGLPVDVHIRDGSVYSGIFHTAYGDKD----YGVVLKQAKLTKKG-----NCNVNTGDGSMIETLIIYSSDLVQVVAW---------------------GVSLSAEGRNGSVT
gmx|Glycine_max_Glyma08g42700.4 --MDCRNRD---------------------------------------------------------SITENHTSSSSSSSSSSS-------SSSSSSCDSLSEALLFTTMCIVGHPVDVHVKDGSVYSGIFHTASVHAD----YGIVLKKARMTKKG-----KGNSNVGNEGFVDTLVILSSDLVQVVAK---------------------GVIFPADGVGGNIT
gmx|Glycine_max_Glyma18g11551.1 --MGCRNRD---------------------------------------------------------SITENHTSSSSSSS------------------DSLSEALLFTTMCIVGHPVDVHVKDGSVYSGIFHTASVHAD----YGIVLKKARMTKKG-----KGNNNVGNEGFVDTLVILSSDLVQVVAK---------------------GVMLHADVVGGNIT
pvu|Phaseolus_vulgaris_Phvul.006G042100.1 --MGCRNRD---------------------------------------------------------SLAENHSSPS---------------------CDSLSEALLFTTLCIVGLPVDVHVKDGSVYSGIFHTTSAHAD----YGIVLKKARMTKKG-----KGNTNVGNEGFVDTLVILSSDLVQVVAK---------------------GVMLPADGVGENIT
mtr|Medicago_truncatula_Medtr3g051270.1 --MGYRKKN---------------------------------------------------------LLKEDHTISSNCN-------------------KSLSEAMLAITMSIIGLPVDVHVKDGSVYSGIFFTASTESN----FGVVLKQARMTKKG-----RGHSNVGNETLVDTLVVLSDDLVQVVAK---------------------GITLPADGVGGNIT
aco|Aquilegia_coerulea_Aquca_011_00036.1 --MGCKTRD---------------------------------------------------------VSSSSS----SSS--------------------ALKDALLFTTICMIGSPVEVQVHDGSIYSGIFHTACFHND----YGIVLKKAKIIKKG-----QRKTNFANDSVVDTLLVDSRDIVQVVAK---------------------GILLPAEGIVGNVP
stu|Solanum_tuberosum_PGSC0003DMP400038691 --MGYKKG---------------------------------------------------------GRFMPEEENGVGAT---------------------LRDALLFTTMCIIGLPVDVYIKDGGVYSGIFHTACVDDE----YAIVLKRAKMIKKG-----SREANVARGSLIETLVILSEDLVQVVAK---------------------GVMLSADSIQGHLD
sly|Solanum_lycopersicum_Solyc07g064550.2.1 --MGYKKG---------------------------------------------------------GRFMAEEENGVGAT---------------------LRDALLFTTMCIVGLPVNVYIKDGGVYSGIFHTACVDDE----YAIVLKRAKMIKKG-----SREANVARGSLIETLVILSEDLVQVVAK---------------------GVMLSADCIQGHLD
mgu|Mimulus_guttatus_v2.0_Migut.M01771.1.p --MACRKGELREEGKNRSN----------------------------------------------GAAAAAAAAASSLS---------------------IGDALLITTMCIVGMPVDVHAVDGSVYSGIFHTASVDED----YAVVLKKARMIRKG-----NLDANVVNGALIETLVVPSEDLVQVVAK---------------------AVLLPSNGVTSNIG
egr|Eucalyptus_grandis_Eucgr.F00770.1 --MGRRIG------------------------------------------------------------EPSRDGRDGAS---------------------LGESLLLAAVCIVGLPVDVHVTNGAVYSGIFHTVSVEG-------VIVKKARMTKKG-----RSNSNVASGCMVETLVILAEDLVQVIAK---------------------GVELPAYGITGTIA
sbi|Sorghum_bicolor_v1.4_Sb06g029190.1 --MARPRKAKPPPPP-------------------------------------------------------SPPKAAAPS---------------------IAEALLLATVCMVGLPVEVRVRDGSAYAGVLHTACVDAG----YGVVLKKAKKIANG-----KGDANLSLGSFVDTLVVHPDDLVQVIAK---------------------GLSLPLKGVCKPLD
zma|Zea_mays_GRMZM2G012088_T01 --MARPRKAKPPPP---------------------------------------------------------PPRAAAPS---------------------IAEALLMATICMVGLPVEVRVRDGSTYSGVLHTACVDAG----YGVVLKKAKKIANG-----KGDANLSLGSFVDTLVVHPDDLVQVIAK---------------------GLSLPVKGVCKPLD
zma|Zea_mays_GRMZM2G150901_T03 --MARPR--KPPPP--------------------------------------------------------SPPKAAAPS---------------------IADALLLATVCMVGLPVEVRVRDGSAYAGVLHTACVDAG----YGVVLKKAKKIANG-----KGDVNLSLGSFVDTLVVCPDDLVQVIAK---------------------GLSLPLKGVCKPLD
pvi|Panicum_virgatum_Pavirv00018461m --MARPRKAKPPPPP-------------------------------------------------------SPPKAAAPS---------------------LAEALLLAMVCMVGLPVEVQVRDGSAYAGVLHTACVDDG----YGVVLKKAKKIANG-----KGDANLSLGAFVDTLVVHPDDLVQVIAK---------------------GLTLPIFGR--TPD
pvi|Panicum_virgatum_Pavirv00019389m --MARPRKAKPPPPP-------------------------------------------------------SPPKAAAPS---------------------LAEALLLATVCMVGLPVVVQVRDGSAYAGVLHTACVDDG----YGVVLKKAKKIANG-----KGDANLSLGAFVDTLVVHPDDLVQVIAK---------------------GLTLPIFGR--TPD
sit|Setaria_italica_Si010063m --MARPRKAKPPPPP-------------------------------------------------------SPPKAAVPS---------------------LAEALLLATVCMVGLPVEVQVRDGSAYAGVLHTACVDDG----YGVVLKKAKKIANG-----KGDANLLLGAFVDTLVVHPDDLVQVIAK---------------------GLTLPIKGVGTTPD
bdi|Brachypodium_distachyon_Bradi5g22420.1 --MARPKKAKAAPT----------------------------------------------------------PAPAPPP---------------------VCEALLLATVCMVGLPVEVRVRDGSAYAGVFHTACVDGG----YGVVLKKSRKIANG-----KDEANISLGAFMDTLVVLPDDLVQVVAK---------------------DVSLPTKNNFKTAA
osa|Oryza_sativa_LOC_Os04g53450.1 --MARPKRTKPPPPSRKAETAAAA-----------------------------------------AQRPSSSSSSPSPS---------------------LPEALLLATVCMVGLPVEVQVRDGSAYAGVLHTASVEGG----YGVVLKKARKIANG-----NDNANIPLGAFVDSLVIHPDDLVQVIAK---------------------DFSLHTKDVCRTPV
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ath|AT1G54170.1_CID3 CE-KPLELLTDSLISQFYNVDLERELKPWVPDEDVPDCSDLENVFDDPWKR-----------------------------G-WNQFEVNKTLFGVTSTFDEELYTTKLERGPGTRELEEQALRIAREIVGENTRDIHVAEERGLQLSGKFDIDEETKYSSVCATNRFDDTCYEDDE-------------EEEEDILLDC--CNNLTFGD----------------
aly|Arabidopsis_lyrata_474549 CE-KPLELLTDSLISQFYNVDLERELKPWVPDEDVPDCSDLENVFDDPWKR-----------------------------G-WNQFEVNKSLFGVTSTFDEELYTTKLERGPGTRELEEQALRIAREIVGENTRDLHVAEERGLQLSGKFDIDEETKYSSVCTANRFDDTCYED-E-------------DEEEDILLDC--CNNLTFGD----------------
cru|Capsella_rubella_Carubv10008656m CE-KPLELLTDSLISQFYNVDLERELKPWVPDEDVPDCSDLENVFDDPWKR-----------------------------G-WNQFEVNESLFGVTSTFDEELYTTKLERGPGTRELEEQALRIAREIVGENTRDLHVAEERGLQLSGKFDIDEETKYSSVCTLNRFDDTCYDE-E-------------EEEEDILLDC--CNNMTFGD----------------
bra|Brassica_rapa_Bra014367 CE-KPSELLTDSSISQSYHVDSERELQRWVPDEDVPDCPDLENVFDDPWKR-----------------------------G-WNQFEVNETLFGVTSTFDEELYTTKLERGPRTRELEEQALRIAGEIEGENTRDLHVAEERGLQLSGKFDIDEETKYSSVCPANGFDDSGYDE---------------EEE--ILLDC--RNNLTFGD----------------
tha|Thellungiella_halophila_Thhalv10011331m SE-KPLELLTDSSISQSYHVDLERELKRWVPDEDVPDCPELENVFDDPWKR-----------------------------G-WNQFEVNETLFGVTSTFDEELYTTKLERGPRTRELEEQALRIAREIEGENTRDLHVAEERGLQLSGKFDIDEETKYSSVCPVNGFDDAGYED---------------EEE--ILLDC--CNNLTFGD----------------
bra|Brassica_rapa_Bra037969 CE-RPLELLTDSSISQSTHVDLGRELERWVPDEDVPDCSDLENVFDDSWKR-----------------------------G-WNQFEVNKTLFGVTSTFDEELYTTKLERGPRARELEEQALRIAREIEGENTRDLHVAEERGIQLSGKFDIDEETKYSSVCPVNGFDDSGYEEDE-------------EEE--ILLNC--RNNLTFGD----------------
ath|AT3G14010.1_CID4 GE-KPSELLTDSSISQSYHVDRERQLQRWVPDETIPHGADLENVFDNPWNR-----------------------------K-WNQFEVNKSLFGVKSTFDEDLYTTRLERGPQTKQLEEHAQKIAREIEAETTRDIHVAEERGLQLNENFDFDEEARYSSVRPVTGFGDSGFDL---------------EDN--ALLDT--CNDLTFGG----------------
aly|Arabidopsis_lyrata_929172 GE-KPAELLTDSSISQSYHVDRERQLQPWVPDETIPQGADLENVFDNPWNR-----------------------------K-WNQFEVNESLFGVKSTFDEEIYTTRLERGPQTKQLEEQARKIAREIEAETTRDLHVAEERGLQLNENFDFDEEARYSSVRPVTGFGDSGFDE---------------EDN--ALLDT--CNDLTFGG----------------
cru|Capsella_rubella_Carubv10013292m SE-KPMELLTDSSISQSYHVDRERQLKPWVPDESVPLRADLDNVFDNPWNR-----------------------------K-WNQFEANESLFGVKSTFDEELYTTKLERGTQTKELEEQARRIANEIEGETTRDLHVAEERGLKLKEKFDFDEEARYSSVSRVTGLDDSGLDE---------------EDN--AQLDT--CNDLTFGS----------------
bra|Brassica_rapa_Bra021526 SE-KSGELLTDSSISKSFHTDQGRELKPWIPDGDVPQG--LDNVFDDPWKR-----------------------------G-WDQFKVNESLFGVKSTFDEEIYTTKLDRGIRTREMEERAQRIAREIEGENTRDLHVAEERGFQLNEKFDIDEESKYSAVLPADAFDDSGFDE---------------EDD--ELLDT--CNDETFGG----------------
bra|Brassica_rapa_Bra001533 SE-KSVELLTDSSISKSCRVDQGRELKPWLPDGQVPEG--LDNVFDKPWKR-----------------------------GGWDQFKVNQERFGVRSTFNEEMYTTPLDRGLWTRELEEKAREIAREIEGENTGDLHVAEERGLQVNEKFDTDEEAKYSAVRRVDGFDDSGFDE---------------EDD--KLLDT--CNDQTFGG----------------
tha|Thellungiella_halophila_Thhalv10020519m SE-KPMELLTDSSISQSSHVNHGRVLQRWVPDEDAPQG--LENVFDNPWNR-----------------------------G-WDQFKANESLFGVKSTFDEELYTTKIERATRTRELEEQAVRIAREIEGENTRDLHVAEERGLQLNEKFDIDEETKYSAVRPVDGFDDSGFDE---------------EED--KLLDT--SNDQTFGG----------------
ppe|Prunus_persica_ppa002829m PE-KHHEIMIDSFISQSRRGEMERELEPWVPDEDDPRCPELENTFDGHWN------------------------------RNWDQFETNETLFGVKSTFDEDLYTTKLEKGPQMRELEREALRIAREIEGEETHDLHSAEERGIHLHENFDIDEETRFSSVYRG-EVDDSGYDE---------------DED--ILLDA--RNTDTFGD----------------
fve|Fragaria_vesca_mrna07523.1-v1.0-hybrid HE-KHQELMIDSSISQSRRGEMERELEPWIPDEDDPRCPDLENIFDGHWN------------------------------RNWDQFETNEALFGVKSTFDEELYTTKLEKGPKMRELEREALRIAREIEGEDTQDLHAAEERGMQLYENFDIDEETKYSSVYRGDVVDDSGYDE---------------DED--ILLDS--LNTETFGG----------------
gra|Gossypium_raimondii_Gorai.012G011100.1 NE-KHQEILIDSAISQSRHVEVERELEPWVPDEDDLQCPELENIFDGPWN------------------------------RNWDQFETNQKLFGVKSTFNEELYTTKLERGPQTRELEKEAMRIAREIEGEDTQDLHLAEERGVDLHDDFDIDEEMRYSSVYRGRGVDDSGYEE---------------EED--ILLDS--HNIETFGD----------------
tca|Theobroma_cacao_Thecc1EG029104t3 PE-KHLEILIDSAISQSRHVEVERELERWVPDEDDPQCPELENIFDGPWN------------------------------RNWNQFETNQKLFGVKSTFNEELYTTKLERGPQMRELEKEAMRIAREIEGEETQDLHLAEERGFHLHDNFDIDEEMRFSSVYRGRGVDDSGYEE---------------DED--IMLDS--HNSETFGD----------------
gra|Gossypium_raimondii_Gorai.010G234100.1 HE-KQQELLIDSVISQSCHVGLERELEPWVPDEDYPQCPELENIFSGSWN------------------------------RNWDQFETNQKLFGVKSTFNEELYTTKLERGPQTRELEKEAMRIAREIEGEETRDLHLAEERGLDLHDNFDIDEEMRYSSVYRGREFDDSGYEE---------------EED--ILLDS--QNIETFGD----------------
csi|Citrus_sinensis_orange1.1g045896m SD-KQRELMIDSLISQTRHVE-ERELEPWIPDEDVPQLPELENIFDDPWNS-----------------------------KKWDQFETNETLFGVKTTFNEELYTTKLLRGPQTEELEKEAARIAREIAGEDTQDLHLAEERGSSIHENLGIDEETRFSSVYRGTGFDDSGYEE---------------DED--IVLNT--HNNETFGD----------------
ccl|Citrus_clementina_Ciclev10025086m SD-KQRELMIDSLISQTRHVE-ERELEPWIPDEDVPQLPELENIFDDPWNS-----------------------------KKWDQFETNETLFGVKTTFNEELYTTKLLRGPQTEELEKEAARIAREIAGEDTQDLHLAEERGSSIHENLGIDEETRFSSVYRGTGFDDSGYEE---------------DED--IVLNT--HNNETFGD----------------
cpa|Carica_papaya_evm.model.supercontig_25.97 CG-KQQELMIDTFISQSRHVELERELEPWVPDESDPDCPELENIFDGPWN------------------------------RGWDQFEANEMLFGVKTTFNEELYTTKLERGPQMRELEKEAMRIAREIEGEETHDLHLAEERGFQLHEKFDIDEETRFSAVVRG-GVDDSGYEE---------------EED--IVLNS--RNSETFGD----------------
csa|Cucumis_sativus_Cucsa.340860.1 NE-NN-ELLIDCIISQSRQHDAERELKPWIPDDDDPQFPELDNIFDSPWN------------------------------RSWDQFEVNEKLFGVKSTFDEEIYTTKLDRGPQTRELEKEASRIAREIEGEDTEDLHLAEERGIDIHDKFDIDEETRFSSVFRGKAADDSGFDE---------------NED--ISFNS--RNMETFGG----------------
mes|Manihot_esculenta_cassava4.1_003097m YG-KQQELMIDSFISQSRHVEVERELEPWVPDGDDPQCPDLENIFNGPQN------------------------------RGWDQFETNEMLFGVKSTFDEELYTTKLQRGPQMRELEKKAMRMAREIEGEDTQDLHLAEERGIQLHEDFDIDEETRFSSVYRGIGIDDSGYDE---------------TED--IMLDS--LNDETFGG----------------
mes|Manihot_esculenta_cassava4.1_003544m CE-KQHELMIDSFISQSCNVEVERQLEPWVPDEDEPQCPELENIFNGPWN------------------------------RGWDQFETNEMLFGVKSTFDEEIYTTKLERGPQMRELEKEATRIAREIEGEDTQDLHLAEERGIHLDGNFDIDEETRYSSVYRGIGIDDSGYDE---------------TED--IMFDS--HNSETFGA----------------
rco|Ricinus_communis_29706.m001306 HE-KHQEIMIDSIISQSRHVEAGRELAPWVPDEDDPQCPELENIFDGPWN------------------------------RGWDQFETNELLFGVKSTFDEELYTTKLEKGPQMRELEKEAMRMAREIEGEETQDLHLAEERGNHFHENFDIDEETRFSSVYRGMALDDSGYEE---------------SED--ILLDS--RNAETFGD----------------
pop|Populus_trichocarpa_Potri.003G063000.1 HA-KQQEIMIDSYISQPRQVEAERELEPWIPEKDDPQCPESENIFDGHWN------------------------------RGWDQFETNEMLFGVKSTFDEELYTTKLERGPRMKELEREAVRIAREIEGEETSDLHLAEERGINLHESCNIDEETRYSSVYRGGAIDDGGYEE---------------LDD--IVMNS--HNSETFGG----------------
pop|Populus_trichocarpa_Potri.001G171100.1 QA-KQQEIMIDSFISQSRLVETERELEPWVPDEDELQCPELENIFDGHWN------------------------------RGWDQFETNEMLFGVKSTFDEELYTTKLERGPQTKDMEREALRIAREIEGEETRDLHLAEERGIHLHESFEVDEETRFSSVYRGGAIDDGGHEE---------------LDD--VVLSS--LNSETFGG----------------
lus|Linum_usitatissimum_Lus10037656 SE-RHQDILIDATISRSHHVDAERELEPWVPDGDDLQCPELENIFDGSWN------------------------------RGWDQFETNKMLFGVKSTFDEELYTTKLEKGPRMRELEREAMRIAREIEGEETKDLHLAEARG----DHFDIDEETRFSSVYRGTRVDDGGYDE---------------DED--ILLDK--QNTETFGD----------------
lus|Linum_usitatissimum_Lus10015638 SE-RHRDILIDSTISRSHHVDAERELEPWVPDGDDLQCPELENIFDGSWN------------------------------R--------KIITELR----------------RERGLN-----------------------VG----DHFDIDEETRFSSVYRGTGVDDSGYDE---------------EED--ILLDK--QNTETFGD----------------
vvi|Vitis_vinifera_GSVIVT01016786001 QD-KLQDIMLDSIISQSRHIEMERELERWVPDEDIPQCPELEKTFDGPWK------------------------------RGWDQFEINKKLFGVNSTFDEEIYTTKLDRGPQTRELEKEALRLAREIEGEETHDLHLAEERGLHLHANFDIDEEARFSSVLRR--VDIS--ED---------------NED--GMLDS--HNDETFGGS---------------
aco|Aquilegia_coerulea_Aquca_076_00117.1 HE-KRQDIMIDSYISQG-FVEAERELGRWAPDEDDPQCPELENIFDGPWN------------------------------RHWDQFETNAALFGVKSTFDEELYTTKLERGPQMREREREALRIAKEIEGEDTQDLHMKEERGFDFNEDFDIDEETRFSSVFRG--ISDNGYEE---------------NEE--IVLDS--HNTDTFGGP---------------
gmx|Glycine_max_Glyma15g03190.1 HD-MHQEIMVDSLISQSRHVDLGRELKPWVPDEDDPQCPELENIFDGHWN------------------------------RGWDQFETNEALFGVKSTFNEDLYTTKLEKGPQTRELERQALRIAREIEGEETQDLHLAEERGLHLHEDFDIDEETRFSSVYRGKRVDDSG--F---------------DEG--VLFDS--HNSETFGGETF-------------
gmx|Glycine_max_Glyma13g42230.4 HD-MHQEIMVDSLISQSRHVDLGRELKPWVPDEEDPQCPELENIFDGHWN------------------------------RGWDQFETNEALFGVKSTFNEELYTTKLEKGPQTRELEKQALRIAREIEGEETQDLHLAEERGLHLHEAFDIDEETRFSSVYRGKHVDDSG--F---------------DED--ILFDS--HNSETFGDETF-------------
pvu|Phaseolus_vulgaris_Phvul.005G156000.1 HD-MHQEIMVDSLISQSRHVELGRELKPWVPDEDDPQCPELENIFDGHWN------------------------------RGWDQFETNEALFGVKSTFDEELYTTKLEKGPQTRELEKQALRIAREIEGEETQDLHLAEERGFHLHGDFDIDEETRFSSVYRGKRADDSG--F---------------DED--VLFDS--HNSDTFG-----------------
mtr|Medicago_truncatula_Medtr2g099480.1 HG-RNQEIMVDSLISQSHHAELGRELEPWVPDEDDPQCPELDNIFDGHWN------------------------------RGWDQFATNKALFGVKSTFNEELYTTKLEKGPRTRELELQALRIEREIEGEETQDLHLAEERGLHLDGEFDIDEETRFSSVYRGKHVDDAYE-E---------------NED--MLMDS--HNSEMFS-----------------
gmx|Glycine_max_Glyma16g00765.1 YD-MHHEIMVDSVISQSCHVETGRELQRWVPDEDDQQCPELENIFDGPWN------------------------------RGWDQFETNEMLFGVKSTFNEDFYTTKLEIGPQTRELEKQALRIAREIEGEETQDLHLAEERGLYHN--FDIDEETRFSSVYRGKGVDDSGYDE---------------NED--RLLDS--HNSETFD-----------------
gmx|Glycine_max_Glyma07g04060.5 YD-MHQEIMVDSVISQSCHVETGRELQRWVPDEDDPQCPELENIFDGPWN------------------------------RGWDQFETNEMLFGVKSTFNEDFYTTKLEKGPKTRELEKQALRIAREIEGEETQDLHLAEERGLYHN--FDIDEETRFSSVYRGKGVDDSEYDE---------------NED--KLLDS--HNSETFD-----------------
pvu|Phaseolus_vulgaris_Phvul.010G133000.1 YDDMHHEIMVDSVISQSRHVETGRELQRWVPDEDDPECPELENIFDGPWN------------------------------RGWDQFETNKMLFGVKSTFNEELYTTKLEKGPQTRELEKQALRIAREIEGEETQDLHLAEERGLYHN--FDIDEETRFSSVYRGNTVDDSGYDE---------------NED--KLLDSDSHNSERFD-----------------
egr|Eucalyptus_grandis_Eucgr.F03170.1 LE-KRQEILIDSCISQARHVDPERELKPWIPDEDDPQRPELENVFDIPSD------------------------------RGWDQFEVNETLFGVKSTYDEDLYTTKLERGPQMRELERVAGRIAREIEGEETQDLHLAEERGVRFHDSFNIDEETRFSSVCRGGVVDDSGYVE---------------EED--ILLDS--WNTETFGS----------------
stu|Solanum_tuberosum_PGSC0003DMP400008702 LE-QQHELLTDSCISQSRHIEVERQLERWVPDDDAPECPELDNIFDGHWN------------------------------RGWDQFQANETLFGVKSTFDEDLYTTKLERGPQMSELEKEALRIAREIEGEDTRDLHLAEERGIQLHENLEVDEETRFSAVVR--EVDDSGYDD---------------CED--ILLDS--RNDETFQV----------------
sly|Solanum_lycopersicum_Solyc06g062860.2.1 LE-QQQELLTDSCISQSRHIEVERQLERWVPDDDAPECPDLDNIFDDHWN------------------------------RGWDQFQANETLFGVKSTFDEDLYTTKLERGPQMSELEKEALRIAREIEGEDTRDLHLAEERGIQLHENLEVDEETRFSAVVR--EIDDSGYDN---------------CED--ILLDS--RNDETFQG----------------
sly|Solanum_lycopersicum_Solyc03g121950.2.1 RE-KQLELLTDSCISQSRHGEVERQLERWVPDDDALECPELDNIFDGHWN------------------------------RGWDQFQANETLFGVKSTFNEELYTTKLDKGPQMRELEKEALRIAREIEGEETRDLHLAEERGIQLHGSLEIDEETRFSAVVR--GVDDSGYGD---------------CED--ILLDS--RNDETFQC----------------
mgu|Mimulus_guttatus_v2.0_Migut.D00945.1.p HE-KQQEIMTDSYISQSRHVDAGRELEPWMPDENDPSCAGLDDIFNNPWN------------------------------RGWDQFEANAALFGVTSTFNEELYTTKLERGPQTRELEREAMRIAREIEGEETRDLHLAEERGMQLDGDLEVDEETRFSSVYRG-IVDDSGYDE---------------IEN--ILLDS--RNDETFGG----------------
sbi|Sorghum_bicolor_v1.4_Sb04g019250.1 HD-KRKDLLIDSAISRSHYLE-ERELERWAPDEGDSECIELEKY-DRKGN------------------------------RSWDQFETNAALFGVKSTFNEEIYTTKLERGPHMRELEKHALKIAREIEGEDTKDTHLAEERGLFLGDDLDHDEEIKYSAVRRD--SDNSKYKPP------------------FAKIPSSTCHVDSFNR----------------
zma|Zea_mays_GRMZM5G829738_T01 ND-KRKDLLIDSAITRYHYLE-ERELERWAPDGGDSECIELEKY-DRKGN------------------------------RSWDQFETNAALFGVKSTFNEEIYTTKLERGPHMRELEKHASRIAREIEGEDTRDIHLAEERGLFLGDDLDHDEEIKYSAVRRD--TDNSKYKPP------------------FTKVPSSTCHVDSFNR----------------
zma|Zea_mays_GRMZM2G056773_T01 HD-KRKDLLIDSAISRSHYLE-ERELERWAPDEGDSECIELEKY-DRKGN------------------------------RSWDQFETNAALFGVKSTFNEEIYTTKLERGPHMRELEKHASRIAREIEGEDTKDIHLAEERGLFLGDDLDHDEEIKYSAVRRD--TDNSKYKPP------------------FTNVPSSTYQVDLFNR----------------
pvi|Panicum_virgatum_Pavirv00049508m HD-KRKDLLIDSAISRTHYLE-ERELERWAPDEGDSECIELEKY-DRKGN------------------------------RSWDQFETNAALFGVKSTFNEEIYTTKLERGPHMRELEKHASRIAREIEGEDTKDIHLAEERGLFLGDDLDHDEEIKYSAVCRD--ADNSKYKT-------------------FTNVPSSTRHVDSFNR----------------
pvi|Panicum_virgatum_Pavirv00038354m HD-KRKDLLIDSAISRTHYLE-ERELERWAPDDGDSECIELEKY-DRKGN------------------------------RSWDQFETNAALFGVKSTFNEEIYTTKLERGPHMRELEKHASRIAREIEGEDTRDIHLAEERGLFLGDDLDHDEEIKYSAVCRD--TDNSKYKS-------------------FTNVPSSTHHVDSFNR----------------
sit|Setaria_italica_Si016687m HD-KRKDLLIDSAISRTHYLE-ERELERWAPDEGDSECIELEKY-DRKGN------------------------------RSWDQFETNAALFGVKSTFNEEIYTTKLERGPHMRELEKHASRIAREIEGEDTKDIHLAEERGLFLGDDLDHDEEIKYSAVRRD--TDNSKYKP-------------------FTNVPSSTRHVDSFNR----------------
osa|Oryza_sativa_LOC_Os02g27950.1 QE-KRKDLMIDSAISRSHYPE-ERELERWAPDEGDSECIELEKY-DRKGN------------------------------RSWDQFETNAALFGVKSTFNEELYTTKLERGPHMRELEKHASRIAREIEGEDTKDMHLAEERGLYLDDDFDHDEEIKYSAVRRD--TDNTKFKS-------------------STNVLSNTNQVDSLTR----------------
bdi|Brachypodium_distachyon_Bradi1g56090.1 HD-KRKDLMIDSAISRSHYPE-ERELERWAPDEGDSDCIELEKF-DRKGH------------------------------RSWDQFETNAALFGVKSTFNEDLYTTKLERG--------------------------------LYLDEDLEHDEEIRYSAVRRD--TDTFKIKS-------------------LVNAPSSVHPFDSLAR----------------
ath|AT4G26990.1_CID16 -E--VGSATETLP-SEPRLCAANKSTNVSTQGRGFN-----------------------------------------------------HKRQAGAQILKRSVQIPEVYQQDNIDIQSSSSS-------------------------------------------------------------------------------------------------------
aly|Arabidopsis_lyrata_492097 -E--VGSATETLP-SEPRLCAAN----VSTQGRGYN-----------------------------------------------------HKRQAGAKILKPSVQIPDIHQEDNIDIQSSSSS-------------------------------------------------------------------------------------------------------
tha|Thellungiella_halophila_Thhalv10025144m EY--VGSATEVLP-SEPRLCAEG---------KGNY-----------------------------------------------------HRRQAGAKILKRSGQIPDVHQEDNVDIQSSSSS-------------------------------------------------------------------------------------------------------
cru|Capsella_rubella_Carubv10007224m ------ESENVRS-ATDILCAVNNSTKFCIEGKGYN-----------------------------------------------------HMRQAGAQILKPSVQISDVRQEDTIDMRSSSPS-------------------------------------------------------------------------------------------------------
bra|Brassica_rapa_Bra026388 AN--VGSATETLLPSEPRFSAANKSKNNCFEGRRNH-----------------------------------------------------HVRRAGAKILNPSEKVPDVRQLDNVDIQSSSSS-------------------------------------------------------------------------------------------------------
bra|Brassica_rapa_Bra019079 EI--VGSAMETLP-SKPRLSAGKK---NGIEGRGNH-----------------------------------------------------HWRQPGANILKRNEHIPDVHQED---IPSSSPS-------------------------------------------------------------------------------------------------------
ath|AT5G54920.2_CID17 EN--VVSAVAVS------------SFNSGKNRRGTNRRRNSAKRENCLESKARTLTSG---ETAGAMKEPGRRD-----ENKYHPSSLNHQRQAGVRILKNSKKITDVHQEDNVEARSSSCS-------------------------------------------------------------------------------------------------------
aly|Arabidopsis_lyrata_495575 EN--VVSAVGVSS--ETRSCIANKSIDSGKNRRGTNRRRNSAKRENRLENKARTLTSGKVNGTAGAMKEPGERDEAGILQNKHHPSSLNHQRQAGARILKHSKKNTDVHQEDNVEARSSSCS-------------------------------------------------------------------------------------------------------
cru|Capsella_rubella_Carubv10026219m EN--VVSAVAITS--EPRSCVANKSINSGNNRRGANRRRNSAKLENRLENKVRTLTSAKVNGTTDALKEPGRRD-----QNKHHPISLNHQRQTGSRILQHSKQNTVVHQKDNVDPQSSSIS-------------------------------------------------------------------------------------------------------
tha|Thellungiella_halophila_Thhalv10015348m -S--AVADFASEP--EPRSCIANKLVKSGIDRRGSNHRRS-------RDQEPRSLSPS---CTKDAIKDPGTKKEIGIAQNKHHPSFMNHQRQAGTRILKCSKQNTDVHQEDNVDSQSS----------------------------------------------------------------------------------------------------------
mes|Manihot_esculenta_cassava4.1_004220m SD--NAERAMFNVP-SEIIVSEAK---EANNLAMDKNKINENRISTKKGSSSAKAFM---------------------------PKKAGNEYEGRKILPDHAATATEVEPGKRGRINISEI----------LENDFS-----GRQIGDNGSQAEQDHNKQKSELQRERSVCHD-----RIMKFKAQVQSVSSMPRKAGLCLLEAKAVVEQ---TTMKSLPNEGSC
rco|Ricinus_communis_29666.m001432 SD--YVEAAVVEVPSSEILENEAK---ESNKSAVDKKKLNDNRISAENKITSANGFL---------------------------PNKVLKEHDGRKFT-NHSVIAMEVDLRKKDMTDISKVGFTVTCSRCNLSEEAPGASVLGRQIGDERSQGEHDHQKQKFQLQREKSVFTSATVLCRMMKFKAQIQSFSTS-HTAVLCLSEGKTIEEG---RGTRKLS-----
mes|Manihot_esculenta_cassava4.1_014104m.g SD--NVEAAVVNVPSSEILMSGAK---ESNKSTTDKKKVNENRFSTKNRNNSANGFM---------------------------PTKTGKEHEGGSFT-NHAATATEIEPGKRERINISKVS---------LFLYISYRSFFCSYWKTDRRLVKRRGESSQTVTSKGEMINVN----IYLCYCLMQDNEVQSSSSISNLSLSETKVVGEGQ--KMTKLLPNGVSC
pop|Populus_trichocarpa_Potri.011G138600.1 GG--NVEAALTNAPSSEIVASEAK---KSNKFTVDKKKSNHNRSSVKNKNGTSHGLM---------------------------PTKAGKDPEGRKTPPNQIGKTMEFEHGERDGVHIPKR------------EASFGDSVNGRQTRDDRSQEEQGHYKQKFDFQTEK-----------------SADEVHSPNAITGPHDSEAKSIAEGR--VTVKLLPNVVSC
pop|Populus_trichocarpa_Potri.001G423200.1 GD--NAEAAVTNASSSEIAVSEAK---KSNMFTVDRKKSNQNRGSAKNKNGSSQGLM---------------------------LTRAVKDHEGRKMPPNDIGNVMEFEHGKRDGVNISKR------------EASSGDSVNGRQTGEDWSQGEQDLYKHKFEFQREK-----------------SADEVHSPNAITGPHLSEAKPVAEGR--VTVKLLPNGVSC
ppe|Prunus_persica_ppa004888m GD--ETEAVTGTVPSDVCIKNDAK---KPIESAINKKKLNGVRGAMQNGNGLAHGVT---------------------------FTGAGKEHEGRNLPLKHGGNTMEVEHGKGEGMNLSEA------------------------------------------------------------------DKVNDK-------------------KMTSKRLPSGVSC
fve|Fragaria_vesca_mrna03364.1-v1.0-hybrid GD--RIEAVAGTVSSDECSKNSVK---KSSESNINKK--KGGRVLMENGNG-CHCVT---------------------------PTRAGKEHGGRNMPLNHIENASELVKEKTDSVNLSEIR------------ESFGASMNRRQE-DDGSQGKQDDFNQKLEVHREE-----------------SADNVQDT-------------------KMTSKPFPLRVSC
csi|Citrus_sinensis_orange1.1g038314m GD--DVVAVAGTVPPIDGQISEAK---RPIRSGLNKRR-NQKRISVRNENGYFHG---------------------------DGPIKAEKEHEEQMLSLKNMRNAMEVEHGKRDRMDVTKIE------------EASVDSVNGRQVGDKSSQGQQDSCTRTTELHKGD-----------------NVDGVQGSSTNLGACQGPVMPAEEHP-NMAFKHS-NGVSH
ccl|Citrus_clementina_Ciclev10007877m GD--DVVAVAGTVPPIDGQISEAK---RPIRSGLNKRR-NQKRISVRNENGYFHG---------------------------DGPIKAEKEHEEQMLSLKNMRNAMEVEHGKRDRMDVTKIE------------EASVDSVNGRQVGDKSSQGQQDSCTRTTELHKGD-----------------NVDGVQGSSTNLGACQGPVMPAEEHP-NMAFKHS-NGLSH
vvi|Vitis_vinifera_GSVIVT01037637001 GE--DTEAVAGTIPSFECLGTEAKM-LKPGNAAVHKKQINNTRNSVQNENGFAHGFMATP-------------------S-EDNLMSKIVEHEVRRKEPSYLGSALEIENGKRDSKILAKSE------------EAPSFPDNGRQVGDDRIQGKQDHSKQKYEFHRKE-----------------TAHEIQGSSSSSDACITHMKPVEAIDGKMASELLPNGVSH
gra|Gossypium_raimondii_Gorai.009G437800.1 CG--NGEAASEIPPSSANSLNGTK---KFNKSTMDERISNTKRNSAPNENGFADGFI---------------------------SMGAGNEDEGQKLLEKPMGNGKGVEYHKREETNIEQRE------------DVSGATVARRQVGEDRSQPSQDEFGQNFKFHVDGSE----------------KEVQSSVSSCESSALDTLKPVD-----------------
tca|Theobroma_cacao_Thecc1EG030903t1 HG--NGEAAFDIVPSSANPLNGAN---RFTKSTMDKRKNNRKRNSVQNENGFTP-------------------------------AKSGKEHEGENLRQNPMGNAKEVVYQKSDRTNIEEGK------------DASSATVAGRQVGDDSLQLLQDEYDQKFEFHVEESA----------------KEVKHSVSSLD-ACLTQVKPVEGAHAEMTIKLLLNGAPH
cpa|Carica_papaya_evm.model.supercontig_97.11 GD--NVESILGNVYNSKALVGEAK---KSAKPGMDRRRNNQRRSSMQNGNGFVHGFA---------------------------PTKDGKEKDGWTTSENHVGNSLEVDYGERDEMNVLKIE------------EASVFSISNRQVEEDCLQEVPADSKQKCEFNRELS-----------------ADVQSSNSSCKSFCLDTL---------------------
csa|Cucumis_sativus_Cucsa.059890.1 GC--DNESK-ANDPTLLHPTTAAK---TCTESFKEGSQVNQTSDLVEDQNGFARGSV---------------------------PTLTGKLNDVRQLLQDNAENNQGDGHQKREKINCKKLE------------DVSDAGINWRQDPDNQLKKEQDDHGQEFDLQKVVN-----------------VDRVQSSLSSEKPSTET----------------------
lus|Linum_usitatissimum_Lus10040755 DY--NVEASVANDP-SEFAAKELK------GLPLDRKIIDQNRQIGD-------------------------------------ALAQVTDKQCNQKLEFQGKTSMQVDEVRFANTALGSFH--------------------------TEVKPLEGGFLSAKMLPYG--------------------ASLATAPVLG----------------------------
lus|Linum_usitatissimum_Lus10016477 DY--HVEASVTNDP-SEFTAKELK------GLPLDRQIIDQNRQIGD-------------------------------------VLAQVTDKQCNQKLEFQGKTS--VDEVQSTSTALGSFH--------------------------TEVKPLEGGFLSAKMLPYG--------------------ASLATAPVLG----------------------------
gmx|Glycine_max_Glyma08g42700.4 GD--DEEAVAHNVCSESLTCEVEN----HTGPLMGAKQVNQLR-------------------------------------------QAGDDKSNSKGKTDDCGQKSESVNEKIDEKTQNLNS----------------------------SHES-----QEVAVEHGS------------------TDRTSSPSDNGLLCNNAP---------------------
gmx|Glycine_max_Glyma18g11551.1 GG--DEEAVAHNVCSESLTCEVEN----HTGPLMDTKQVNHSR-------------------------------------------QAGDDKSNSNGKTDNCGEKSEFVNEKTDEKIQSLNS----------------------------SHETDTSLGQEVAVEHGS------------------TDRTSIPSDNGLLCNNTP---------------------
pvu|Phaseolus_vulgaris_Phvul.006G042100.1 GD--DEEAVAHNVSPESLTCEVEN----HTKPLMDAKQVNQSR-------------------------------------------QVEDDKSNLKGKADDHRQKSEVFNGKSDEKIQSLNS----------------------------RHES-----QQVAVEHGG------------------TDRTSNPSNNGLFCNSAP---------------------
mtr|Medicago_truncatula_Medtr3g051270.1 GD--YEEAVTHEVCS------AES----RS---IDAEQVNQSR-------------------------------------------QAGDKNSN--GKPDDCKQKFEFNKNK-DEKIQSLHS----------------------------GHEID-------------------------------------------ACLGRV---------------------
aco|Aquilegia_coerulea_Aquca_011_00036.1 GE--DVKGIARSAKSLEGLESELGSLISRRKSLKATKNSRQSSISNRNENKPVCGSANKS-------------------VRDRSRSKVVKGQSKRDYAAKSLQTAEEVEKGKLDRTHSTKIVEAT--------TAPVGRVAEGQVGKDHQSQGKKYEPYQKFGSHKDN-----------------AIHEVQVSGFVANARLPQLQSLSSVQ--------------
stu|Solanum_tuberosum_PGSC0003DMP400038691 GD--NARTVCSNIT-----------YPEYTKKEMKATKFKLSTVDGEKASKERYVRNG-------------------------LINKQSDRRE-----------GHESLRERTILEVQGSSS-------------NVDVSVTQAQANALENVTFIKNLELSSN------------------------GISHGSPPLSSTKLDDRN--NDRHS-------------
sly|Solanum_lycopersicum_Solyc07g064550.2.1 GD--NARTVCSNIT-----------YPEYTKKEMKATKSKVSTVDGEKASKERYVRNG-------------------------LISKQSDRRE-----------SHESLRERTIREVQGSSS-------------NVDVSVTQASH--LENVTFMKNLELSSN------------------------GICNGSPPLSSTKLDDPN--NDRHS-------------
mgu|Mimulus_guttatus_v2.0_Migut.M01771.1.p GD--GIEAAAG--------------YIESLDRDSAFVKSNGAKANKKQKRQSRFSGKRE------------------------KVLPFSDKTEN------LLDSSPEDRIERVDTVISVKRN-------------EAHNGAAEGRQTGNESQEMQSPSNNNSN------------------------AEVHGSSRSKDTVPQEPQGVIEEQG-------------
egr|Eucalyptus_grandis_Eucgr.F00770.1 GD--ESELAIGTASNDVARVDNRSSSIDTSKRRPHQRKTSVTSENGLTDGDTCGTFKVN------------------------SQGQAENKNEGKGMSIRAVENVSEGGIEKRGRKIHIMGG-------------GAFDASANGRQVDENPQVKQDDLNRESENQEDNK-----------------ASAMQGSSPSSDACLSLVKPVDGTHS-------------
sbi|Sorghum_bicolor_v1.4_Sb06g029190.1 SN--MVAASGSLKPQTSHANDPKMS---KTGNISPLTQPENCASVGLEKN-----------------------------------TSVKKNGQNSGCTTSLSSSTGHVRPCFSVNGVSGSAT-------------------------------------------------------------------------------------------------------
zma|Zea_mays_GRMZM2G012088_T01 SN--VVASNGSLKRQNSHANDPKMS---KPENISPLMQTEKCTSVGQGKN-----------------------------------TSVKKNGQNSGSATSLSSSTGLMGPCFSMNGVSGSAT-------------------------------------------------------------------------------------------------------
zma|Zea_mays_GRMZM2G150901_T03 SN--VVAASGSLKPQISHANDPKMSN--KTKNMSPLMQAEKCTSVGQEKN-----------------------------------TSVKRNGQDNGITTSLSSSTRHVGACLSNNWDSRSGS-------------------------------------------------------------------------------------------------------
pvi|Panicum_virgatum_Pavirv00018461m CN--LVVASGSLKPQTSDANDMKMS---KTGNISTLEQVEKCTMEGKEKN-----------------------------------ATVNKNGQLSGNGTSISPSPGHVGPYLSTNGVSRSAT-------------------------------------------------------------------------------------------------------
pvi|Panicum_virgatum_Pavirv00019389m CN--VVVANGSLKPLTSDANDTKMS---KTGNISPLEQVEKCTMDGKEKN-----------------------------------ATVNKNGQLSGNATSVSPSPGHVGPYMSMNGVSGSAT-------------------------------------------------------------------------------------------------------
sit|Setaria_italica_Si010063m CD--AVAASGSLKPQTAHANDPKMA---KTENISPVEQVEKCTTVGKGKD-----------------------------------NSVKKSGPVSGTATSVSSSTGHVGPYFSMNGVSESTT-------------------------------------------------------------------------------------------------------
bdi|Brachypodium_distachyon_Bradi5g22420.1 CD--VVPASGSVDPQTSHLKDPKAS-----------RQVEKCSRLYQTSD-----------------------------------ISVGKIAQLNSNAISFISPMEHVAP----DGISSSAA-------------------------------------------------------------------------------------------------------
osa|Oryza_sativa_LOC_Os04g53450.1 CD--TVAASAYVKPQTSHVN------------VFPLKEVKKCSTPGEETN-----------------------------------ISIGR--------SSPASPTGYVGPRLSCNEIMSSAV-------------------------------------------------------------------------------------------------------
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ath|AT1G54170.1_CID3 --------------SS-ASDGKE-PASTGKFYEDSWG--DSLHLRS-----------NKMVDQSWSNSNKHTRQLMSELPSKDFPVAGNNIRNESQLGEQRK-SKFLGASLFKKPSEES-------------VSG-----------------FEDAP--------------PPVKPS------FIDGRLG-LLSDRAKSENSSGWPGSSISRNSENSAASSASNL
aly|Arabidopsis_lyrata_474549 --------------SS-ASDGKK-PASTGMVYEETWG--DSLHLRN-----------NKIVDQSWSNSNKHSHQLMSEQPSKDFPVAGNKIRNESQLGEQRK-SKFLGSSLYKKPSEES-------------VSG-----------------LEDAP--------------PSEKPS------FTDGRVG-LLSDRAKSESSSGWPGSSISRNSENYAASSASNR
cru|Capsella_rubella_Carubv10008656m --------------SS-ASDGKKKPASAGQVYEGSWG--DSRQLRK-----------NKIIDQSWSNSNKQ---------SKDFPFGG-SIRNESLLGEQRT-SKFLGVSHYKRPSEES-------------VSG-----------------LEDINGDAT----------SSERPS------FTDGGLC-PLSDRAKSESASGWHGSSISRNPENSAASPASNR
bra|Brassica_rapa_Bra014367 --------------STTGSNGIKS---------ASAG--KDIP----------------------------------------IPSPGSNIRNESQLAEQRN-GKILES----KPSEES-------------VSG-----------------LDDTKADAAASDPASVQWRASDKQS------STDGKLAGPLTDRGKSE----WPGTSISRNPENSAASSTSSL
tha|Thellungiella_halophila_Thhalv10011331m --------------SS-ASDGMKSTVTG-KVYEESWG--DSLPSRN-----------ITIIDQSCSNSNKHAWQPMFEQPSKDIPAPGSNIRNESQFREQRN-SKSLEASHYKKPSEES-------------VSG-----------------LEDINEGAATSDPACLQWRASERQS------STDGKLVGRLSDRAKSESSCWLPGSSISKNSENSATSSASSR
bra|Brassica_rapa_Bra037969 --------------ST-SSDGMKS---------ASTG--NGKGGGS-----------LSSVGQSCSNSNMHARQPIFEQPSKVTRAPGNNNRNESQFGEQRN-IKSVEATHYRKPSMES-------------VSGLEEYVQLSLRM-----CIEDINEDAATSDP----WRASDRQN------STDGKLLGRLSDRAKPESSCWRPGSSISRNPENSATSSPTSR
ath|AT3G14010.1_CID4 --------------SS-TSDGQKPAS-SGKGCEELRVSGDSQSSRK-----------NKNVDQSCSTS---------KQQSKDFPAAGSNIS-ESQLDEQRR-KNNEEVSHNNRSAEES-------------TSG-----------------HGDIKEGAKSGG----GASSVSKAV------TEREREASQVSSKTKSESSFGQSASRS---SESRPGPSTSSR
aly|Arabidopsis_lyrata_929172 --------------SS-TSDGQKPAS-SGKGCEELR--GDSQSSRN-----------NTNVDQSFSTS---------KEQSKYFPAAGNKIS-ESQLDERRR-NNNQE-SHNNRSAEES-------------TSG-----------------HGDIKEGAKFGG----GATSVSKAV------TEREREASQVSSKTKSESSFGQSASRS---SESRPGPSTSSR
cru|Capsella_rubella_Carubv10013292m --------------SS-ISDGQKPIS-SGKGCEELQ--GDSQSSRD-----------NTNVDQSCSTS---------KQQSKDPPAAGSSIS-ESQLDERRRTNNNQEVSHNNRSAEES-------------TSG-----------------HGDIDESAKNGG----GAESASKAV------TERERQVSQGSGKSKSESSPGQSASRS---SESRPAPSTSSR
bra|Brassica_rapa_Bra021526 --------------SS-TSTVQKPVSSSGKGYGELR--DASQPSRN-----------NTNVDQMCSISDDHAQHLPSEQRSKDFTAPGSSIS-ESQMGERRN-KNNPEFSHSNRSAEES-------------VSG-----------------HGDSKEGAKLGGG---GTS-AWKTV------AEKERQVSEVSGKPKSESFTGQSASRRS--SESRPGPSTSSR
bra|Brassica_rapa_Bra001533 --------------SS-TSIVQKPPSSSGQ---------KPTSSSG-----------KGYGGESCSISDDHAGHLPSEQRSKYFPARGSSIS-ESQLGERRN-NNNPEVARSNRSPEVS-------------VSG-----------------HGDIEEGANLGGG---GTSSASMTV------AEKERQVNQVSGERKSESSFGQSASRRG--SESGPAPSASTR
tha|Thellungiella_halophila_Thhalv10020519m --------------SS-TSDGQKSASSSGKGYEKIR--GDSQPPRK-----------DTNVDQSCSIS--------GEQRSRESPAPGGSIS-ESQLGERRN-NSNPE------SPEES-------------VSG-----------------HGDINEGPKLGGG---GATSVTKAV------AEREKQVSQVSGKTKPD------ISSRS--SESRPAPSTSSR
ppe|Prunus_persica_ppa002829m --------------SSGSSRKGSLEWTGGKINNGAQVPSSSSS-DY----TQCTE-SNVAPDLCRSGTYDHARQLASEPPFKSFPSTAGES-------SEHGER-DSATESVEKRMLAE----------DNQESKPDDSQPLLNEK-KDAFDKGVLSPNATSYAP-APASSKGHEKS-SS--EMLEGPVTGKAHVQTHTVNSHGRPGSSASSNSERATAAPTSGG
fve|Fragaria_vesca_mrna07523.1-v1.0-hybrid --------------SPGSVRNSSIDWTNGKGNNGVQVTSSSSSVDY----THYSE-SNVASELYRSGSYDHARQLATEPPNKSFSSTAGES-------SEHGDT-DSATDSVEKHMVSD----------ASLAGDSQTSKQDDSEKTKDAFDTGVLSSNATSNAP-PPYLSKGQEKT-SS--SELEGPVTGKAHVQTQTVNTHGRPGSSASSNSESAGAVSGSGA
gra|Gossypium_raimondii_Gorai.012G011100.1 --------------SYDSLSR---------STDGVRMPSSSSLVDD----APSSQ-AAISEDLNCSRPNDQARQLASELPSKSFSVSDSESRIRDKLLGEHGGS-SDGNEFPEKQSPSE----------DLQLSKSVDSGSLLNDK-IDGSDKARRSANPTNSS--SNALSKVSEKP-NSSGKLSEGPASSKATGEMHSANSHGQPDSSTSSNSDYVGTVSASGG
tca|Theobroma_cacao_Thecc1EG029104t3 --------------SSGSVSKRPADLTSLQSTDGARVSSSPFLMDE----APSSQ-AAIGTDLNHSGFNDQARQLASELPSKSFSVSGSESRIQDNLLGELGGS-SNAKEFAEKQSPSE----------DLQLSNSIDSQSLLNDK-IDESDKGGTSANPTTHAP-SNSLSKFSEKP-SSSGELSEGPASSKIAGEIQSVNSRGRPSSSTSSNSDYVGAVSASSG
gra|Gossypium_raimondii_Gorai.010G234100.1 --------------SSDSLSRGPVDLTSLQRNEGVRMSSSTSFVDE----APSSK-AAIGADLNHTDFNDQAKQLASEIPSESFSVSDSESRIQDNLLGEHGGS-KDAKESTEKLSPSE----------DPQLSNSIDSQSLLNDK-LDGSDKTVPSVNSTTHAQ-SSSLSKVSEKP-SASGDLPEGPASSKVTGETPSVNTRGQPGSSKPSNSDCVAVSSVSSG
csi|Citrus_sinensis_orange1.1g045896m --------------SSGSVDQISTDFAIAKSSDGAQLSSSSFIVDE----AQTSQSDGTGADLYCS-----------EIPSRNFSTLDSESRVQENLLGECGGN-NDAKDFVEKQPLPE----------DAQLPKSGDSQSSPNRE-KAGTIKVGRSANATPYST-SHVLSKGNEKT-SSHGEPVDVAASCKAPGEPQSVNSRGRPGSSASSNSDRAAAH-----
ccl|Citrus_clementina_Ciclev10025086m --------------SSGSVDQISTDFAIAKSSDGAQLSSSSFIVDE----AQTSQSDGTGADLYCS-----------EIPSRNFSTLDSESRVQENLLGECGVN-NDAKDFVEKQLLPE----------DAQLPKSGDSQSSPNRE-KAGTDKVGRSANATPYST-SHVLSKGNEKT-SSHGEPVDVAASCKAPGEPQSVNSRGRPGSSASSNSDRAAAASASSG
cpa|Carica_papaya_evm.model.supercontig_25.97 --------------SSVSFSKKSTDLTISKGNDGAQMSTSSFLADE----AQASQLSAV-VDLSRSSSHDHARQLASELPSRISSASDNESRIPETLLSEHGGD-GDAKESVEKQKPTE----------AS-MSNTDDSILSLNGK-IDDSEKGGQSGNVTTCDS-SRASSKGKEMP-ISSSELLEGPVAGKAPGETQTVSSRGRPGSSASSSSDCVGAASAPSA
csa|Cucumis_sativus_Cucsa.340860.1 --------------PSD-TDIRFADTFSGKCSDVMSVS-SSSSLDQ----AQPSQ-INIGVDLSRSTPINYARQLASETSSKSCSTLQTESRIQDIQHEEND---ADVPEEKDRQ-AVN----------DSQFAQCDDLQPLKKDG----SDEG-----TMPNVA-LHTPSKHNEKL-KPS-ELSDDPESGKSHGEVQMLNSSGRPGCSVSLNSECAAGTS--SG
mes|Manihot_esculenta_cassava4.1_003097m --------------TSAPSTMKYADLTHGKSNEGARCISSSSL-DE----AQCSQ-SSTSVDR-HSGSYEHASQLASELPSKSVSTSQSESRILENFHGEQGAN-DSMGECIEEQNQE-----------DAQLPTREDALISLNGK-KEGSDKEFLSPTETAYASSSNVSSKTCEKT-SS-AEPLEVTPSAKGVGEVQPINSHGPPVSSASSNSDCVGTVSVSKG
mes|Manihot_esculenta_cassava4.1_003544m --------------ASASYTNESADLTHGRSNEVVRVLSSSSL-DE----AQCSQ-SCTVADC-HSGSYEYARQPASESPFKSFSISECENRIQENLHGEHGGN-DNV-ELVEERTVE-----------GAQLPRHAVDPLSLNGK-KNGSDKGTLSPNATAYAP-SNVSSESYEKT-SSSAQLPEGAPSLKGAREVQPSNSLGRPGSSTSSNSDCIGAVSVSNN
rco|Ricinus_communis_29706.m001306 --------------TPASFTKKSGDLTNGKSNDGARVLS------------KCSQ-SSAGVDLYHSGSYEHPRQLGSELPSKSLSTSETETRTHENLHGEHGAS-DCIKEFIEEQTRTG----------DAPLPTCEDSQSSLDGK-KDGSDKGVLSPNATAYAPSSNVSSKSNEKT-GSSGELLEAAPSVKGVGEVQSANSRGRPGSSTSSNSECVGAPSVSNG
pop|Populus_trichocarpa_Potri.003G063000.1 --------------PSASSIKKLADLSHAKSNDGPRVLSSSSL-DE----AQCSQ-SSTCADLHHPGSHDLAAQLSSE-PSKGFSTSDSDSRVQEDRHHEHGEL-DSIKELVEEQILTQ----------DAQLPKGEDSK-LLDGK-KNESDKGRPSSNTTAYAPSSNVYPKNNEKA-SPPGQPLEDAASAKGSGETQPVNSRGRPGSSTSSNSDCAGALLASSG
pop|Populus_trichocarpa_Potri.001G171100.1 --------------PSASSIKKSADLTHAKSNVGTRVLSTSSL-DE----VQCSQ-SSTCADLHHPGSHDHAAKLASE-PPTSLSTSDSESRAQEDRHFEHGEL-DSIKERVEEKMLTE----------DAQLSKGKDSK-SLDDK-KNESDKGRLSSNTTAYTPSSHVFSKNNKKT-SSPGQLLDGVASAKGAVEMQPVNSRGRPGSSASSNSDRAGALPASSG
lus|Linum_usitatissimum_Lus10037656 --------------VSGSFTAD--DLTRGKSNDTAGVLSTSSV-DD----PQCSQ-SSTGSDLHQSNAYELSRQTADEVPSK-ISSLESDGRNPDILQVAHAD--DSIKDRVGEKKVAP----------DAKFS-----------K-FGESRSSESSQSASAYPP------------------------------------------SSKSHEKEISPTALASSR
lus|Linum_usitatissimum_Lus10015638 --------------VSGSFTAN--DLTRGKSNDTAGVLSTSSV-DE----PQCSQ-SSTGSDVHQSNAYDLSRQAADEVPSK-ISSLETDGRNADVLLVAHAD--DSIKDRVEEKKVAP----------DAKFS-----------K-SGESRSSESSQSASAYPP------------------------------------------SLKSHEKEISSTAPASSH
vvi|Vitis_vinifera_GSVIVT01016786001 --------------SGLAIGRHFADLTTGKSSDVAQVSSSSSSVDE----AQSSQ-SGTGLDLYHSGSHDHARHL----------ALDSQSRVQENQFSEQQVGNNHAKEFVEKQTLA----------EEAQTSKSEDLQSLLDAK-KDGSDKGGLSPNATAYAP-SHGSSKSQENM-GSPAEVSEGPVSARTMGETQSVNSRGRPSSSTSSASDCVGATPASIG
aco|Aquilegia_coerulea_Aquca_076_00117.1 --------------SESVISRSFSDVARRKNEDGTHASSSFSSLDE----AQLPQ-PTAGRDMYRSASGDYAR------------QLDAESRMNENQFREQQSRKNGVKELTERKTLIDVS-------EEGKTSKFVDIKSSLNTK-KSSSDKGGLSSSATAYAPSSSISSKDQAQT-DSLGESSDGAGSKKVHAAAKPGNHRGRPGSSASSTSERAAPASASSA
gmx|Glycine_max_Glyma15g03190.1 ------------GGVFGSVVKRPGEISGGKGNDGAQTLANSSSVDH----TLSSQ-SNTGVDLSRSGSSDHAKQLASELPAKSYSTSDGESRIQENSNSNQHGDNGITKEENLIQAED------------VQLSKSEDSQGPLYMN-KDGSDKGVLSPNASSYAPSSHTSSKTHEKM-GSHGDLVDGSASGKANGETKSVNSRGTQSGSDLVGS-----IPASSA
gmx|Glycine_max_Glyma13g42230.4 ------------GGVFGSVVKRPGEISGGKGNDGARTLANSSSMDH----TQSCQ-SNTCVDLSRSGSYDHAKQLASELPAKSYSTSDGESRIQENLNSNQHGDNAITKEENPIQAEED-----------VQLSRSEDSQGPLYSK-KDGSDKGVLSPNASSYAPSSHTSSKTHEKM-GSHGDLIEGSASGKANGETKSVNSRGIPSGSDLVGG-----IAASSV
pvu|Phaseolus_vulgaris_Phvul.005G156000.1 -------------GVFGSVVKRSSEISGGKGNEGARTLAN-SSVDH----TQSSQ-SSTCVDLSRSGSYDHAKQLASELPAVRYSSVEGESRILENSISNQHGDN-DTKEATLIQAED------------VQLSKSEDSQGPLYLK-KDGSDKGVLSPNASSYAPSIHTTSTTHEILRGSRGDLIEGSASGKVNGETKSVNSRGTPYGLDSVGG-----TAASSG
mtr|Medicago_truncatula_Medtr2g099480.1 -------------GIFGSVDERSDEMNSGEGNDAAHALANSSFMDR----PQSSQ-SNTGVDLSRSSAYDHAKQFTSEIPSKSYSFLDGESRIQENPVHNLRGASGNTKEENLIVQQGED----------VQLSKYEDSQASLYFK-KDGSDKGVLSPNASSYAPSSHISLKSREKT-GSPGDSTEGLAYHKANGATKYIDSRGASSGSDSVRG-----VAGSSG
gmx|Glycine_max_Glyma16g00765.1 -------------NIYGLVNKSPGEASGRKGSNGAQTWSNFSSVFHAQNHSELSQ-SSSGVDLCRSGSKDHAKQLSSELPALSCSFSDGESRIQLNSVNNLHGVNDNTVEENWIQAED------------VQLLKSEDLQSSLKLK-KDGSDEGGLSTNVALCAPSTRILSKTPKET--------------GSVGESKSVISRGRLG--RSLGSD---YVAATSG
gmx|Glycine_max_Glyma07g04060.5 -------------NIYDLVNKRPVEARGQKGSNGAQTWSNFSSV----DHSKLSQ-SSTGVDLCRSGSNYHAKQLASELPAQSCSFSDGKSRIQQNSVNNLHGVNDNTVEENWIQTED------------VQLSKSEDLQSSLKLK-KDGSDEGGLSTNVASCAPSTHILSTTPEET--------------GSVGETRSVISHGRLGSFTSMGSD---YVAATSG
pvu|Phaseolus_vulgaris_Phvul.010G133000.1 -------------NIYGLVIKRPGEVSGQKGNNGAQKLANFSSV-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
egr|Eucalyptus_grandis_Eucgr.F03170.1 --------------APASIMIGSLD---GTDTDATQASARSSSTDG----PETSH-SSVGVDLSQIGADDAGR-LSSELTCKSVLASGDDNRVQERSLSEQRGH--TELDDAGKLPPAK----------DTRISKAEDSISLLKGK-SGSSHKGGILAKAAAPASSTVALTDHNKMN--SRGDLLETPTLAKS-GETQSVDSHGRPGSSTSSASDRLGAASAPTG
stu|Solanum_tuberosum_PGSC0003DMP400008702 -------------ISS-AMGKSFTDMSRRKMNDGAQVSSRSSSMDE----VQSSQ-LSTSRDVYQTCYDDHAKQSSAEVVLKGGSILN---RGRKTLFSEHAGASCNKDDTRNHMIAEV-----------AQTSIFEDSKSSSRM--METSDGGRLSSDISALHVHP----ADQDMITSS-REKFEGAVSSKIQGASQSANSRVRPSSSVLSGSDGAGAASTSAD
sly|Solanum_lycopersicum_Solyc06g062860.2.1 -------------ISS-AMGKSFTDMGRRKMNDGAQVSLRSSFMDE----VQSSK-LSTSRDVYQTCYDDHAKQSSAEVVLKGGSILN---RGRKTLFSEHAGASWNKEDTRNQMTDEV-----------AQTSVLEDSMSSSRMK-METSDGGRLSPDISALHVHP----ADQDMITSSSREKFEGAVSSKIQGAPQSANSRVRPSSSVLSGSDGTGAASTSAD
sly|Solanum_lycopersicum_Solyc03g121950.2.1 -------------ISSSSMGKSFTGMSVGEVVDGVEFSSRSSSLDE----LQSSQ-LSTSRDVYQTYYDDHSKQSSAKHVPQSASKMDE-SRGHKITFNEHDGASCNDEETRMQMLAEG-----------AHTSIPEDSKSSLRVK-METLDKGVSSMNVSALAPVP----EFQEKITGSFSEKGA-VGSSKSRDNTRSVNSCVRPSSSALSSIDRAGAASS---
mgu|Mimulus_guttatus_v2.0_Migut.D00945.1.p -------------VSSSVIGKPLTDTSIRKTSDGTQTSSRFLSMGD----VQSSL-TALVRDSYHSGSINHGPQLPTEQLHKQSSLIDA-SRVHDNQFSGDAESSYSKEDKEKQLVLDK-----------SRSSKSED--SLLRLK-KESSDKVALSPNATAFDPSLR--SSKGQEKANSSNELPGEPIPSKIQ---VSATNLGRPGSSASSSSDCGGAVSTSAT
sbi|Sorghum_bicolor_v1.4_Sb04g019250.1 --------------TVNIDPKDSLACSSKMDEESSSHIFDDTDASAT----------IQTNSVSQPTSDYLSDRPLSNHAHRLDRKLSKESNEKMDNRKLQPESN-LSDGARPLISEGL---------------------------------DGRPSSSHAYEPSSSGQAFKSRE--------TPDLTVSVKHPSATEPVTSSQRPGSSTSSTSERIAANSAASA
zma|Zea_mays_GRMZM5G829738_T01 --------------TVNIDPNDSLACSSTMDKESSSHIFDDTDASAT----------IHTNSVSQPTSDYLSDRPLSNDENRLDRKLNKESNENMDNRKLQHEDN-LPDGARPLISEAL---------------------------------DGRSSSSHAYEPSFSGQGFKSPE--------TPDSTVPVKHPSAMEPVTSSQRPGSSTSSTSERIGANSAAGA
zma|Zea_mays_GRMZM2G056773_T01 --------------TVNIVPKDLLGCSSTMDEESSSHIFDDIDASAT----------IQTNSVRQPTSDYLPDRLSSNDENRYYLP-------------------------------------------------------------------------------------------------------------------------------------------
pvi|Panicum_virgatum_Pavirv00049508m --------------TANIDPKDSLASSSTMDEESSSYIFDDTDSYAN----------IQTNNVSQPTSDDPSNKPFSIDESRLDKKLSKDGNDNLDKRKLQPENT-LSGGGRPLISEGE---------------------------------W------------------------------------------------------------------------
pvi|Panicum_virgatum_Pavirv00038354m --------------TANIDPKDSLACSSTMDEESSSYIFDGTDSYAN----------IQTNNVSQPTSDDPS---FSIDESRLDKKLSKDGNDNLDKRKLQPENTQLSGGGRPLISEGL---------------------------------DGPPSSSHAYEPSSSGQGFKSPE--------TPDSTVSVKHPSAVEPVTSSQRPGSSTSSMSERIAANSVASA
sit|Setaria_italica_Si016687m --------------TVNIDPKDSLACSSTMDEQSPSYMFDDTDSSSN----------IQTNNVSQPTSDDPSNKPFSVDENRLDKKLSKDSNENLDNRKLQPENNQLSGGGRPLISEGL---------------------------------DGPPSSSHAYEPSSSGQGFKSPE--------TLDSTLSVKYPSTMEPVTSSQRPGSSASSTSERIAANSVASA
osa|Oryza_sativa_LOC_Os02g27950.1 --------------AGNTNPKAL---LSTADEESSSHLFG-TDLPV-------------TNNVSQLVSQSQLNKLLPIDESRLDDKLTKDSSGNRDTSNLQTENI-ISEGGRSSISEDL---------------------------------EVPSSSSHASEPSSSGQAKKSSESL------PADSSLSRKVPSSGEYVNSSQGPGSSTSSTSERIAASSVACA
bdi|Brachypodium_distachyon_Bradi1g56090.1 --------------TGSIGAKDLPVCSSTMDEESSSHVFGGTHFSV-------------TAATSELASEYQPNKLLSADANRLEDKWSKDSSGDKGNRNPQPKNT-FSEGGKPLISEDL---------------------------------DAEPSRSHASEPSSSGQGNKSSDGL------TADNTVPSKLP-------SAPRPGSSTSSTTERVAANSVASA
ath|AT4G26990.1_CID16 ----------LDSMSERVKPIEEDNLMPEPLSNGFHNAAAKPSSTDN----------LLSESTPVDDTLELCRGRVAASSTASVPIQAVK---KPKEFKLNPEAKIFSPSYTKRLSPSP-------------------------VGMPHVGNIAYIPSNTPMLP----VPEAIYPEVVNNPYVPQAPPPS-KFVPYGNVTAGHAVGGFQFPQHMIGPT-VNRAQ-
aly|Arabidopsis_lyrata_492097 ----------LDSISERVKPIEEDNLMPEPFSNGFHDASERPSSTDN----------SSSQSTTFDDTSELCRGRMASS-TASVPIQAVK---KAKEFKLNPEAKIFSPSYTKRLSPSP-------------------------VAVPDVGNIAYIPSNTPMLP----VPEAIYPGVGNNAYVPQAPPPS-KFVPYGNLTAGHAVSGFQFPQHMIGPT-VNRAQ-
tha|Thellungiella_halophila_Thhalv10025144m ----------LDSMSERVKPIEEDKLMLEPLSNGFHDAAERPSSTGN----------LSS-STTADETSELCQDLVASS-NASVPIQAVK---KSKEFKLNPEAKIFSPSYTKRLSPSP-------------------------ASMPGVGNIAYIPSNTPMPP----VPEALYPEVGNNAYIPQASPPS-KFVPFGNLTAGNAVSGFHYPQHMIGPT-VNRAQ-
cru|Capsella_rubella_Carubv10007224m ----------LDSMFERVKPIEEGKLMAEPFSNGFHDAAERPSSSDN----------SSSQSTTVDNTSELCQGLVASS-TASVTIQAVK---KAKEFKLNPDAKIFSPSYTKRLSPSP-------------------------VGMPDVGNIAYIPSNIPPQP----VPEAIYPEIRNNPYMPRESQPS-KFVPYGNSTVGHAVGGTQFPQHMIGST-VNRAQ-
bra|Brassica_rapa_Bra026388 ----------LDSMSERVKPIEEDKLVMEPLSNGCHDAAERPSSTDN----------SSSQSTAVDETSGLCQGLEAPP-NEPAPIQAVK---KAKEFMLNPEAKTFSPSYTKRLSPAP-------------------------TAMPDIGNVAYIPNNTPMLH----VPEAVYPNLGNNPYMPQTSLSS-KFVPYGNLTAGNAVG-VPFPQHMIGPT-VNKAQ-
bra|Brassica_rapa_Bra019079 ----------LDNMSERVKPIKEDMLTPEPISNGFHDAAERPSSTDK----------SSSRSETVDETSELCQGIKASS-NEPIPIQAIK---KAKEFKLNPEAKNFSPSYTKRLSPSP-------------------------AAMPDIQNVAYIPSNTPMLP----VPEPVYPEVGNSPYMPQTSPHS-KFVPYGNLTAGNTVSVFHFPQHMSIAA-IAKRRK
ath|AT5G54920.2_CID17 ----------LDNMSERVKPIEQE-KMPEPSSNGFHDATERPSSTEN----------SSSQSTTVDENSEVSLVLVVST-NSLPPTQATDPDKKAKEFKLNPGAKTFSPSLAKRLTSAHA------------------------GMTPVVANMGYVPSNTPMLP----VPEAVQPEIGISPFLSHASSPS-KFVPYTNLATGNAGGGSHFPQHMVGPT-INRGQ-
aly|Arabidopsis_lyrata_495575 ----------LDNMSERVKPMGQENTMPEPSSNGFHDPAERPSSTEN----------SSSQSTTLVENSEMSRALVAST-NRLLPTQATDPDQKAKEFKLNPGAKTFSPSLAKRLTSAHD------------------------GMTPVVANMGYVPSNTPMLP----VPEVVQPEIGVSPLLSHASSPS-KFVPYTNLATGNTGGGSHFPQHMVGPT-INRGQ-
cru|Capsella_rubella_Carubv10026219m ----------LDNTFERVKPTEQEKTMLGLSSNGFHDAAERPSSTEN----------SSSQSTTPDENSEMTQVLVAST-NRIP-NQSTDPNKKTKEFKLNPGAKTFSPSLAKRLTSTYT------------------------GTTPVVANIGYVPSSTPMLP----VPEAGQPEFGISPFLSHAPSPS-KFVPYTNLAAGNAGGISHFPQHMVGPTIINRGQ-
tha|Thellungiella_halophila_Thhalv10015348m ---------------------------------------------------------SSSCKLHLNVNYVTMVVLLPLV-NKMFSDMCILNFHLHVFITVDSTSERVQPTEQEKNMPEHS------------------------SNE---MNKGFVASTNKLQP----TQATTDP--------------------------------------------------
mes|Manihot_esculenta_cassava4.1_004220m D-PKLPLVKPDSQCFGSSASSGSSSV---------TAVCSSISTASN----------VLVDVAAE------SHSGLLAPSADVVSPQSSESNKSSKEFKLNPGAKIFCPSFVTPISATM------------------------AAPAVASMV--YIPSNSPVVP-----IAAAQPEVGISPFVPRPSVPA-KFAPYTNLMAVNGASGHQFSQPITGNR-----TQ
rco|Ricinus_communis_29666.m001432 -------------------PNGLSCG---------NAVGSSISTASS----------PLVEVTSE------SHSGSLSSSADVISSQSSESTKISKEFKLNPGAKIFCPSFATPISAN-------------------------AVPAVSSMA--YVPSNSSMIPAVAVAVAAAQPEVAISPFAPRPSVTA-KFAPYTNLAAVN----SVLIVGHMGNR-----TQ
mes|Manihot_esculenta_cassava4.1_014104m.g D-TTSALVKPDNQ-----CHGRPTSA---------GAICSSVSTVSN----------TLIDVASE------SCSGSLHSSADVVSPQSSESSKSSKEFKLNPGAKIFCPSFATPISVST------------------------AVPGVASMS--YVPSNSPMVP-----IAAAQPEVGISPFI-RPSVPA-KFASYTNLTAVNGGNDLQFSPPIMGNR-----TL
pop|Populus_trichocarpa_Potri.011G138600.1 N-PDGDLMKPDSQYCGRPASAGTTSP---------SSVCASVSTASN----------PMVDVPSE------SHCSSSANSTDVASPQVSESNRSSKAFKLNPGAKIFSPSFSNPTSANAP-----------------------AVPTVPSMA--YIPSNSPVVP-----VAVVQPEVGI-PCAPRSSVPA-KFPPYSNLTAVNGGSGSQFS-PVAGHVGTRVQS-
pop|Populus_trichocarpa_Potri.001G423200.1 N-SAGELMKPDNQYRGRPASVGTTSP---------IAVCASVSTSSN----------PTVDVPSE------SLCSSLANSTDAVSPRISESNRSSKAFKLNPGAKIFSPSFSNPISATAP-----------------------AVPTAASMA--YISSNSPAVP-----VAVVQPEVGI-PFAPRSSVPA-KYPPYSNLTAVNGGSGSQFLQPVVGHMGSRAQPQ
ppe|Prunus_persica_ppa004888m D-PVTVIVNSDNQCCERTTSADISS----------DVVSSGVSTSFN----------PAADAS---------CRRLVATSTEMVHPQGPEFNRSAKEFKLNPGAKTFSPSFTKPITSTPP-----------------------SVPTVVSMG--YIPNNSPMVA-----VPAAQPEVGSNPFPSRSSVPV-KVVQYNNFTNGHGGSGSQFSQPIVGHVGS--RVQ
fve|Fragaria_vesca_mrna03364.1-v1.0-hybrid D-PSTTIVRRDIQFCERKTSEYTSSSS--------SVVSSGSSTLLN----------PAANVS---------SRNSEPTSTAMI-PHDSELNKSGKEFKLNPGAKVFSPSFTKPTAATSP-----------------------ALPAVASMGMGFIPTNCPVIP-----GPTVQPEVGSNPFQSRTSVPV-KVVPYNNFSTGNGGGASQFSQPIVGHMSS--RAQ
csi|Citrus_sinensis_orange1.1g038314m D-PAHELDKPENQCRERPTSADTSSQ---------GAARSTVSTSST----------PVTDVTSG------LCFSSLAASTEVVPLQSAPSNKSTKEFKLNPGAKIFSPSSVNPVSATSP-----------------------AIPTATSMA--YVPSNSPVLP-----IAAAQSEVGVGPYLSHSSVPS-KFVPYGTLTAANGGSAAQFSQPIVGHAG---RSQ
ccl|Citrus_clementina_Ciclev10007877m D-PAHELDKPENQCRERPTSADTSSQ---------GAARSTVSTSST----------PVTDVTSG------LCFSSLAASTEVVPLQSAPSNKSTKEFKLNPGAKIFSPSSVNPVSATSP-----------------------AIPTATSMA--YVPSNSPVLP-----IAAAQSEVGVGPYLSHSSVPS-KFVPYGTLTAANGGSAAQFSQPIVGHAG---RSQ
vvi|Vitis_vinifera_GSVIVT01037637001 DGPAPSCVKPNKSCSERASAAVMDDI---------STG---VSTSSN----------SVVGVTSV------SCPTSLATPTEMVLPRSSISNKSAKESKLNPGAKVFSPSFTHPRSVTPP-----------------------AVPAVASVA--YVPNNSTVVP-----VASSQPEIGISPFAPRSSLPV-KFVPYSNLIAGNGGSGSQYSQPIIGHMAS--RLQ
gra|Gossypium_raimondii_Gorai.009G437800.1 -------GEIDN-HCERPSATDIHQD----------AVCSGVSISSN----------PAMNVSPE------SCQRSFANPTAILPPQNSELNKNSKEFKLNPGAKIFSPSFVTATSVPPP-----------------------MVPTVANMS--YIPSNSPMVA-----VAGSQPEVGMGTFAPRSSAP--KFVSYGNLSAATGVNGSQFSQPIVGHMGN--RTQ
tca|Theobroma_cacao_Thecc1EG030903t1 D--APVVGKLENQCCERPTATDIYQD----------AVCSGVSISSS----------PVTAVSSE------SCQSSLATQAAIVSSQSLESNKNSKEFKLNPGAKIFSPSFASAISAAPP-----------------------IVPTVANVS--YVPGNSPMVA-----VVGSEPEVGIGSFAPRSSTPS-KFVSYGNITAAHGVSGSQFSQPIVGHVGS--RTQ
cpa|Carica_papaya_evm.model.supercontig_97.11 ----------------------------------------------------------------------------------------------GQEFKLNPGAKIFSPSFANQVSATP------------------------TMPTIANVA--CAPGNPPIVA-----LAAAQPDIGISSFAPRSSPPS-KFVPYSNLIAGTGGGVSQFSQPTVGHIGT--RAQ
csa|Cucumis_sativus_Cucsa.059890.1 ------------------ISATTTTN----------AFSVGVSTSSH----------SSVDSSMD------SCHSSMSLTTDITP--------SHKEFKLNPRAKLFSPSVANSMSATP------------------------AAPVAANVA--YIPNNSPVLP-----VPVAQPEVEFSPFVPRSPVPAAKFVPYGNSISGFGGNVPQFSQPMVGHVGT--RTQ
lus|Linum_usitatissimum_Lus10040755 --------KQTNGFCDRPASADSSSA---------SGASSGISVVSN----------PVSR------------HNSLTTASDITSPQSSESNRSSKEFKLNPEAKIFCPSFASSVSATSQ-----------------------PVTVSGGMT--YTHSNSPIIP-----VPAPQPEVVIGPFAPRPSVPA-KIAPYNNLIAGNGGNNTQFSQHMIGHMGS--RTP
lus|Linum_usitatissimum_Lus10016477 --------KQTNGFCDRPASADSSSA---------SGASSGVSVVSN----------PVSR------------HNSLTIASDVTSPQSSESNRSSKEFKLNPEAKIFCPSFASSVSATSP-----------------------AVTVSGGMT--YAHSNSPILP-----VPAPQPEVVIGPFAPRPSVPA-KISPHNNLIAGNGGNNTQFSQHMIGHMGS--RTP
gmx|Glycine_max_Glyma08g42700.4 ---------------ASVKANDRNSER--------STSADSVSKNLT----------QGVDIIQ-------DSQ--PARSIEISAPRGTDSTRNAKEFKLNPAAKTFSPSFVNPISATS----------------------------AANMV--YIPNSSPPVS-----VT-IQPEVGFNTFASRPSMPL-KVAQYSNLTVSNGGSGSQFSQPIVGHVAH--RTQ
gmx|Glycine_max_Glyma18g11551.1 ---------------ASVKASDRNSER--------STSADSVSTNLT----------QGVDLIQ-------DSQ--PARSNEISVPRGTGSTRNAKEFKLNPAAKTFSPSFVNPMPATS----------------------------AANMV--YIPNSSPPVP-----VT-IQPEVGFNTFASRPSMPV-KVSQYSNLTVGNGGSGSQFSQPIVGHVAH--RAQ
pvu|Phaseolus_vulgaris_Phvul.006G042100.1 ---------------ASVKANDWVSER--------SASAESISTNST----------QGVDLIT-------ESH--PARSIEISAPRSTDSTRNTKEFKLNPAAKTFSPSFVNPISSAS----------------------------VANLL--YIQNSSPVVP-----VASIQPEVGFNTFASRPSVPV-KVAQYSNLTMGNGGSGSQFSPPIIAHVPH--RNQ
mtr|Medicago_truncatula_Medtr3g051270.1 ---------------EADKANDQGSER--------STSPDSTSTHST----------LSEDLNE-------VSHNSPAKFIEKSAPRGTDCTRNAKEFKLNPAAKIFSPSFVHPNSATSTVPTTANMVYVPNSSPPANMVYLPNSSPPANMV--YLPNSSPPLP-----VATIQQEAGFNNFASRPSVPV-KASQYGNLTVGNPGSGSQFTQPIVGQLT---RTQ
aco|Aquilegia_coerulea_Aquca_011_00036.1 ---VDACKSLSDGPSYTSAVPLLVKPD--------TQDFDRPASKDS----------LNVPSPSH------LSTSQSASQNLSIASKEPVSNTTSKEFKLNPGAKTFMPKFSVPKLESLP--------------------------AATSMD--FISNNTPMVP-----VAVEPPENGIIHFAARSSMPP-KFVPYNSLVASNGDNATQYSQPIVGHAGN--RLQ
stu|Solanum_tuberosum_PGSC0003DMP400038691 --------HEQQTLGKTPCLGPTSSG----------APITSVSCVS-----------------------------SSSAPADLVPSRGSIHNASTKESKLNPGAKIFSPSTLQHR-TVTPP------------------------VVP---TMAYVPDSCPVVP-----VVTAEPEVGITPFAPHPSVPV-KFVPYNNLAAGNGGLDVQYAQPTIGYMGS--RTQ
sly|Solanum_lycopersicum_Solyc07g064550.2.1 --------HEQQTLGKTPCLGATSSG----------APITSVSCVS-----------------------------SSSAPADLVPSRGSIHNVSTKESKLNPGAKIFSPSTLQHR-TVTPP------------------------VVP---TMAYVPDSCPVVP-----IVTAEPAVEITPFAPHSSVPV-KFVPYNNLAAGNGGLDVQYAQPTIGYMGS--RTQ
mgu|Mimulus_guttatus_v2.0_Migut.M01771.1.p --------QNGHTSDETPN-ASVASQ----------VPVTDVKSDSR----------L----------------RASSNPFLFAPPKNPSVKKTIKESKLNPGAKVFSPSVLHHRAAVSPP------------------------AVANGASVSYMPSNYTMTT-----VATAREEVDANSIA-FSSVPV-KLVPYNNMSFEHGVTDSQYGQPIIGQVMN--RTQ
egr|Eucalyptus_grandis_Eucgr.F00770.1 --------EVLPPPQPNEASHLTASAPAKSNNGTYCRPVLSENAASC----------CGLASTLSVVGTSGRSLSSMASPTEKVHLQGPEAYKRAKESKLNPGAKIFSP-ALTKSVPATPP------------------------LVRPVTGMSYVPSASPLLP-----VGAAQAEVGTSSYVPQPSVPA-KAVQYNTFTAGNG-DMSAISQAFAGNMGS--RAQ
sbi|Sorghum_bicolor_v1.4_Sb06g029190.1 -----------------------------------MVPKIDVS-SSA----------IAAPVVAS-------DVKSSQPANNSVTKIVTSSKTAAKEFKLNPCAKVFSPSFASSKQVLAAT--------------------------TAPVDTYYISHSAPEVP--------MGVPVYESRSVSGVSPLSNK-VHYSNLSPANYAISPQYVQSIVGHNAS--RLD
zma|Zea_mays_GRMZM2G012088_T01 -----------------------------------MVPKVDAATSSA----------IAAPLVAS-------DVKPSQPVSNSATKMIMSSKSTAKEFKLNPCARVFSPSFASSRQVLAA---------------------------MAPVDTYYISHSAPEVP--------MGVPVYESKSVPGVSPLTNK-VHCSNLSPANYAISPQYVQSIVGHNTS--RLD
zma|Zea_mays_GRMZM2G150901_T03 -----------------------------------MVPKVDVITSSA----------SAVPVVAS-------GVKPSQPVNNSVAKIVTSSKTAAKEFKLNPSAKVFSPSFASSRQVLAA---------------------------AAPVDTYYISHSAPEVP--------MGVPVYEPKSVSGVSPLSNK-VYCSNLSPANYAISPQYVPSIMGHNAS--RLD
pvi|Panicum_virgatum_Pavirv00018461m -----------------------------------MGPKVD-VTSSV----------IPAPMVMT-------DVKASPPDNNVANKIFTSSKTNAKEFKLNPCAKVFSPSFACSRKAHAA---------------------------APPVNSNYVSHSAPEVP--------TGIPVYESKSAPGVSSLSNK-IHCSNLSAANYAISPQYVQSVVGHNAS--RLD
pvi|Panicum_virgatum_Pavirv00019389m -----------------------------------MGPKVDVVTSSV----------IPTPMVTS-------DVKASQPANNLATKIVASSKTNAKEFKLNPCAKVFSPSFASSRQAHAA---------------------------APPVNSNYISLSAPEVP--------TGIPVYEPKSAPGVSSLSNK-IHCSNLSPANYAISPQYVQSVVGHNAS--RLD
sit|Setaria_italica_Si010063m -----------------------------------MGPKVDVVASSV----------IAAPMVAS-------DVKASQLANNLATNIVTSSKTTAKEFKLNPCAKVFSPSFASSRQVLAS---------------------------APPVNSNYISHSTPEVP--------MGIPVYEPKSVPGVSSLSNK-IHCSNLSPANYAFSPQYVQSIMGHNGS--RMD
bdi|Brachypodium_distachyon_Bradi5g22420.1 -----------------------------------VGSKEGNATILV----------LSTPVVAP-------NVKTSQPTNSSATKIFMSSKSTCKESKLNPHAKVFSPSFASSRPVLAV---------------------------APPVNPNYISNSVAGVP--------TGVPVFEAHSLPGSSSLSSKVVHYNNLAPGNFGASPQYVQSIVGHNVT--RLD
osa|Oryza_sativa_LOC_Os04g53450.1 -----------------------------------VGSKDGNTKSAV----------LTTPTMSS-------DVKISPPAT--VAKTATPSKTIAKESKLNPCARVFSPSFASSRPVLAA---------------------------APSVNPIYISNSVAGVP--------TGLPVFETNSVPGGSSLSSKAVHYNNLAAANYAISPQYTQSTMGHNVS--RLD
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ath|AT1G54170.1_CID3 PILS---PSSS-GSLSS-EK--STLNPNAKEFKLNPNAKSFKP--SPSATRPQ---SPQSPVF--DGSFYYP------------PVPPMPGLH---IRYGTGAAFPGQQ--------HPMMYNN-TTQLSPN-QTYYSPNSP--QY-PQPMMVT----------------------QQRPILFMP--PTPYQPEMPYKGRDSY-----------------
aly|Arabidopsis_lyrata_474549 PILS---PSSSIGSLSS-EK--STLNPNAKEFKLNPNAKSFKP--SSPSAK-----SPQSPVP--DGSFYYP------------PVPPMPGLR---IRYGMGGAFPGQQ--------HPMMYNN-TTQLSPN-QTYYSPNSP--QY-PQQMMIT----------------------QQRPVLFMP--PTPYQPEMPYNGRDSY-----------------
cru|Capsella_rubella_Carubv10008656m PTLS---PSSSIGSLSS-EK--STLNPNAKEFKLNPNAKSFKP--SPTTTR------PQSPVT--DGSFYYP------------PLPPMPGLH---LRYGMGAAFPGQQQQQQQQQQQPMMYNN-TAQLGPN-QTYYSPNGP--QY-PQQIMVT----------------------QQRPVLFMP--PTPYQPEMPYKGRDSY-----------------
bra|Brassica_rapa_Bra014367 PMLS---PSSSIGSYSS-EK--STLNPNAKEFKLNPNAKSFKP--SPTATR------PQSPVP--EGSFYYP------------PLPQMTGIH---IGYGMGAAFPGQQ---------PMVYHN-TMQPGPN-QTFYPPNGP--QYHPQQIMVG----------------------QQRPVLFMP--PSPYQPVYHYPL---------------------
tha|Thellungiella_halophila_Thhalv10011331m PILS---PSSSIGSYSS-EK--SSLNPNAKEFKLNPNAKSFKP--SPTATR------PQSPVS--EGSFYYP------------PMPPMPGLH---IRYG-GAAFPGQE---------PMMYY--TAQLGPN-QTYYSPNGP--QY-PQQMMVG----------------------QQRPVLFMP--PSPYQPEMPFKGRGSY-----------------
bra|Brassica_rapa_Bra037969 PMLS---PSSSIGSYSS-EK--STLNPNAKEFKPNPNAKSFKP--SPTATR------PQSPVP--EGSFYYP------------PLPPMPGIH---IVYGMGAAFPGQH---------PVMYNNTPQQLGPN-QTYYSPNSP--QY-PQQMMVG----------------------QQRPALFMP--PSPYQPVYC------------------------
ath|AT3G14010.1_CID4 PGLS---PSSSIGSMASSEK--STLNPNAKEFKLNPKAKSFKP-LQSAAAP------PQSPIA--DASFYYPG------PSHVP-VQQMPGMP--PVNYGLPPYPGNQP---------QMMYHP---------QAYYHPNGQ--PQYPQQQ----------MIPGQQQQQMIPGQQHPRPVYYMH--PPPYPQDMP-YHNKGRE----------------
aly|Arabidopsis_lyrata_929172 PGLS---PSSSIGSMTSSEK--STLNPNAKEFKLNPNAKSFKP-SQPAAVR------PQSPVS--DASFYYPG------PSHVPPVQQMPGMP--PVNYGVPPYPGNQP---------PMMYHP---------QTYYHPNGQ--PQYPQQQ----------MMPGQQQQ-MMPGQQQPRPVYYMQHPPPPYPQDMP-YHNKGRE----------------
cru|Capsella_rubella_Carubv10013292m SGLS---PSSSVGSMNSSEK--STLNPNAKEFIFNPKAKSFKP-VQPAAAR------PQSPIA--DASFYYPA------PSNVPPVQQMPGMP--PVNYGVPPYPGNQQ---------PMMYYQ---------QPYYHPSGQ--PQYPQQQQIMPGQQQQQMVHGQQQQQMVHGQQQPRPVYYMPQQPPPYQQDMPPYHNQGRE----------------
bra|Brassica_rapa_Bra021526 PGLS---PSSSIGSLSSSEK--STLNPNAKEFKLNPNAKSF---KPTAAAR------PQSPMA--DASFYY--------PAAPAPVQQMPG---MPLGYGIQPQYPGQQ---------QMIYYPGHQHP----QAFYPPNAQ--PQFPQQQQ---------QMMMGR-------QPRP-QMVYMP--PPPYQPDNP--YNQGRE----------------
bra|Brassica_rapa_Bra001533 PGLSS--PSSSISSLPSSEK--SILNPNAKEFKPS---------QSPAPVR------PQSSIA--GGSFYY--------AAPPPPVQQMPVMPVMPAGYGVQPQYPGQQ---------QLLRYPGHEYP----QTYYPPNAP--PQYQQWQQ---------LMMQGQELMMQGQHPRPPDMIYMPL-PPPYQPGNP--HNQG------------------
tha|Thellungiella_halophila_Thhalv10020519m PRLS---PSSSIGSLSSSEK--STLNPNAKEFKLNPNAKSFKPSQSPAPVR------PQSPVA--DASFYY--------PAG--PVQQMPG---MPVSYGVSSLVL------------------------------------------------------------------------------------------------------------------
ppe|Prunus_persica_ppa002829m PGLS---PSSSLSSLSSEK---STLNPHAKEFKLNPNAKSFVP-SQA-PVR------PPSPVS--DGSFYYP-----------SNAPAVPHMPGMPVGVGVGPSFTHQP---------VMFSQ---QQMQAP-QAYFHPNGP--QYGQQ----------------------MLLGHPRQ-VLYMPS----YQPEMPYKGRDY------------------
fve|Fragaria_vesca_mrna07523.1-v1.0-hybrid RGLS---PSSSLGSLSSEK---STLNPNAKEFKFNPHAKSFVP-SQS-PVR------PPSPVS--DGSFYYP-----------TNLPAVPHMPAMPVGIGVG-------------------------QMQAP-QAYYHPNGP--QYGQQ----------------------MLLGHPRQ-VVYMPN----YQPEMPYKGRDY------------------
gra|Gossypium_raimondii_Gorai.012G011100.1 FGLS---PSSSMGSLSSEK---STLNPHAKEFKLNPNAKSFTP-SQT-PVR------PLSPVS--DGSFYYQ-----------TQMSPLPHMH-MPVSFGIGPSFPGHQ---------PVIFNPQVAPIQSP-QAYFHPNGP--QYGQQ----------------------MVLGQRQV-VYYQP--------EMQYKGRDY------------------
tca|Theobroma_cacao_Thecc1EG029104t3 PGLS---PSSSMGSLASEK---STLNPHAKEFKLNPNAKSFTP-SQS-PVR------PPSPVS--DGSFYYP-----------TQMSPVPHMH-MPVSFGIGPSFPGHQ---------HVIFNPQVAPIQSP-QAYFHPNGP--QYGQQ----------------------MLLGQRQL-VYYQP--------VSGSENLEFM-----------------
gra|Gossypium_raimondii_Gorai.010G234100.1 PGLS---PSSSMGSLSSEK---STLNPHAKEFKLNPNAKSFTP-SQT-SVR------PPSPVS--DGSFYYQ-----------TPVSPVPHMH-MPVSFGIGPSFPGHQ---------PVVFNPQVAPMQSP-QAYFHPTGP--QYGQP----------------------MLLGQRQV-MYYQP--------DMQYKGRDY------------------
csi|Citrus_sinensis_orange1.1g045896m ---------------------------------------------------------QLLVVL--D-------------------------------------YLQARQ---------WVLY-------------------------------------------------LLKNQH-------------------------------------------
ccl|Citrus_clementina_Ciclev10025086m PGLS---PSSSMGSLSSEK---STLNPYAKEFKLNPNAKSFTP-SQA-SAR------PLSPVA--DNAFYHP-----------PNVSAVPHMHGLPVGFGMGPSLAAQQ---------PVIYP-QIAPMQSP-QTYYHPHGP--QYGQQ----------------------MLVGQSRP-VFYLPN----YQPEMPYKGRDY------------------
cpa|Carica_papaya_evm.model.supercontig_25.97 PGLS---PSSSMGSLSSEK---STLNPNAKEFKLNPNAKSFTP-SHS-PVR------PPSPVS--DGSFYYP-----------ANVSAIPHMHGMPVGYGIGPSFTGHQ---------PVIFNPAVAPIQSP-QAYFHPNVP--QYGQQ----------------------MLLGQPRQ-FVYMPS----YQPEMPYKGRDY------------------
csa|Cucumis_sativus_Cucsa.340860.1 PALS---PSSSVGSLSSEK---STLNPRAKEFKLNPNAKSFTP-SQA-PVR------SPSPASSSDGSFYYQ-----------SNIPAVPHMHGMPYGVGIGPSFTGHQ---------PVVFNPMVGPMQSP-HGYVPPNGP--QYAQP----------------------MLLGHPRH-AMYMPG----YQPEMPYKGRDY------------------
mes|Manihot_esculenta_cassava4.1_003097m PGLS---PSSSVGSLSSEK---STLNPHAKEFKLNPNAKSFTP-SQT-PVR------PPSP----DGSFYFQ-----------PNVPSLPHMHGMPMGIGVASLQT--P---------QAYFHPGGPQVQYSWNLYWRPCWN--FLGQSFKYIDFACSFG-----CSMHRICLLATLGK-SCTCQV----TNPKCHTRDESFSRLRTFLAVLLCSQGINF
mes|Manihot_esculenta_cassava4.1_003544m PGLS---PSSSMGSLSSEK---LTLNPHAKEFKLNPNAKSFMP-SQT-SVR------PPSP----DGSFYFH-----------PNVSSLPQIHGMPMGIGIGQSFTGHQ---------PVIFNPQVASLQTP-QAYFHPGGP--QYGQN----------------------MLLGQPRQ-VLYVPS----YQPEMQYKGREF------------------
rco|Ricinus_communis_29706.m001306 PALT---PSSSMGSLTSEK---STLNPYAKEFKLNPNAKSFTP-SQT-PVR------PPSPVS--DGSFYFP-----------PNVPALPHMHGMPMGIGVGPSFTGHQ---------PVIYNPQVASLPSP-QAYFHPG-P--QYGQQ----------------------MLLGHPRQ-VLYMPG----YQPEMPYKGREF------------------
pop|Populus_trichocarpa_Potri.003G063000.1 PGLS---PSSSMGSLSSEK---STLNPYAKEFKLNPNAKSFTP-SQM-PPR------PPSPMS--DGPFYFQ-----------PNVSNLPHMHGMPMGI-LGPSFNGQQ---------PVIFNPQAAPLQTP-QAYFHPGGP--QFGQQ----------------------MLVGHPRQ-VLYMPN----YQPEMPYKGREF------------------
pop|Populus_trichocarpa_Potri.001G171100.1 PGLS---PSSSMGSLSSEK---STLNPHAKEFKLNPNAKSFTP-CQT-PAR------PPSPMS--DGSFYFQ-----------PNLSAPPHMHGMPVGVGPGPSFNGQQ---------PVMFNPQVTPLQAP-QAYFHPGGP--QFGQQ----------------------MLLGHPRQ-VLYMPS----YQPEMPYKGREF------------------
lus|Linum_usitatissimum_Lus10037656 PALS---PSS------------------------------FRP-LQSSPLR------PPSPVP--DSSFYFP-----------PNVTTAPQMHGMPMGFGMGPSFSGHQ---------PVMYNPQVASMQPP-QGYFHPNGP--QYGQQ----------------------MLLGHPRQ-VLYMPG----YQPETPYKGREF------------------
lus|Linum_usitatissimum_Lus10015638 PALS---PSSSVGSLSSEK---STLNPNAKEFKLNPKAKSFSP-LQSSPLR------PPSPVP--DSSLYFP-----------TNVTTAPQMHGMPMGFGMRPSFSGHQ---------PVMYNPQVASMQPP-QGYFHPNGP--QYGQQ----------------------MLLGHPRQ-VLYMPS----YQPETPYKGREF------------------
vvi|Vitis_vinifera_GSVIVT01016786001 PGLS---PSSSVGSLSSEK---STLNPHAKEFKLNPNAKSFIP-SQT-PVR------PPSPVS--DGSFYFP-----------TNVPAIPHMH-VPVGVGIGHSFSGHQ---------PVIFNPQAAPIQSP-QTYFHPNGP--QYGQQ----------------------MFFGHPRQ-VLYMPG----YPPEMPYKGRDF------------------
aco|Aquilegia_coerulea_Aquca_076_00117.1 PGLS---PSSSMGSLSSEK---STLNPYAKEFKLNPNAKSFTP-TQT-PLR------PSSPIP--DGSYYFP-----------ANVSTVPHMHGVPVGIGLEPSYGGPQ---------PVVYNPQATPVQGP-QAYIHPNGP--LYGQQ----------------------MILGHPRQ-VLYMPN----YPPDMPYKGRDF------------------
gmx|Glycine_max_Glyma15g03190.1 LGLS---PSSSVGSLSSEK---STLNPNAKEFKLNPNAKSFIP-SP---AR------PPTPVS--DGSFYFP-----------TNVTTVPSMPGMPMGIGIGPTFASPQ---------PVIYNPQVAQMPSQ--GYFHPNAP--QYGQL------------------------LGHPRQ-ALYMPS----YMPEMQYKGRDY------------------
gmx|Glycine_max_Glyma13g42230.4 PGLS---PSSSVCSLSSEK---STLNPNAKEFKLNPNAKSFIP-SP---AR------PPTPVS--DGSFYFP-----------TNVTTVPSMPGMPVGIGIGPTFAGPQ---------PIIYNPQVAQMPSQ--GYFHPNAP--QYGQL------------------------LGHPRQ-SLYMPS----YLPEMQYKGRDY------------------
pvu|Phaseolus_vulgaris_Phvul.005G156000.1 PGLS---PSSSVGSLSSEK---STLNPNAKEFKLNPNAKSFVP-SP---AR------PPTPVS--DGSFYFP-----------TTVTTVPSMPGMPMGIGIGPTFAGPQ---------PMMYNPQVAPMPSQ--AYFHPNAP--QYGQL------------------------LGHPRQ-ALYMPN----YLPEMPYKGRDY------------------
mtr|Medicago_truncatula_Medtr2g099480.1 PGLS---PSSSVGSLSSEK---SSLNLNAKEFKLNSNAKSFIP-SP---AR------SPTPVS--DSSFYFQ-----------PNVTTVPSMPGVPMSIGVGPSYIGHQ---------PIIYNPQVSQMPTQ--AYFHPNAP--QYGQL------------------------LGHPTQ-ALYMPS----YQPVRTSMFYS-------------------
gmx|Glycine_max_Glyma16g00765.1 PGLS---PSSSVGSLSSEK---STLNPNAKEFRLNPNAKSFIP-SQS-HAR------PRSPMS--DGSFYFP-----------ATVSTIPNMPAMSMGIGVGTTFAGPQ---------PVVYNPQAAQMPSQ--PYFHPNGP--QYGQL------------------------LGHPRQ-VLYMPS----YLPEMPYKGRDH------------------
gmx|Glycine_max_Glyma07g04060.5 PGLS---PSSSVGSMSSEK---STLNPNAKEFRLNPNAKSFVP-SQS-HAR------PRSPVS--DGSFYFP-----------TTVPTVPNMPAMPMGIGVGTTFVGPQ---------PVIYNPQAAQMPSQ--PYFHPNGP--QYGQ-------------------------LGHPRQ-VLYVPS----YLPEMPYKGRDY------------------
pvu|Phaseolus_vulgaris_Phvul.010G133000.1 ----------------------------------------------------------------------------------------VP-----------------PQ---------PVIY----------------------------------------------------------VLYFS-----------------------------------
egr|Eucalyptus_grandis_Eucgr.F03170.1 ARLT---PSSSVGSLSSEK---SNLNPHAKEFKLNPNAKSFVP-SQT-PVR------PVSPAG--DGSFYYP-----------ANMPGVHPMHNMPVGVGMGGPFVGHQ---------PLIFNAQVPPGQSP-QTYLHPNGP--HYGQH----------------------MLVAHPRQ-LPYMPG----FPPDMPYKGRDY------------------
stu|Solanum_tuberosum_PGSC0003DMP400008702 NGLS---RTSSVNSFSSEK---STLNPHAKEFKLNPNAKSYMP-FQS-PLR------PASPVS--DNSFYYP-----------AGVATVPNMHGMPVG--VGPSFSAHQ---------PVMFNPQATPVPQQ---FFHPNGP--QYGQQ----------------------MMIGHPRQ-VVYMPS----YPAEMRR-----------------------
sly|Solanum_lycopersicum_Solyc06g062860.2.1 NGLS---RTSSVNSFSSEK---STLNPHAKEFKLNPNAKSFMP-FQS-PLR------PASPVS--DSSFYYP-----------AGVATVPNVHGMPVG--VGPSFSPHQ---------PVMFNPQATPVPQQ---FFHPNGP--QYGQQ----------------------MMIGPPRQ-VVYMPN----YPAEMRRDY---------------------
sly|Solanum_lycopersicum_Solyc03g121950.2.1 NGLS---RSSSVSSLSSEKSTKSTLNPHAKEFKFNPSAKSFVP-SQA-TLR------PTSPVS--DNSFYYP-----------AGMAAMPHMHGMSMGLGVGPSFAGHQ---------SVVYNPQGTPVPQP---YFHPNGP--QYGQQ----------------------MMIGHPRQ-VVYMPT----YPPESPYKGRGEY-----------------
mgu|Mimulus_guttatus_v2.0_Migut.D00945.1.p RGFS---PSPSVSSLSSEK---SSLNPNAKEFKFNPNAKSFVP-TQA-SLR------PSSPAL--DSPFYYP-----------ANVAPVSQMHGMPVGIGMGPSFAAQQ---------PLMFNPQGGQMPQQ---YYHPNGP--QYGQQ----------------------MMIGQPRPPVLYMSA----YPQEMQYKGREY------------------
sbi|Sorghum_bicolor_v1.4_Sb04g019250.1 PGLS---PSSSIGSLTSEK---STLNPNAKEFKLNPNAKSFTP---SASLR------PPHPTSS-DASYYYP-----------NNMPAAPLGPGLPVGMGFPPAYGAQP----------VMYNTQPGASPQG---YMHPAGP--QYGQQ----------------------MMMGGQTRPVYYYAP------EMQQYRGRNF------------------
zma|Zea_mays_GRMZM5G829738_T01 PGLS---PSSSIGSLTAEK---STLNPNAKEFKLNPNAKSFTP---SASLR------PPHPTSS-DASYYYP-----------NNMPAMPLGPGLPVGMGFPPAYGAQP----------VMYNTQPGASPHG---YMHPAGP--QYGQQ----------------------MTIGGQTRPVYYYAP------EMQQYRGRNF------------------
zma|Zea_mays_GRMZM2G056773_T01 ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
pvi|Panicum_virgatum_Pavirv00049508m ----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
pvi|Panicum_virgatum_Pavirv00038354m HGLS---PSSSIGSLTSEK---STLNPNAKEFKLNPNAKSFTP---SASLR------PPPPPAS-DASYYYP-----------NNMPAAPLGPGLPVGMGFPPAYGGQP----------VMYNTQPGTPPQG---YMHPAGP--QYGQQ----------------------MMMG-QARPVYYYAP------EMQQYRGRNF------------------
sit|Setaria_italica_Si016687m PGLS---PSSSIGSLTSEK---STLNPNAKEFKLNPNAKSFTP---SASLR------PPHPPAS-DASYYYP-----------NNMPAAPLGPGLPVGMGFPPAYGGQP----------VMYNTQPGTPPQG---YMHPAGP--QYGQQ----------------------MMMG-QNRPVYYYAP------EMQQYRGRNF------------------
osa|Oryza_sativa_LOC_Os02g27950.1 PGLS---PSSSMGSLSSEK---SSLNPNAKEFKLNPNAKSFTP---STSVR------PPQPPAS-DGPYYYA-----------NNMPTAP--LGPPM---FPPAYGGQP----------MVYNAQPGPSPQG---YMHPAGPQLQYGQQ----------------------MMMG-QTRPVYYYAPQ-----EMQQYRGRNF------------------
bdi|Brachypodium_distachyon_Bradi1g56090.1 PGLS---PSSSMGSLSSDK---SSLNPNAKEFKLNPNAKSFTP---LTSLR------PPHPPAT-DAAYYYP-----------NNMPTTPG-PGLPVGMGFPQAYGGQP----------MVYNAQPGSSPQG---YMHPSGP--QYGQQ----------------------MMIG-QTRPLYYYAP------EMQQYRGRNF------------------
ath|AT4G26990.1_CID16 -------PQRYTAQYHSVQAAP-MLVNPSPQ-VMVARSG-QLVYVQSVS----------QDLVQGTPPLSP---------------MLSCPLPTAQHVQ-----YLKHQGV--VAAGQPLPLCVSLPFTTGG-PQPYG-IPTQFPAMQQPP----------------------FPTNQ--PMTVAV-------PNGFY-TKFP-----------------
aly|Arabidopsis_lyrata_492097 -------PQRFTSQYHSVQTAP-MLVNPSPQ-VMVARSG-QLVYVQSVS----------QDLVQGTPPLSP---------------MLSRPLPTAQHVQ-----YLKHHGV--VAAGQLLPLCVSQPFTTGG-PQPYG-IPTQFPVMEQPP----------------------FPTNQ--PMTFAV-------ANGFY-TKFP-----------------
tha|Thellungiella_halophila_Thhalv10025144m -------PQRFTSQYQSVQASP-MFVTPNPQ-VAVTRSG-QLVYIQPVS----------QDLVQGTPPLPP---------------MLSRPLPTAQHVQ-----YLKHQGV--VAAGQPLQLCVSQPFTAGG-LQPYS-VPTQFPVMQTP-----------------------FPANQ--QMPIAV-------PNGFFGTKFP-----------------
cru|Capsella_rubella_Carubv10007224m -------PQRLNSQYQPVPAAP-MLVNLNPQ-VMVARSG-QLVYVQPVS----------QDLLQGTPPLSP---------------MLSHPLPTIQHIQ-----YLKHQGV--LAAGQPQQLCVSQPFTAGG-LQSYG-VPAQFPVMQPP-----------------------FPTNQ--PMAVAV-------PNGFY-TKFP-----------------
bra|Brassica_rapa_Bra026388 -------PQTFTSPYQSVEASP-MFVNPNPQ-VMVARSG-QFVFAQPLS----------QNLVQGTPPLPPP--------------MLSRPLPPPQHVQ-----YLKHQGV--VASGHPLQLCVSQPFMTAG-LQPYS-VPAQFPVMQPP-----------------------FPTNQ--PMPVAV-------PNGFFGTFHK-----------------
bra|Brassica_rapa_Bra019079 LLDDDLVISLADTSWEILDVSC-SDVSDSGL-AKVSEMC-KSLRAVDISRCNKITSMGVSELVQNCRSLETLRCGGCPSSESTARRSLSLFKPDLSNVEGDTWEELDVTEI--GHGGHSLRWLVWPRIDKDS-LEMLS-MECPRIVVNPKPSFLTYSLHE-------------VPREA--SPDVAL-------DEPFVKDIDP-----------------
ath|AT5G54920.2_CID17 -------PHRFTTQYHSVQPTP-MLVNPNPQ-VMVGRSG-QLMYMQPIS----------QDLVQGAPHNSHL-----------------PPRPLFTPQQ---FQYPKHQSL--IATGQPMHLYAPQPFAANG-HQPYTVMPTDIPVMQSP-----------------------FPINR--AMPIPV-------PNGFYGTKFL-----------------
aly|Arabidopsis_lyrata_495575 -------PHRFTTQYHSVQATP-MLVNPNPQ-VMVGRSG-QLMYMQPIS----------QDLVQGAPHNSHL-----------------PPRPLFASQQ---LQYPKHQSL--IATGQPMQLYAPQPFAANG-HQPYTVMPTDIPVMQPP-----------------------FPINR--VIPIPV-------PNGFYGTKFQ-----------------
cru|Capsella_rubella_Carubv10026219m -------PNRFTTQFHPVQATP-MLVNPNPQ-MMVGRSG-QLMYMQPIS----------QDLVQGAPHHPHP-----------------PPRPLFSPQQ---LQYPKHQSL--IATGQPMQLYAPQPFAASG-HQPYTVMPTDIPVMQPT-----------------------FPINR--ALPIPV-------PNGFYGTKFL-----------------
tha|Thellungiella_halophila_Thhalv10015348m ----------FTSQYHSVQATPPIFVNPNPQVLMVGRSG-QLMYMQPIS----------QDLVQGAPHYSHL-----------------PSRPLFPPQQQ--FQYSKHQN-------APVQLYAPQPFAASE-HRPYELMPTNIPVMQSP-----------------------FPTNE--PMPILV-------PNGFFGPKFL-----------------
mes|Manihot_esculenta_cassava4.1_004220m -------PLRYAAQYHPVQATPTYVPP-NSQAAMIGRLG-QLVYVQPVA----------HDLVQSTATMS--------------------SVSACPLLTSHQVQYPKHQG---TAAGQALQLCAPPPFGAGG-QQPFA-MPSHIPLLQPP-----------------------IPANR--PVPVPG-------SNALFGAKFP-----------------
rco|Ricinus_communis_29666.m001432 -------PLRYAGQYHAVQAAPAYVPP-NSQAVVVGRLG-QLVYVQSVP----------HDLIHSTATIS--------------------PISARPLLTPHQVQYPKHQG---SATGQALQMCAPPPFIASG-QQPFA-MPNHIPLLQPP-----------------------IPANR--AIPVPG-------SNALFSTKFP-----------------
mes|Manihot_esculenta_cassava4.1_014104m.g -------P-RYSGQYPAVQTAPTYVPP-NSQA----------------------------DLVQSGATIA--------------------PVSARPLLTQHQVQYPKHQ----------------------G-KNGF-----------------------------------------------------------------------------------
pop|Populus_trichocarpa_Potri.011G138600.1 --------LRYAGQYHAVQAAPSYAQP-NSQSVMVGRMG-QLVYVQPVY----------HDSVPIAAPIS--------------------TVSARPLLTPHQVQYPKHQG---GAAGQTLQLCVTPPFVGG--QQPFV-EPSQIPFLQPP-----------------------IPAIR--PIPVPG-------SNTLFGTKFP-----------------
pop|Populus_trichocarpa_Potri.001G423200.1 -------PLRYSGQYHAVQAAPAFVPP-NSQSVMVGQLG-QLMYIQPVS----------HDLVPSAAAIS--------------------SVSARPMSTPHQVQYPKHQG---SAAGQTLQLCVAPPFVAGG-QQPFV-MPSHIPFLQPP-----------------------IPAIR--PIPVPG-------SNTLFNTKFP-----------------
ppe|Prunus_persica_ppa004888m -------TLR----Y-PVQAGPTYVHP-NSQAVMVGRFG-QVVYMHPVS----------QDLVQGATAMS--------------------PLPARPVLTPHQVQFPKHQG---PAAAQAFQLCAPPPFMATG-QQPFP-IAKTHPLFATS-----------------------LPF--------------------------------------------
fve|Fragaria_vesca_mrna03364.1-v1.0-hybrid -------TVRYAGQY-PVQAGPTYVHP-NSQAAMVGRFG-QLVYVHPVS----------QDLVQGTPAMS--------------------PLSACPMLTPHQVQFPKHQG-----TAGQSLLCVPPQFMATG-QQPFP-IAKSHPIFATS-----------------------LPF--------------------------------------------
csi|Citrus_sinensis_orange1.1g038314m -------PVRYAGQY-PVQAGPTYVHP-SSQAVMFGRVGGQLVYMQPVS----------NDLG--VAAMS--------------------PVSARPALTPHQVQFPKHQG---NAAGQALQLCIPSPMVAGG-LQPFP-VPSHIPVLQPP-----------------------IPANR--PIPVPG-------SNGLYSTKFP-----------------
ccl|Citrus_clementina_Ciclev10007877m -------PVRYAGQY-PVQAGPTYVHP-SSQAVMFGRVGGQLVYMQPVS----------NDLG--VAAMS--------------------PVSARPALTPHQVQFPKHQG---NAAGQALQLCIPSPMVAGG-LQPFP-VPSHIPVLQPP-----------------------IPANR--PIPVPG-------SNGLYSTKFP-----------------
vvi|Vitis_vinifera_GSVIVT01037637001 -------PVRYAGQYQPVQAGPAYVHP-NSQAVMVGRLG-QLVYVHPVS----------YDVVPGAAAIS--------------------QLSARPLLTPNQVQFPKHQG---SVPSQALQLCVPPPVLANG-QQPFA-VPSHIPLVQPP-----------------------FPANR--PIPVPG-------SNALFNTKFP-----------------
gra|Gossypium_raimondii_Gorai.009G437800.1 -------PLRYASQYHPVQAAPAYLNP-NSQAVMFGHMG--QLICVPVS----------HDLVPNAAAIS--------------------PEPARPPLTPHHVQFPKHQG---SAPDQALQLCVPQPFIAGG-QPPLT-VPSHIPYLQPP-----------------------FPVNR--PIQIPG-------SNGLFSTKLP-----------------
tca|Theobroma_cacao_Thecc1EG030903t1 -------PLRYAGQYHPVQAVPAYLNP-NSQAVMFGRMG--QLIYVPVS----------HDLVQGAAAVS--------------------PVPACPPLTPHHVQFPKHQG---SAPGQALQLCLPQPFIAGG-QQPLA-VPSHIPFLQPP-----------------------FPANR--PIQVPG-------SNGLYSTKLQ-----------------
cpa|Carica_papaya_evm.model.supercontig_97.11 -------PLRYAGQHHPVQAAPPFLNP-NSQVELLTSCH--ILGYGWTV----------WATCIRATSFSGFDSWCTSN----------FTNSCTSSSDYTSGSISKHQG---AAPGQAIQLCVPQPLIASS-QQPYA-MPGHIPVFQPP-----------------------FPATR--PIPVPG-------SNGFFTAKFP-----------------
csa|Cucumis_sativus_Cucsa.059890.1 -------PLRYVSQY-PLQAGPTFGPP-NSSAVMVGRFG-QLVYMQPFS----------HDLAHGTTVVS--------------------PVQPCPLLTAQPAQYPKHQG---TAATQALQFCVPPPFMAGG-HQSLAAVPNQIPILQPP-----------------------FPLNR--PMQVPG-------TNAFFNTKF------------------
lus|Linum_usitatissimum_Lus10040755 -------PLRYAGQYHTVPAGPAYVPP-NSPPVMVGRLG-QLVYMQPVG----------HDLLQSTGGMS--------------------VMPVRPLISPHQVQYPKHQGNVAAAAGQGVPVCVSPPFV----QQPFAPMAGHIPLLPLP-----------------------IPANRY-PISVPA-------SNALFGTRFP-----------------
lus|Linum_usitatissimum_Lus10016477 -------PLRYAGQYHTVPAGPAYVPP-NSPPVMIGRLG-QLVYMQPVG----------HDLLQSTGGMS--------------------VMPVRPLIGPHQVQYPKHQGNVAAAAGQGVPVCVPPPFV----QQPFAPMAGHIPLLPPP-----------------------SPANRH-PISVPA-------SNALFGTRFP-----------------
gmx|Glycine_max_Glyma08g42700.4 -------PLRYATHYSPVLSEHAYMQP-SSPAVMVGRSP-QLVYVQPVS----------HDLIHGTTTVP--------------------PVSARPLLN--HVQFPKQQG---GTIGPAMPVSVPPPVLTSG-HQPFA-LQSHIPLLQPG-----------------------FPVTR--PISVPG-------PNGFYGTKY------------------
gmx|Glycine_max_Glyma18g11551.1 -------PLRYATHYNPVLSEPAYMQP-SSPAVMVGRSP-QLVYVQPVS----------HDLIHGTTAVP--------------------PVSARPLMN--HVQFPKQQG---GTIGPAMPVCVPPPVLTSG-HQPFT-LRSHIPLLQPG-----------------------FPVSR--PISVPG-------PNGFYGTKF------------------
pvu|Phaseolus_vulgaris_Phvul.006G042100.1 -------PLRYPTHYTPVLSEPAYMQP-SSPAVMVGRSP-QLVYVQPLS----------HDLFHGTTAVA--------------------PVSARPLLNH-HVPFPKQQG---GAMGPAMPVCVPPPVLTGG-HQPFA-LQSHIPLLQPG-----------------------FPVTR--PISVPG-------PNGFYGTKF------------------
mtr|Medicago_truncatula_Medtr3g051270.1 -------PLQYAAHYTPVLSEPAYLQTTSSPAVMVGRST-QLVYVQQVS----------HDMVHGVT--A--------------------PFSTRPPLN--HVQFQKHQG---GTHGQAIPVVIPPSVITSLQQQPYE-VQSHIPILQPG-----------------------FSAPR--AISVPG-------PNGFYGTKFS-----------------
aco|Aquilegia_coerulea_Aquca_011_00036.1 -------SVRCVSQHNPLQAGPAYAHP-SSQAVMVSRSG-QLVYMHPMS----------HDLIQSSTIPA--------------------PASVRPQLTS-QILLPKHQG---SATTQALQVCVTQPPFVVGGQQPYA-MASNILFSQPN-----------------------FPAVR--PIPIPG-------ANGHFAKFL------------------
stu|Solanum_tuberosum_PGSC0003DMP400038691 -------PARYGSQYHHLQAATGYMHP-NSQNVMVGRLGPLVYMH-PVS----------HDIVQSAAGFP--------------------QVSTRPLLIPHQVHPPKHQG---STAPQALQLYMTPPVITG--LQQPFTIP-SIPITQAS-----------------------FPVMR--PMQFPV-------PNGFVPNKFV-----------------
sly|Solanum_lycopersicum_Solyc07g064550.2.1 -------PARYGSQYHHLQAATGYVHP-NSQNVMVGRLGPLVYMHHPVS----------HDIVQSAAGFP--------------------QVSTRPVLIPHQVHPPKHQG---STAPQALQLYMAPPVITG--LQQPFTIP-SIPITQSS-----------------------FPVMR--PMQFPV-------PNGFVPNKFA-----------------
mgu|Mimulus_guttatus_v2.0_Migut.M01771.1.p -------PVRYTGQYQNYQTAPSYVHP-NPHNAMFGRVGPLLCMH-PIS----------NDVAQSVAGFS--------------------PANTRPLLTPHPVHFTKHQG---NNPAQALQMCMNPPIIGN--GAQSYVMTSSIPMPQPM-----------------------FPVLR--PIAVPG-------SNGFLNTKFA-----------------
egr|Eucalyptus_grandis_Eucgr.F00770.1 -------LLRYSGQHHAFPLGSTFVHP-NAQAVMVGRMGQLVYMP--VS----------QDLVQSGTAIP--------------------PAFPRPLPTLSQVQFPKHQG---TLPGQP---FVHQPTVG---GQQLYAAASPPPLLQSP-----------------------FPANQSISVSVPG-------ANGLFNAKFL-----------------
sbi|Sorghum_bicolor_v1.4_Sb06g029190.1 -------PARVGTPYHPMQVGATYTTP-SPQPVMTGKFS-PVVYVQPVP----------QEAMHGTPLGFQ-------------------GWPRPVLLNSYQPSMQKFQG--------NTPVYLAPPVMATG--NLPLVVPSPAPLVQPF-----------------------QAIHP---IMVPA-------ASSMAPGKYM-----------------
zma|Zea_mays_GRMZM2G012088_T01 -------PARVGTPYHPMQVGATYTTP-SPQPAMTGKFS-PVVYVHPVP----------QDPLHGTPSGFQ-------------------GWPRPVLLNSYQASMQKFQG--------NTPVYLAPPIMATG--NLPLVVPSPAPLVQPF-----------------------QAIHP---IMVPA-------ASSVVPGKYM-----------------
zma|Zea_mays_GRMZM2G150901_T03 -------PSRIGTPYHPMQVGATYTTP-SPQPVMAGKFS-PVVYVQPGP----------QDAMHGTTVGFQ-------------------GWPCPLLLNSYQASMQKFQG--------NPPVYLAPPVMATG--NLPLVVPSPASLVQPF-----------------------EAIHP---IMVPA-------ASSMVPGKYM-----------------
pvi|Panicum_virgatum_Pavirv00018461m -------PARIGTPYHPVQVGASYNSP-SPQHVMTWKFS-PVVYVHPIS----------QDAIHGTHIGSQ-------------------GWPRPVMLNSYQASMQKFQG--------NAPVYLAPQVLATG--NLPLVVPSPAPLVQPF-----------------------QAIHP---IMVPP-------ASSMIPSKYM-----------------
pvi|Panicum_virgatum_Pavirv00019389m -------PARIGTPYHPMQVGASYNGP-SPQHVMTGKFS-PVVYVHPIS----------QDAIHGTPIGSQ-------------------GWPRPVMLNSYQASMQKFQG--------NAPVYLAPQVMATG--NLPLVVPSPAPLVQPF-----------------------QAIHP---IMVPA-------ASSMIPGKYM-----------------
sit|Setaria_italica_Si010063m -------PARAGTPYHPIPMGGTYTSP-SPQPVMTGKYS-PVVYVHPIS----------QDAMHGTSVSSQ-------------------GWPHPVLLNSYQASMQKFQG--------NAPVYLAPPVMATG--NLPLVVPSPAPLVQPF-----------------------QAIHP---IMVPA-------ASSMVPGKYM-----------------
bdi|Brachypodium_distachyon_Bradi5g22420.1 -------PARLGTPYHPLQVGSAFINP-SPQPVVDGKFS-PVVYVHPVM----------QDSMHGTPVISQ-------------------GWPHPVLLNSYQAGLQKFQG--------TTPIYGAPPVMVTG--NLPMVVPNPAPLVQPF-----------------------QAIHP---IMVPS-------ATNMFPGKYM-----------------
osa|Oryza_sativa_LOC_Os04g53450.1 -------PARIGTPYHPMQVGPAYISP-SPQPVTGGKFN-HVVYVHPFS----------QDVMHGAPVMPQ-------------------GWSLPAPLNSHQASLQKFQG--------TAPVYVAPPIMATG--NLPLVVPSPAPLVQPF-----------------------QAVRP---IMVPA-------ASSMVPGKYM-----------------

Additional file 8. Alignment of the Ataxin-2 proteins from 
angiosperms. The sequence alignments were performed as 
described in Additional file 6.
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