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Coding sequence download ftp sites:

A.thaliana, S. lycopersicum, O. sativa, S. polyrhiza — Phytozome v10
(phytozome.jgi.doe.gov)

P.dactylifera - http://gatar-weill.cornell.edu/research/dategaenome/download.html
M. acuminata - http://banana-genome.cirad.fr/content/downloagrdhang

N. nucifera - https://genomevolution.org/CoGe/Genomelnfo.m246884



Z. muelleri
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Fig S1. K-mer distribution foz. muelleri genome. K-mers with multiplicity one and two

were removed for image clarity.



Z. marina
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Fig S2. K-mer distribution foZ. marina genome. K-mers with multiplicity one to four were

removed for image clarity.
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macu | GSMUA_Achr2P11540_001M -GG LLVE - -DMVYPGGPN ~YVQNFTS ~SDDRKDHYGGFYQ ~HOMG ~ECM - -MGVGDLVDLPPEK IAEA - -AD -EESD -ED I -D IEELERRMWRDRMRLKRLKEQHONKNKEQ — -GDASKQYQ 107
macu |GSMUA_Achr5P27670_001M ~GM LLVQ ~ ~-DMM YPGGPN -YGQ IFPY -NDERNVSYGGFHQ -LSTG ~-EC 1--LGEGDLVDPPPDRFAEA --AD -EDSD -EDV -D IEELERRMWRDRMRHKRLKEQQQ SKNKEQ — -GDAEKQCQ 107
o0sat |L0C_0503g20780. 1 M -GGGLVMDQGMMFPGVHN -FVDLLOQNGGDKNLGFGALVPQTSSGEQCV ~-MGEGDLVDPPPESFPDA --GE -DDSD -DDVED IEELERRMHRDRMKLKRLKELQLSRGKDPAGGVVGDPSKPRQ 118
pdact |PDK_305943431g001  MMGGPLMD --GM IFSGSQNNYVPLMPS ~ANEKS ISFGALLNPP IMG -DA I--LGEGDLVDPPSENFAEA --GE -EESD -DD I-D IEELERRMWRDRMRLKRLKEQQQONKNKEQG -~ -AADSARQRQ 112

slyciSolyc06g073720.1.1 M -~ -MMFE --EMGFCGDLD ~FFPAP SDEEE I-EVDELERRMWRDKMKLKRLKEM - -SKSKEG - ~VDPAKQRQ S84
slyc|Solyc06g073730.1.1 M -~ -MMFE - -EMGFCGDLD ~FFPAP SD-EDI-DVDELEKRVWRDKMKLKRLKEM - -NOGMED - ~VDSVKRRQ 81
slyc|Solyc01g009170.2.1 M -~ -MMFE - -D IGFCADLD ~FFPAP SD-EEI-DVDELEKRMWRDKMKLKRLKEM - -SKGKEG - ~VDAVKQRO 83
spol |Spipo3G0015900 M -GAVVVD - -DVGFPGSFE -FWSLPCS -ASVENLQFLSSTAP® SVTAGGGMDFGGSAEEGLPEGMPED -EDSE -DD I-DVDELERRMWRDRLRLKRLKEQQQNKSKDQ GDAAKQRQ 108

Zoma_C_c5796
Znoltii_cd237

zaet |gb|GAOT01036216.1] M -GG VMVD --D IGFPGAFE -FWSLPSS -ASVENLOFAS ITARE - - - - — GS--AGGEDLMGSTTENFNEA IPDD -DDSE -ED I-DVDELERRMWRDRLRLKRLKEHQQNKSKEQ - -G D IVKQRQ 106
aand|gb|GBKP01023665.1] M -GG VVVD --D IVFPGSFD ~-FWSLPAS ~ANVDNLOFVSTTARPE - -~ -~ AR --VAGC IDVTESSTENLOEV IPED -EDSE -DD I-DVDELERRMWRDRLRLKRLKEQQQNKSKEQ — -G DVLKQRQ 106
atha|AT2627050.1 SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG IIPEKGKPVTGASDNLREWWKDKVRFDRNGPAA TAKYQSENN ISGGSNDC -NSLVGPTPHTLOELODTTLGSLLSALMQHCDPPQRRFPL208
atha|AT3620770.1 SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG IIPENGKPVTGASDNLREWWKDKVRFDRNGPAA ITKYQAENN IPG THEGN -NP -IGPTPHTLOELQDTTLGSLLSALMQHCDPPQRRFPL206
macu |GSMUA_Achr2P11540_001 SLEQ ARRKKMSRAQDG ILKYMLKMMEVCNAQGFVYG ITPEKGKPVSGASDNLRGWWKEKVRFDRNGEPVA IAKYQADNV IPGCSSDF -SS -GTASPHSLHELQDTTLGSLLSALMQHCDPPQRRFPL231
macu |GSMUA_Achr5P27670_001 SQ EQ ARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG ITPEKGKPVSGASDNLRGWWKEKVRFDRNGPAAVAKYQADNA IPGFDSDF -NS -GSVSPHSLOQELQDTTLGSLLSALMQHCDPPQRRFPL231
©osat|LOC_0s03g20780.1 SQEQARRKKMSRAQDG ILKYMLKMMEVCRAQGFVYG IIPEKGKPVSGASDNLRGWWKEKVRFDRNGPAA IAKYQADNAVPGFESEL -AS -GTGSPHSLOELQDTTLGSLLSALMQHCDPPQRRYPL242
pdact |PDK_30s943431g001  SQEQARRKKM SRAQDG ILKYMLKMMEVCKAQGFVYG IIPEKGKPVSGASDNLRGWWKEKVRFDRNGPAA IAKYQAENS IPGANNES -NP -GTASPHSLOELQDTTLGSLLSALMQHCDPPQRRFPL236
slyc|Solyc06g073720.1.1 SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG IIPEKGKPVSGASDNLREWWKDKVRFDRNGPAA IAKYQADHA IPGMNEGS -NP -VGPTPHTLOELQDTTLGSLLSALMQHCDPPQRRFPL208
slyc|Solyc06g073730.1.1 SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG ITPEKGKPVGGASDNLREWWKDKVRFDRNGPAA IAKYQAEHA TPGKNDVS -NP -VGPTPHTLOELQDTTLGSLLSALMQHCDPPQRRFPL205
slyc|Solyc01g009170.2.1  SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG IIPEKGKPVTGASDNLREWWKDKVRFDRNGPAA IAKYQADNA IPGKNEGA -NP ~IGPTPHTLOELQDTTLGSLLSALMQHCDPPQRRFPL207
5pol|Spipo3G0015900 SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG IIPEKGKPVSGASDNLRGHWKEKVRFDRNGPAA TAKYQOADNALPGSNNET -NS -D ISTPRTLOELQDTTLGSLLSALMQHCDPPQRRFPL232
Zoma_C_c5796 MLKMVEVCNAKGFVYG ITPEKGKPVSGASDNLRGWWKDMVRFDRNGPDV ISKYQSEHKLSRVNDV IMSS -SVSTPRTLOELQDTTLGSLLSALMOHCDPPQRRFPL105
Znoltii_cd237 MSRAQDG ILRYMLKMMEVCKAQGFVYG IIPEKGKPVSGASDNLRAWWKDRVRFDRNGPAA IGKFHSDNS ISVLNEDT -NS -GRSTSHVLQDLODTTLGSLLSALMQHCDPPQRRYPLILS
zaet |gb|GAOT01036216.1]  SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG ITPEKGKPVSGASDNLRAWWKEKVRFDRNGPAA IAKYQADNA IPGSNNET -DT -D ISTPRTLQELQDTTLGSLLSALMOQHCDPPQRRFPL230
aand|gb|GBKP01023665.1|  SQEQARRKKMSRAQDG ILKYMLKMMEVCKAQGFVYG IIPEKGKPVSGASDNLRGWWKEKVRFDRNGPAA TAKYQADNA IPGSNDET -NT -D ITTPRTLOELQDTTLGSLLSALMQHCDPPQRRFPL230
atha|AT26G27050.1 EKGVSPPWWPNGNEEWWPQLGLPNEQGPPPYKKPHDLKKAWKVGVLTAV IKHMSPD IAK IRKLVRQSKCLQDKMTAKESATWLA TINQEEVVARELY -PESCPPLSS -SSSLGSGSLL IND ~CSEY 331
athalAT3G20770.1 EKGVPPPWWPNGKEDWWPQLGLPKDOGPAPYKKPHDLKKAWKVGVLTAV IKHMFPD TAK TRKLVRQ SKCLQDKMTAKESATWLA TINQEESLARELY -PESCPPLSL -8GG - -SCSLLMND -CSQ Y 327
macu |GSMUA_Achr2P11540_001 EKG IPPPWH P TGREEWW PO LA IPSEQGLPPYKKPHDLKKAWKVSVLTAV IKHMSPD IEK IRRLVRQSKCLODKM TAKESATWLAVVKOEEDMFMKLH -PDACLEPPSSGGGY --MGDFSFNSNSSEY 354
macu |GSMUA_Achr5P27670_001 EKG 1P PPWH P TGREGWWPQLG IPKEQGPPPYKKPHDLKKAWKVGVLTAV IKH ISPD IEK IRRLVRQSKCLODKM TSKESATW LAV IKOEEDM YMKMH -PCALAPPSAGSGY - -TGA ISEN - -SSEY 352
osat|L0C_0503g20780.1 EKGVPPPWWPTGDEEWWPELG [PKDOGPPPYKKPHDLKKAWKVSVLTAV IKHMSPD IEK TRRLVRQ SKCLQDKM TAKE ISTWLAVVKQEEELYLKLN -PGARPPAPT -GG I--TSA ISFNASSSEY 364
pdact |PDK_305943431g001 EKGVAPPWWPSGKEEWWPELG IPKDQGPPPYKKPHDLKKAWKVSVLTAV IKHMSPD IEK IRRLVRQSKCLQDKMTAKESATWLAVVKOEEEFYMKLH -PDARPPOSSGSGY - -TGA ISFNSSSGEY 359
slyc|Solyc06g073720.1.1 EKGVPPPWWPTGKEDWWPQLGLQKDQGSLPYKKPHDLKKAWKVGVLTAV IKHMFPD IAK IRKLVRQ SKCLQDKMTAKESATWLA IISQEEALARELY -PDRCPPLSS -AGV - -SGNFMLND -SSEY 329
slyc|Solyc069073730.1.1 EKGVSPPWWPTGQEDWWPQLGLQKDQGPPPYKKPHDLKKAWKVGVLTAYV IKH ISPD IAK IRKLVRQSKCLQDKMTAKESATWLA IINQEEALARELY -PDRCPPLSS -AGG --SGTFTVND ~SSEY 326
slyc|Solyc01g009170.2.1 EKGVSPPWWPNGQEDWWPQLGLPNDOGPPPYKKPHDLKKAWKVGVLTAY IKH ISPD IAK IRKLVRQSKCLQDKMTAKESATWLA IINQEEVLARELY -PDRCPPLSS -GGS --SGTFTMND ~SSEY 328
spol | Spipo3G0015900 EKGVPPPWWP TGNEEWWPQLG IPREQGPPPYKKPHDLKKAWKVSVLTAV IKHMSPDVNK IRKLVRQSKCLQDKMTAKENQTWSAV ISQEEALARQLHE -PDACPQPSLGCGS - ~SGTFSYGS ~TTEY 354
Zoma_C_c5796 EKGVPPPWWPNGNEEWWPLLG IPKEQGAPPYKKPHDLKKLWKVSVLTAV IKHMTPD ISK TRRLVRQ SKCLQDKMTAKESG TWLAV INQED ~LSRKLS -~ -HPPPSS - -~~~ s -

Znoltii_c4237 EKGVPPPWWPKGNDDWWPQLG ISKDQGPPPYKKPHDLKK INKVAVLTAV IKHMSPD TAK IRKLVRQSKCLQDKMTAKESATWFA TINTRRYF IPDSSRPTLQPRRPR —— -~ - TLFSFSSSSNEY234
zaet |gb|GAOT01036216.1]  EKG IPPPWWP TGNEEWWPOLG IPREQGPPPYKKPHDLKKAWKVSVLTAV IKHMSPDVNK IRKLVRQSKCLODKM TAKENQ TWSAVVSQEEALARRLN -PDACPLPSLGGGS -~SGTFSFGSTTSEY 353
aand|gb|GBKP01023665.1|  EKG IPPPWWPTGNEDWWPQLG IPREQGPPPYKKPHDLKKAWKVSVLTAYV IKHMSPD INK TRKLVRO SKCLQDKM TAKENQ TWSAV ISQEEALARKLN -BG -CPPPSLGGGS - -SGTFSFGSSTSEY 352
atha|AT2627050.1 DVEGFEKEQHGFDVEERK® -~ ~E IVMMHPLASFGV ~AKM -~~~ ---0 -HFP IKEEVATTVNLEFTRKRKQN -NDMNVMVMDRS - - -AGYTCENGQCPHSKMNLGFQDRSSRDNHQMVCEYRDNR - -439
atha|AT3G20770.1 DVEGFEKES -HYEVEELK® - - ~NSSNFGMVAKM ---~----H -DFPVKEEVPA -GNSEFMRKRKPN ~RDLNT I-MD -R -~ -TVFTCENLGCAHSE ISRGFLDRNSRDNHQLACPHRDSR - -430
macu |GSMUA_Achr2P11540_001 NVEG VDESK -SEDVDY -KLD - “NAFNFGACYGNGKEF ----1-RSPMKEE ----TDME IIQKRTAA --ESELV -IN -0 -~ -RVYTCDNVVCPHND IRQGFPDRNARNSHQYFCKYQKTH - -455
macu |GSMUA_Achr5P27670_001DVEG IDEAK -NEDVT IYNLV - -NTLNLGASSGNRMF ----G ~SALMKEE ----NDVEF IQKRASS -~ ~ECELM -MN -0 -~ -RTYTCDNVLCPHNDFHSGFLDRNARNSHQY ICKYQNTL - -454
osat |LOC_0503g20780. 1 DVDVVDDCK -GDEAGNQKAVVVADP -~ -TAFNLGAAMLNDKFL -~ -M -PASMKEEA -~ -TDVEF IQKRSASGAEPELM LN -N -~ -RVYTCHNVQCPHSDYGYGFLDRNARNSHQYTCKYNDPL - -472
pdact |PDK_3059434319001  DVEGVDDGK ~SEEVGNQKAA - -VDG -~ -NAFNL IAAAGNENFV - - -A ~SAPLKEE - -~ -TDVEF I0KRTAA - -EPELM -LN -0 -~ -RVFTCDNMOCVHNDVRFGFADRNSRNAHQYLCKNQNSL - -462
slyc|Solyc06g073720.1.1 DVEGAQDEP -NFDVHEQKP - - “NLLN ISAERFKETMPLOQQ -SHPNKDELV - -TNLDFSLKRKOA -NEPTVM -MD -0 -~ -K IYTCEFLOCPHNELRHGFQDRSSRDNHQFACLYRSST - -437
slyc|Solyc06g073730.1.1 DVDGAQDEC -NFDVQEQKP - - “NLLNVIVERFNERQPLOQQ -SHP IKDE II--TSLDFTRKRKQOS -NEQ ~TV -TM -A -~ -0 IYTCE ILOCPYSELRHGFQDRSARDNHQLVCPYRNTS - -433
slyc|Solyc01g009170.2.1 DVEGA IDDP -IFDVQEQKP - - ~SLLNVNVEMFKEKLPLLQQ -SQPMKGD IF - -ANLDFTRKRKPA -DDLTFL -MD P -~ -KTYTCECLHCPHSELRNGFPDRSSRDNHQLTCLFRNTS - -436
spol|Spipe3c0015900 DVDGFDDVT -NVGMADSKA - - ~GLFNVGVNPAREKLL ---AAPPL IKEE ----AGVDF IQKRSAP -PNVEQV -L§ -0 -~ -RTFTCENGQCPHHDPRFGFVDKNARNNHQYACQYQSSS - -458
Zoma_C_c5796 TGEG IDDDR - - -KS IDF IRKRQSA -PEGDEQ -QR ~E -~ -5 IYTCPNENCPHHDYQLGFHDKNLRNNHQFSCSLSPRTT -278
Znoltii_cd237 DVQSPVDDE -AFKADA IDN - - ISVKDECG - -KTSEF IGKRGGVTVDLERS LN -NSHGVCYTCEN IQCPYHDHQLGFRDMNSRNNHQYDCKY SN I ING 330

zaet |gb|GROT01036216.1]  DVDGEDDVT -N IGMGDSK - - - “NLEDVGVVSGKDKLL ---A -PAT IKEE ~VGVEF IQKRPPQ ~SDAEQ I-MK -Q -~ -STFTCENLOCPHHDORFGEFVDKNARNNHO YACQ YRNSF - -455
aand|gb| GBKP01023665.1]  DVDGFDDVT -N IGMEDCK I-- “NLLSVGVAAGKEKLL ---A -PTP IKEE -~--VAVEF IQKRLPP -SDVDQ I-LK-Q -~ -STETCENVQCPHHDHREG NARNNHQYACQYRNNF - -455
atha |AT2627050.1 LAYG - - -ASKE “EMGGMEKL - ~PVQP IDLSGVGVPENG -QK -M ITELMAMYDRNVQSNQTRETLM - ===~~~ ENQSMV ID ----- AKASLI
atha |AT3620770.1 LPYGA - -APSRE “HVNEVKP -~ -VVGEP - -QP —=--~--~ RPVNSVAQP IDLTG I-VPEDG QK -M ISELMSMYDRNVQSNQTSM ~VM ~ =~~~ - ENQSVSLL -~~~ QP T509
macu|GSMUA_Achr2P11540_001 ~P SG IGM - SHVTKNKP ---ST-MP - ~SQPNPVNISDLG IPSDG -QK ~S IDVLMNFYDNN INGGKNMD  -L == == = - - ~ GGVIMLEEV ==~~~ 530
macu | GSMUA_Achr5P27670_001 ~P PG SGM - -QVPENKP ---LA-FP S IGSRLNPVD ISELG TPSDG -QK -5 IDELMNFYDNS ISGSKNMN - -1 EGVTMLEGS -NSHQPR544
osat |L0C_0503g20780.1 ~STENKPSPPATI-FP - -~ -NQALNNLDFGLPMDG -QR -5 ITELMNMYDNNFVANKNLS - DNAT IMERP -NAVNP R 546

pdact |PDK_305943431g001

“RMNENKEP

“MPLNAQPNAT -

GLGSSVNP INISGLG IPADG -QK -T ISELMSFYENS INPNKNQG -

MNQGGMTPGEMTMLDGQ -DSLOQ K 560

slyc|Solyc06g073720.1.1 -0 INEVKP -~ -VV -FP - -QQ YV -QPKSSA -LPVNQGPPSFDLSG IGVPEDG -QR -M INELMS IYDSDVQGSKRQN - —R - - -~ - - -~ GNIALTKEQ -PHOQPRS524
slyciSolyc06g073730.1.1 ---- ~PMNEVKP ---VV -LP --QQY I-PSTSVA -LEVNPSPPPFDLFGVGVPEDG -QR -M IDDLMSEYDCN IQGNKSQN - —T - = - = - - -~ GNVAVTKEQQPHOQPRS2]
slyciSolyc01g009170.2.1 ---- “HMEEVKP - - ~QQ YA -EPKRAS -LEVNPAPPSFDTSGLGVPADG -QR -V INELMSFYESNVQGNKSSH - GNSVMSKEQ -PLOQPS 523
5pol |5pip03G0015900 —--- -HVQEDKP - - -LPLT -QPKAAPAAHFMGHHGALD ISTLG IPADG -QK -5 ISELMSFYDTNVNESKQMG - AARAVDP -ADDQPRS547
Zoma_C_c5796 —--- ~QMMEDKP - - ~-HDV -VPFSLM ISGDDRKKMD IDELM IYYDTHHNHHQLO - - -QEPPK336
Znoltii_c4237 FSQGMSMMGMGSGFSGFQOHKFNQHTLNEHKE -~ QLKLAP ——------ ~PHAYRNP -GVLGLG IGGDG ~HR -A IDELMAFCGNRAVNM — - - --MEQPR4IL
zaet|gb|GAOT01036216.1]  -SQRL - -0 INEDKP ---0G -FS --LPFN -QSKPT ---QF SNSHGAMD ISALG TPADG -QK -5 ISELMSFYDNN INASKQLD - ETLNVVDDA -NPLOOQRS542
aand|gb|GBKP01023665.1] PORO Q INEDKP QA -s LCLS -ASON LL-NSQAVMVFWTSLLHGFLLMV - -R G 506
atha|AT2627050.1 AQNQQLN -FNSG NQMEMQQ ~--GT---NNGVNN--REQMVEDST -PEDM - -~ -AR -FDYRDD -WQ T -G AMEG 566
atha|AT3620770.1 VHENHQEH -LQFPGNMVE ---GSFFEDLN IPNRANN - - -NNSSNNQTFFQGNNNNNNVFKEDTADHNNFEAAKNNNNNSSGN --REQLVEDST -PFDM - ---AS ~FDYRDD -MSMPGV - - -610
macu | GSMUA_Achr2P11540_001 GDLFEEVTSFVEQAQ - V---PFEQEFNNQ --PLEV --SGDFS IG -5 -GFSM -~ - BV -MNSSDS M H - - - - - G 588
macu | GSMUA_AChr5P27670_001 10M ~ENN ~FLGQG SG IA -~ -CNLFEEVG SLMEQSR - V---PFEQELA--- ~SGGFMTG -§ -GFN I----SE -MNYSDT -LH ===~ R611
054t |L0C_0503320780.1 10 T-EEG ~FFGOG SG IG ~-TPFGNQ --MGD INGASEFRFG -5 ~GFNM -~~~ ~SGAVEYPGA -MO ~ - - -~ ~ G 629
pdact | PDK_305943431g001  LOM ~-EDN ~FFGOG TG TG ~PVEQOLGNQ --PSDL --GTD IDFG ~S ~GFSM ~~~~PT -MGYADA -LQ ~ -~~~ K635
slyciSolyc06g073720.1.1  VHQ -DNY -LLSQG - IMD FDQSK----AF - -NAGSND - -NFHFMEFG -5 -PFNTI----0S ~-TNYNGN -LP -~~~ 5595
slyc|Solyc06g073730.1.1 VDO ~VNY ~LHSRG -MME vboCck IL--N--SSD--NLQFMFG -P -PFNL QS -TNYPGS -LP G 590
slyc|Solyc01g009170.2.1  IQQ -NNY -LQSQGNVLE FDQSKVLTSPF --NASSTD - -DENFMEG -S ~PFNM -~ --QS ~TDLSEC LS -~ - - -~ G 599
spol |Spipo3G0015900 10M -D -A -FFROALGMG -AFQPAFDNQ - -QGAA - -NADLRFN ---SLGF -~ --SG -MDFG -G -LQ -~~~ -~ R617
Zoma_C_c5796 FQ I-PDDMFLG ~SFENQ --SG --Y -MN - -CPDLRYD -S -BF -

Znoltii_c4237 VQM -DDN -FFGAGGGGGS - -NSMFEEA ITHNVVHS - ~QFENNQNGG - -G VNG - -GAD IRYG -SSSFSNESSSPN -ADYSD IEVPR -G § - -G 487
2aet|gb|GAOT01036216.1] 10V -DDN -FFGQALG IGS - -TN IFEESNTGMQTNA - ~TFQQGFENQ - -HGDT - -NADFRFS -~ -SFNF -~ ~-SN -MEYGDG -LH - -~~~ R614

aand| gb| GBKP01023665.11

VN --SCHEM T--

atha|AT2627050.1 MGKQQQQQQQQQDVS IW - - - 584
atha|AT3G20770.1 VGTMDGMQQKQQDVS IN 628
macu |GSMUA_Achr2P11540_001 - - -R IEHSLQNQ DG FNW - - - 604
macu |GSMUA_Achr5P27670_001 - - -G IGDSSQKQ DG ENW - - - 627
o0sat |LOC_0503g20780. 1 ---QQKND -GASE -FEE --- 643
pdact |PDK_30s9434319001 - - -GMGELGQKPEYPSW - - - 651
slyc|Solyc06g073720.1.1  ---IGYDTTPKQDAP IW 610
slyc|Solyc06g073730.1.1  ---IGCDTTPKQD IP IW 605
slyc|Solyc01g009170.2.1  ---ISHDDVTKQDASVW 614
spol|Spipo3c0015900 -~ MTGDSTPKLSCSNW 633
Zoma_C_c5796  mem---- NLTKQDGCNW 378
Znoltii_cd237 ---SVESMAAKQNNSN® 508
zaet |gb|GAOT01036216.1] - --VTGDSMSKLNGSSH 641
aand|gb|GBKP01023665.1| - ----- TTS ILTSNWT - -~ 529

Fig S3. EIL1 multiple sequence alignment. Multigsequence alignment betwegnmarina
EIL1, Z noltii EIL 1 and EIN3/EIL1 putative orthologs found irGQs (atha -A. thaliana,
slyc — S.lycopersicum, osat —O. sativa, pdact —P. dactylifera, macu -M. acuminata, spol —

S polyrhiza, zaet -Z. aethiopica, aand- A. andraeanum, Zoma —Z. marina, Znoltii —Z. noltii).



