Seq File S1: Full length amino acid sequence details for the genes and
gene families used in this study for in silico analysis.

>SiFabDl Malonyltransferase [Sesamum indicum] XP 011080770
MHALVLHHNHRLPLYLVRENLPSAKSSSLSRAMSSSVVLPSISLTKPALGSSESFRSSTCLGFKNEIRRVS
RLGLGKSRVFMSVAVGSEAVVVDDALFKDYKPSSAFLFPGOGAQAVGMGVEAQKVPAAAELYKRANDILGF
DLLDICINGPKEKLDSTVLSQPAIYVTSLAAVEVLRARDGGQQIIDSVDVTCGLSLGEYTALAFAGAFSFE
DGLKLVKLRGEAMQDAADAAKSAMVSIIGLDSAKVQQLCDAANEEVDEANKVQIANFLCPGNYAVSGGLKG
IEAVEAKAKSFKARMTVRLAVAGAFHTGFMEPAVSRLEAALASTVIRSPRIPVISNVDAEPHADPNTIKKI
LARQVTSPVOWETTVKTLLNRGLKKSYELGPGKVIAGIVKRMDKGADIENICA

>S1iSAD6 Palmitoyl-ACP A9 desaturase (PAD) [Sesamum indicum] XP_011100275.1
MKTLLEFSTTIIPLACGGATTFRRPOSISAISKQPVSTLHQRRITHPMPPEKLEVEFKSLESWASDYVLPLL
KPVNKCWQPSDFLPDPTQPTDDFMDEVRMLRERTMGLPDEYFVVLVGDMITEEALPTYQSTINACDGIRD
ESGASRSPWATWLRSWTAEENRHGDLLRTYLYLSGRVDMSMIEKTIHQLIGAGMDVGWDNNPYLTEVYTS
FOQERATFIAHGNTARLAKEGGDPVLARICGTIAADEKRHEHAYVRIIKKLLEIDPNETMLATISKMMRKRV
IMPSHLMCDGRDPHLFQHFSSVTERIGVYTAIDYIEILEFLIEEWNLEKLEGLKGDGRHAQEHVCDIPTR
MRKVLEQAVERVGKMEAKGONEFSWIFNREVTM

>SiSAD7 Palmitoyl-ACP A9 desaturase (PAD) [Sesamum indicum] XP_011100276.1
MEILAFSNITIPATALASMPCGGATTFRRPKPISAAANAKQPPSRSRHOKLTHOMPPEKVEVEFKSLESWAS
REVLPLVKPVDKCWQPSEFLPNPAKPADDFMDEVKALRDRTIGLPDEYFVVLVGDMITEEALPTYQSMIN
TCDGVREESGASPCOWAAWVRSWAAEENRHGDLLRTYLYLSGRVDMLMVERTTQHLIRAGADIGLDNNPY
LTEFVYTSFQERATFVSHGNTARLAKKAGDPILASICGTIATDEKRHENAYVRIVEKLLEVDPNDTMLAIG
NMMRKRITMPGHLMCDGQODPILFQHFSVVAEQIGVYTIDDYMEILEFLIGRWRLEKLDGLKGDGRREQEY
VCSLPTRMRKLOEQAVERGRKMEPHEQKEFSWIEFNREVTIQV

>SiLPAAT]1 1l-acyl-sn-glycerol-3-phosphate acyltransferase 1 [ Sesamum
indicum] XP 011084281.2
MAASIARSILTVRSTGATASLLLHRREFFSSTVSKPPSLPGLARLRISTTRSVTPALSHAVRESSSTRINQ
VRCRVNRSGSAYSPLNSESNFSDLPPTEMAPLFPGCDYERWLVLMDKPGGEGATKQOMIDCYIQTLAKVV
GSEEEAKKRIYNVSSEMYFGEVCEIDEETSNNLEGLPGVLCVLPDSYVDPENKDCGGIQEQRHLIGLSSR
PLASHDGFHLGCFPHKHPIQRKSKYGLPHETVEGSRTHQYPTLGSSNHKGEFCGTFNGSGSCRRGKESRD
VVVRSELTSAGSTGASYPLLEIWLNSKVRGICFYAVTACAAIILFVPMLLEHPEVLMEFDRYRROAHYLVA
KTWAFLTVAPFVKIEYEGLENLPPTNTPAVYVANHQSFLDIYTLLTLGRSFKFISKTSIFLYPIIGWAME
LLGVIPLKRMDSRSQLDCLKQCMALIKKGASVFFFPEGTRSKDGKLGPFKKGAFSVAAKTGVPVIPITLT
GTGEIMPAGMEGRLNPGSVKVITHPSLVGNKPDALCNEARNITAQDLIHQS

>SiLPAATB B-class lysophosphatidate acyltransferase [Sesamum indicum]
XP 020554192.1
METSGLGGFLRNRRFGSYFDASTGPNTEPPPRAMVDGQQKRAGGHEYYTDDDDTGWEFPVLISWVRIVVCE
VSMMLTTEFIWGVIMVVLLPWPYQRIROGNIYGHVTGKMLMWILGNPITIQGAEYSNERAIYISNHASPID
IFLIMWLTPTGTVGIAKKEIIFYPLFGOQLYVLANHLRIDRSNPKAAIESMKEAADAVVRNNLSLITFPEG
TRSKNGRLLPFKKGEFVHLALQTRRPIVPIILTGTHRAWRKGSLHVRPAPLTVRYLPPIRTDDWTPDKVED
YVKLVHDVYAKNLPHSQRPTPPALSENGGSCRTVAS

>SiaccBl Biotin carboxyl carrier protein of acetyl-CoA carboxylase 1
[Sesamum indicum] XP_011077154.1
MATTFGAAATAASLTGNANKSSTYLPLASRHFFLRANSNKVSFRLTPRPKLRLFSKGLQSGWKCSAMVKA
QLNDVATDGSSKAEASTPATSEVSPAKSKDTPIALASEESISEFITQVASLVKLVDAKDIVELELKQLDC
EVLIRKKEALAAPPPPVAYVQSQPQPAVLPPVSTPSPAPTAAPTPPPAPALSPPKAQPAKSSHPPLKSPM
AGTFYRSPAPGEPPFVKVGDKVQKGQVLCITEAMKLMNEIEADQSGKIVEILLEDGKPVSVDTPLFVIEP
>SiaccB-2 Biotin carboxyl carrier protein of acetyl-CoA carboxylase 2
[ Sesamum indicum] Xp 011072841.1
MASFSVPCPKVSPTLVASSQSTOKLOQPTIASFPRSDSRSNRALATVAQFQQGCSRRQSDVEFKVCAQLNQVA
VEKISNATPALETVPMNKSENQHETIPDESSILTFMTQVKDLVKLVDSKDIAELELKQMDCELIIRKKEAL



SQPSIAAHYSTPPPTHQALLPPQLPPASAPAPASLPSAPASVSPPAPSKPKSSHPPFKCPMAGNEYRSPA
PGAPPFVKVGDKVQKGQVICIIEAMKLMNEIEADQSGTVVEILVDDGKPVSVDMPLFIIEP

>SiaccC Biotin carboxylase 2 [Sesamum indicum] XP 011070473.1
MDSATMNFCSKSVCSPPGLEFMGRTTGIRSSQCSFMAGSRVNEPRORVQASRVGHKSGKRGGALAATCRDD
KILVANRGEIAVRVIRTAHEMGIPCVAVYSTIDKDALHVKLADESVCIGEAPSNQSYLVIPNVLSAAISR
GCTMLHPGYGFLSENAVFVEMCREHGINFIGPNPESIRIMGDKSTARDTMKNAGVPTVPGSDGLLKSTEE
AVRLADEIGYPVMIKATAGGGGRGMRLAKEPDEFVKLLOQOQAKTEAAAAFGNDGVYLEKFIQNPRHIEFQV
LADKYGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTIEFLLDERGS
FYFMEMNTRIQVEHPVTEMISSVDLIEEQIRVARGEKLRYTQEDIVLRGHSIECRINAEDAFKNEFRPGPG
RITAYLPAGGPFVRMDSHVYPDYVVPPSYDSLLGKLIVWGPTRERAIERMKRALNDTIITGVPTTIDYHK
LILDIEDFKNGKVDTAFIPKHEEELAAPQPTQPATTQKQLISTSA

>SiaccA-1 Acetyl-coenzyme A carboxylase carboxyl transferase subunit
alpha [Sesamum indicum] XP _011077598.1
MSSMTQTPASFTGNLAPKPTASDLLRSSSNGVSGVPLKALGRAQLGARMRNEFSITARVRKVKKHEYPWPE
DPDLNVKGGVLSHLSPFKPLKEKPKPVTLDFEKPLMDLOKKIIDVQKMANETGLDEFSDQITISLENKYQQA
LKDLYTHLTPIQRVNIARHPNRPTFLDHVENITEKFVELHGDRAGYDDPAVVTGLGT INGRSYMFMGHQOK
GRNTKENIKRNFGMPTPHGYRKALRMMYYADHHGFPIITFIDTPGAYADLKSEELGQGEATAQNLRTMFEG
LKVPIVSIVMGEGGSGGALAIGCANKLLMLENAVEFYVASPEACAAILWKSAKASPKAAEKLKITAKELTK
LOIADGIIPEPLGGAHADPYWTSQQIKTAILESMDELVKMDTETLLKHRAQKFRKLGGFQEGVPIDPKRK
VNMKKKDKSIVPISKTSESELRDEVEKLKTQILEASKSSVEHPGTGLKEMMEKLKREIDYEYDEAAKALG
MODKILMLREEVAKARNHNDQLAHPALKEKIDHLKDEFDKNLPSAPNYPNLKYKLGMLKELSKASNLTKK
STTRDELKLEINKREFSEFMDRPDVKQKIETLKAEIASSGVSNIDSKPELKEKVSOQMSGELESEFKAVLNS
MGLQVVPSDSEALAKINAFDEEVNMTIDDLVNSSYLKERIELLKTEVEKAGSRPDEDSKSKIQVLQAEIK
QOAITEAISFPELKEKYERLAAEILETTKPSVGSNGSSGDENTEDSQVNVNLEANRSEV

>SiaccA-2 Acetyl-coenzyme A carboxylase carboxyl transferase subunit
alpha [Sesamum indicum] XP 020551382.1
MTTLSLISGNCGRGRGEDTGSGYGLTSHFANEFLSSDTNGRLFRNEFNGIRLKDLEGLRKRNGNGFRVEFAR
VRKGKKHDYPWPDDINPNSKAPLTYLSYFKPLKEKPKPVTLAFEKPLVDLEQKITEVQORMADDTGLDETD
QINALELKYQQALKDLYTHLTPIQRLNIARHPNRPTVLDHILNITEKWVELHGDRAGYDDPAIVTGIGSM
EGRSYMFIGHQKGRNTKENIMRNFAMPTPHGYRKALRMMKYADHHGFPIVTEFVDTPGAFADLKSEELGQG
EATAHNLRAMFGLRVPVITIVTGEGGSGGALAIACANKLLMLENSAFYVASPEACAAILWKSSKAAPKAA
EKLKITAQEHYKRRIADGIIPEPLGGAHADPVWTSLQIKDAILROMEELTRMNAEELTRHRMLKFRMIGV
GAYREGSEVEPVRKRNMRASEVNAPKFADIESALDDLRKKILKAKGPSDPITYKKIEKLEEDLDQEMTKA
FISMGLIDQIKSLNLELARSPNPDQASNRRLKEKADKIVQEFKRNLSQPGAYIGLKQKLOMLNMVSRLLE
LKEKSEKLKSELNQKLSADIKAKMETWKLAREKSSTGDPLDENLAREVEVAKEELDQVLRSANLHVVGTT
KKENINPLPELREEMLNINRAIKQEIKKVIDEKGLSWKINELKAEAVKDSSSEKAKKLEAELKEVIAAAL
SASPLKDRLDNLRVQHESSVNKVVEGNVGTDNGRW

>SiaccA-3 Acetyl-coenzyme A carboxylase carboxyl transferase subunit
alpha [Sesamum indicum] XP 011094964.1
MASVAQSPVSFTGNLASKSTASDLLKSSINGACGLPLRALGKAQLGAKRRDFAISARVRKVKKHDY PWPE
DPDPNVKGGVLTHLSPFKPLKEKQKPVTLDFEKPLMDLQKKIIDVQKMANETGLDEFSDQIISLENKYQKA
LKDLYTHLTPIQRVNIARHPNRPTFLDHIFNITEKFVELHGDRAGYDDPAVVTGLGTINGRSYMFMGHQK
GRNTKENIKRNFGMPTPHGYRKALRMMYYADHHGFPIVTFIDTPGAYADVKSEELGOQGEATAHNLRTMEG
LKVPIVSIVIGEGGSGGALAIGCANKLLMLENAVEFYVASPEACAATILWKSAKASPKAAEKLKITATELTK
LOTIADGVIPEPLGGAHADPYWTSQQIKTAIVESMDELVKMDTETLLKHRAQKFRKLGGFQEGIPIDPKRK
VNMKKKEQPLVPISKTSEVELRNEVERVKQQILEASKSSTGAPATRLKEVIEKLKRELDYEYDEAAKALG
MDGKILMMREETAKARNVNDQLAHPALKEKIEQLKDEFDKNLPTAPNYSSLKSKLNMLKALSKALNLRKK
STPKDELKIEINKREFNELVDRPDVKOQKIETLKAEIVNSGVSGIGANPELKEKVQKLSRELDSEFMDVLKS
FGLOVVPSAPAAMVKIDAFEEGVSMIIDDFVNSSDLKDKIETLKAEVGKAGNTPDGDSKSKIQALETEIK
QAITEGISSPELKEKHERLATEVLEATKSSVESTTDDOSKLDESRVNVSLEANRSET

>SiaccD Acetyl-CoA carboxylase beta subunit [ Sesamum indicum]
YP 004935675.1
MTIHLLYFDANRGOQENSMERWWENSMVEFKKELERRYGIKKSTDNLGPTSESEDPNRKGRAKNIHSWRGRD
NSSYSNVDHLEFGVKDIRNEFSSDDTFLVRDSNGDYYSIYEFDFENHIFEIDNDHSFLSELESSEFSSYRNSSS
MNNGSSSEDSLYNRYMYDTQSSWNNHITSCVDSYLQSQISIDTSIVSDSSDSYISRCVEFDKRRTSSESGR



SSIETHAKSSDLTLGERSNDLDATONYRDLWVQCENCYGLNYKKFLKSKMNICEQCGYHLKMSSSERIEV
SIDPGTWDPMDEDMVSLDPIEFHSEEEPYKDRIDSYQSKTGLTEAVQTGVGQLNGIPVAIAVMDEFEFMGG
SMGSVVGEKITRLIEYATNQFLPLIIVCASGGARMOQEGSLSLMOMAKISSALYDYQSNKKLEYVSILTSP
TTGGVTASFGMLGDIITAEPNSYIAFAGKRVIEQTLNKTVPEGLOAAEYLFEKGLEFDLIVPRNLLKSVLS
ELFNLHAFFPLNSNSSRAH

>SiFabH-1 3-oxoacyl-[acyl-carrier-protein] synthase 3 [Sesamum indicum]
XP _011069912.1
MANASGLLSPAVAPSVRRRLNPPIGVEQSGSWESEGVSRRIVCSSTVQGAEKLSPSKSGVPRLVSRGCKLV
GCGSAVPRLOISNDDLSKIVDTSDEWISVRTGIRNRRILSGKDSLTDLAAEAAKKALOMAEVDPDDVDLVL
LCTSTPEDLFGSAPQIQKALGCKNNPLAYDITAACSGFILGLVSASCYIRGGGEFNNVLVIGADALSRYVDW
TDRGSCILFGDAAGAVLVQACDSEEDGLFAFDLHSDGEGQRHLRATMNENEKDHELGTNGSLLGLLPKGSS
YSCIQMNGKEVFRFAVRVVPQSIELALEKAGLPGSSIDWLLLHQANQRITIDAVAARLELPSERVISNLANY
GNTSAASIPLALDEAVRKGKVKAGHKIATAGEFGAGLTWGSAIIRWG

>SiFabH-2 3-oxoacyl-lacyl-carrier-protein] synthase 3 [Sesamum indicum]
XP 011079297
MANASGLEFTPTVPTVRRREFSPPLGIYRSGEFWESDGVSRRTVCSSSTQGAEKLSPSGSRVPRLAGKGCKLVG
CGSAVPTVQISNDDLSKIVDTSDEWISVRTGIRNRRILSRKDSLIDLAAEAAKKALQMAEVDPDDVDLVLL
CTSTPEDLEFGSAPQIQKALGCKNNPLAYDITAACSGFILGLVSAACHIRGGGEFNNVLVIGADALSRYVDWT
DRGSCILFGDAAGAVLVQACNSEEDGLFAFDMHSDGEGOQRHLKAGIKENETDKEPGTNGSLVGLLPKGSAY
SCIQMNGKEVFRFAVRAVPQSIESALEKAGLTGSSIDWLLLHQANQRIIDAVATRLDVPYERVISNLANYG
NTSAASIPLALDEAVRSGKVQAGHTIATAGEFGAGLTWGSAIVRWG

>SiFabB-1 3-oxoacyl-[acyl-carrier-protein] synthase I [Sesamum indicum]
XP 011085258.1
MOSLHSTSLRPSPLDRLRRPRRSTIFPGNNAKPPPQRLPFKVSSSAVTAAPKRETDPKKRVVITGMGLVSV
FGNDVDVYYEKLLSGESGITLIDREFDASKFPTRFGGQIRGFKAEGYIDGKNDRRLDDCLRYCIVAGKKALE
GADLGGDKLDKIDKIRAGVLIGTGMGGLTVFSDGVQALIEKGHRKITPFFIPYAITNMASALLAIDLGFEFMG
PNYSISTACATSNYCFYAAANHIRRGEADLMIAGGTEAAIIPIGLGGEFVACRALSQRNDDPQTASRPWDKD
RDGFVMGEGAGVLVLESLEHAMKRGAPIIAEYLGGAVNCDAYHMTDPRSDGLGVSSCIQSALEDAGVSPEE
VNYINAHATSTIVGDLAEVNAIKKVEFKNTSEIKINATKSMIGHCLGAAGGLEAIATVKAITTGWLHPTINQ
FSAEPSVEFDTVANKKQEHEVNVAISNSFGFGGHNSVVAFSAFKP

>SiFabB-2 3-oxoacyl-[acyl-carrier-protein] synthase I [Sesamum indicum]
XP 011096538.1
MQALQSAALRPSPLDPLRKPQYPTSLPSNNAKPPVKRLPFTISASASTVSSPKRETDPKKRVVITGMGLVS
VEFGNDVDAYYEKLLAGESGITPIDREFDASKFPTRFGGQIRGFKSEGYIDGKNDRRLDDCLRYCIVAGKKAL
EDADLGGDRLGKIDKIRAGVLVGTGMGGLTVEFSDGVQALIEKGYRKITPFFIPYAITNMGSALLAIDLGLM
GPNYSISTACATSNYCFYAAANHIRRGEADILMIAGGTEAAITIPIGLGGFVACRALSQRNDDPKTASRPWDK
DRDGFVMGEGAGVLVMESLEHAMKRDAPITAEYLGGAVNCDAYHMTDPRADGLGVSSCIQSALEDAGVSPE
EVNYINAHATSTVVGDLAEVNAIKKVFKNTSGIKINATKSMIGHCLGAAGGLEAIATVKAITTGWLHPTIN
QFNPEPSVEFDTVANKKQQHEVNVAISNSEFGFGGHNSVVAFEFSAFKP

>SiFabB-3 3-oxoacyl-[acyl-carrier-protein] synthase I [Sesamum indicum]
XP 011082304.1
MAAIASASSSGLILEKSGKSSARNGVSMEFQYNGLRAVETMHVGSTGIRTTGFISTSSKWGRIKAMASPTVS
APKRETDPKKRIVITGMGLVSVFGSDVDTFYNKLLDGVSGITPIDRFDASEYSVREFSGQIRDFTSKGYIDG
KSDRRLDDVWRYCLVSGKRALDDASLSKDVLEKMDKTRIGVLVGSGMGGISAFSNGVEALVLKGYKKITPFEF
FIPYSITNMGSALLAIDTGLMGPNYSISTACATANYCFFAAANHIRRGDADIMVAGGAESAITPAGVGGET
ACRALSSRNDNPQEASRPWDKNRDGFVIGEGAGVLIMESLEHAVKRGANITAEYLGGAVTCDAHHMTDPRK
DGLGVSSCIIKSLODAGVAPEEVNYVNAHATSTLAGDLAEVNAIKKVFKDTSEIKMNGTKSMIGHGLGAAG
GLEAIATIKAITTGWLHPTINQYELEPEVTIDTVPNVKKQHEVNVAISNSFGFGGHNSVVVFAPFKP

>SiFabF-1 3-oxoacyl-[acyl-carrier-protein] synthase II, [Sesamum indicum]
XP 011093876.1

MAASSVVCSWLMAACMSVACEKDSSISMLSTPSSNSSRISKWAARRRKRALAKCAPQLSGTRNLMTSCLAF
EPCDREFYESSDASEFFFGFGSRNALLHRRRRKFORPTARSGEAMATAVHPAMEVTPKKKPSTKQRRVVVTG
MGVETPLGHDPDTFYNNLLEGVSGISEIEAFDCSQYPTRIAGEIKSEFSTDGWVAPKLSKRMDRFMLYMLTA



GKKALADAGITEDVMDELNKARCGVLIGSAMGGMKVENDAIEALRISYRKMNPEFCVPFATTNMGSAMLAMD
LGWMGPNYSISTACATSNFCILNAANHITRGEADMMLCGGSDAVIIPIGLGGFVACRALSQRNTDPTKASR
PWDSSRDGEFVMGEGAGVLLLEELEHAKKRGATIYAEFLGGSFTCDAYHMTEPHPEGTGVILCIEKALAQSG
VSKEDVNYINAHATSTPAGDLKEYKALIHCFGENPELRVNSTKSMIGHLLGAAGAVEAVATVQATIRTGWIH
PNINLENPDDGVDTNVLVGPTKERLAIKVALSNSEFGEFGGHNSS

ILFAPFQ

>SiFabF-2 3-oxoacyl-[acyl-carrier-protein] synthase II [Sesamum indicum]
XP 011078136.1
MAATSVVCSWLMAACMSVAYEKESSVSMLSSTSLCRLSKWAARRRKRVLAKCAPDEFSSEFSSLASSCFAFEP
CDDFYKSSHASSGCLEFGFASRNLPLLRRRRKLLRSSPHCGEIMATAVSPAMEVTPKOKPPTPQRRVVVTGM
GVETPLGHDPDVEFYNNLLOQGVSGISEIEAFDCSQYPTRIAGEIKSFSADGWVAPKFSKRMDRFMLYMLTAG
KKALADGGITEDVMEELNKARCGVLIGSAMGGMQOVENDAIEALRISYRKMNPFCVPFAVTNMGSAMLAMDL
GWMGPNYSISTACATSNFCILNAANHI IRGEADMMLCGGSDAAITPIGLGGFIACGALSQRNADPTKASRP
WDTNRDGFVMGEGAGVLLLEELEHAKKRGATIYAEFLGGSFTCDAYHMTEPHPEGTGVILCIEKALSQSGV
SKEDVNYINAHATSTLSGDLKEYQALTIHCEFGONPELRVNSTKSMTGHLLGAAGAVEAVATVQAIRTGWIHP
NVNLENPDDGVNTNLLVGPTKERLDIKVALSNTFGFGGHNSSILFAPYK

>SiFabF-3 3-oxoacyl-[acyl-carrier-protein] synthase II [Sesamum indicum]
XP 011072620.1
MVVASSVASPLCTWLVAACMTAPSEKGTFCKPSEFIKCPKKLSRSARRKSMVAQKSGSLVSSLYGCGINSL
MSFCPFEPCEEYYNSQGLSPCFALFGENGESLLEFGSKTLPMNRKORRLNQASNSGKTMVVGVQPEKQVSMK
KKLVTKKRRVVVTGLGVVSPLGHDADVEYGNLLEGISGVSQIEAFDCTEFPTRIAGEIKNFSPDGWVSPKL
SKRADKFMLYLLTAGKKALADGGITDDVMAELDKTRCGIIIGSALGGMKVFESDAIEALRISHKKMNPEFCIP
FATSNMGSAVLAIDLGWMGPNYSISAACATSNFCILDAANHITRGETDMMLCGGSDAATIIPIGLGGEFAACQ
ALSQRNDEPTKASRPWDVHCDGFVMGEGAAVLLLEELEHAKRRGATIYAEFLGGSSTCDAYHTTEPHPDGR
GIVLCIEKALAESGVAREDINYINAHATSTPLADLIECQAINHCEFGONTELRMNSTKSMIGHLLGAAGAVE
AVATVKAIQTGWIHPNVNLERPDEGVDANILVGCKRERLDVKVALSNSLGFGGHNSSIVFAAYKDCKATA

>SiKASmt 3-oxoacyl-[acyl-carrier-protein] synthase mitochondrial
[Sesamum indicum] XP_011077001.1
MAMARRYSNRLVSSIIQFTRFYSSGPFDPPPFLPPRRVVVTGLGMVTPLGCGVEVTWKRLIEGECGIRAVT
IEDLKMNGFDRETQLHTFDQLTSKVAGIVPCGANPGEFNEELWLNSKDHKSTARFISYALCAADEALRDAN
YMPTTQDEKERTGVSIGAGTGSISDILDASKMICEKKLRRLSPFFIPRILINMASGHVSMKYGEFQGPNHAA
VTACATGAHSIGDAARMIQFGDVDVMVAGGTEASIDALSIAGFCRSRALTTKYNAVPEEASRPFDCARDGEF
VIGEGSGILVLEELEHAKKRGAKVYAEVRGYGMSGDAYHITQPHADGRGAVLAMTRALKQSGLNPNQVDYV
NAHATSTPLGDAVEAKAIQSLFSDHAASGALAFSSTKGAIGHLLGAAGAVEALFSILATHHGIAPLTLNLS
KPDPVEFSGNFMPLSASKKMTIKAALSNSEFGFGGTNSSLLFASID

>SiSAD1 Acyl-[acyl-carrier-protein] desaturase [ Sesamum indicum]
NP 001291335.1
MALKLNAINFQSPKCPSFALPPVASVRSPKFFVASTLRSGSKEVETVKRPEFNPPREVHVQVTHSMPPQKI
EIFKALEDWADNNILVHLKPVEKCWQPQDFLPDPSSDGEFDDQVKELRERAKEIPDDYFVVLVGDMITEEA
LPTYQTMLNTLDGVRDETGASPTSWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRPNGKTFRYLIGSGM
DPRTENSPYLGFIYTSFQERATFISHGNTARLAREHGDLKLAQICGTIAADEKRHETAYTKIVEKLFEID
PNDTVLAFADMMRKKISMPAHLMYDGRDDNLFDHFSSVAQRLGVYTAKDYADILEHLVARWKVANLTGLS
ADGQKAQDYVCGLPPRIRRLEERAQGRAKQAPKIPFSWVHDREVQL

>SiSAD2 Stearoyl-[acyl-carrier-protein] 9-desaturase [Sesamum indicum]
XP 011091536.1
MALKLNASNFQYPKCASFALPPVATIRSPKFFMASTLRSGSKEVDTVKKPFSPPREVHVQVTHSMPPQKI
EIFKAMEDWAENNILVHLKPVEKCWQPQODFLPDPASDGEYDQVKELRERAREIPDDYFVVLVGDMITEEA
LPTYQTMLNTLDGVRDETGASPTSWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMKQIEKTIQYLIGSGM
DPRTENNPYLGFIYTSFQERATFISHGNTARLAREHGDLKLAQICGTIASDEKRHETAYTKIVEKLFEID
PDGTVLAFADMMRKKISMPAHLMYDGHDDNLFDHFSAVAQRLGVYTARDYADILEHLVGRWKVENLTGLS
AEGQKAQDYVCGLPPRIRRLEERAQGRARAKEVPRIPFSWIYDREVQL

>SiSAD3 Stearoyl-[acyl-carrier-protein] 9-desaturase [Sesamum indicum]
XP 011084689.1
MALRVSFVPHRIPAFPASQLRSHRVSMASTLHSPSAEVGNVRKPFSPPREVHVQVTHSMPPEKQETIFNSL
HDWAEENILVLLKDVEKCWQPSDFLPNPSSPGFHDQVKELRERSMELPEDYFVVLVGDMITEEALPTYQT
MINTLDAVRDETGASLTPWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMKQIEKTIQYLIGSGMDPRTEN



NPYLGFIYTSFQERATFISHGNTARLAKDHGDYKLAQICGTIAADEKRHETAYTKIVEKLFEIDPDDTVL
SLADMMRKKISMPAHLMYDGKDDNLFEHEFSAVAQRLGVYTAKDYADILEFLVARWEVEKLTGLSSEGRKA
QODYVCGLPPRIRRLEERAQARAKKRSAIPFSWIYGGKIMI

>SiSAD4 Stearoyl-[acyl-carrier-protein] 9-desaturase [Sesamum indicum]
XP 011077116.1
MALKLSVAAHKMPSFAGYNLRSHRVSMASTLHSTSIENGKVKKPFTPPREVHGQVTHPMPPEKREIFHSL
NSWAEDNILVLLKPVEKCWQPNDFLPDSSSEGEFDEQVKELRERTKEIPDDYFVVLVGDMITEEALPTYQT
MLNTLDAVRDETGASLTPWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMKQIEKTIQYLTIGSGMDPRTDK
NPYLGFIYTSFQERATFISHGNTARLAKEHGDLKLAQICGITIAADEKRHETAYTKIVEKLFEIDPDGTVL
ALADMMRKKVSMPAHLMYDGRDENLFDHEFSAVAQRLGVYTAKDYADILEFLVARWEVEKLTGLSGEGRKA
QODYVCGLPPRIRRLEERAHARAKQASPVPFSWIYGREVKL

>S1SAD5 Stearoyl-[acyl-carrier-protein] 9-desaturase [Sesamum indicum]
XP 011074783.1
MQOSSAFTHIATAQLAWAPRGGGAAATRRVPPSSAVAAPLRHRQITHSMPPEKVEVFKSLESWASKSVLPL
LKPVDKCWQPTEFLPDPTRPISDFMDEVRVLRDRASELPDEYFVVLVGDMITEDALPTYQTMINTLDGVR
DETGASPNPWASWTRGWTAEENRHGDLLRTYLYLSGRVDMLMIERTVQYLIGAGMDPGTENNPYLGEVYT
SFOERATAVSHGNTARLAKEGGDPVLAQICGTIAADEKRHENAYARIVEKLLEVDPNGAMIAVGDMMRKK
ITMPAHLMYDGODPHLFEHFSAVAQRMGVYTADDYADILEFLIGRWRLEKLDGLKGDGRQAQEFVCGLPQ
RIRKLOQERADERAKKMKPKGQREFSWIFNREVVV

>SiFatBl-1 Fatty acyl-ACP thioesterase B [Sesamum indicum] (XP_011073093)
MALMONAALHFPKDLCHAERNDDEVATEFVRVGGTRRRAGVKMKASSKTNVDTVNGKKVNGVHVDGRIPFLDQRSADLLK
DGESVYGSVEPNHEYLLGRFVEDRFVYRQSFVIRSYEIGPDKTATMETLMNLLQETALNHVASAGVAGNGFGATREMST
RKLIWVVTRIHVQVEKYSSWGDVVEIDTWVDAAGKNGMRRDWITIRDYNTQKIITRATSTWVIMNRETRRLSKIPEEVKN
EVQPFYLNRAATATENTDSEKIEKLTDETAETI IRTGLAPRWSDMDANQHVNNVKYIGWLLESVPINVLEDYNMTRLTLE
YRRECRQSNVLESLTSMKAKTGEEEDKQFTEKSGAEDLECTHLLRMEADQAEIVRARSVWQIKQHDNQMT
>SiFatBl-2 Fatty acyl-ACP thioesterase B [Sesamum indicum] (XP_011078334)
MVTTAATSAFLPIASPASDSSGKTLGKVGGSIPANVDARGTSAKSKSSSSGKLRVNANAQAPPKVNGTKVGVIDGPKAE
DEVAVSPPPRTFINQLPDWSMLLAAITTIFLAAEKQWMMLDWKPKRPDMLVDPFGLGRIVODGLVFRONFSIRSYETIGA
DRTASVETLMNHLQETALNHVKNAGLLADGFGSTPEMCKRNLIWVVTKMQVLVDRYPTWGDVVQVDTWVAASGKNGMRR
DWLVRDSNTGDILTRATSLWVMMNKETRRLSKIPDEVREETIGGYFVDSPPIVDDDSRKLPKLDDNTADY IRTGLTPRWS
DLDVNQHVNNVKYVGWVLESAPLPILETHELAGMTLEYRRECMRDSVLQSLTAVVDKGVGDLANSGFVECQHLLRLEGG
GEIVKGRTQWRPKYADRIGSWGELPAESA

>SiFatA Fatty acyl-ACP thioesterase A [Sesamum indicum] (XP_011089673)
MLLRGGAFSACNAAAGEHQGOGNCREFSGLIRRPTGRVATVWCSRTRRGNLLRVASVATGEPKSKPQESSYQPSVADRLR
LGSLTEDGLSYKEKFIVRCYEVGINKTATVETIANLLQEVGCNHAQSVGEFSTDGFATTLTMRKMHLIWVTARMHIEIYK
YPAWSDVVEIETWCQSEGRIGTRRDWILKDYATGEVIGRATSKWVMMNQDTRRLOKVTDEVRDEYLVFCPKKLRLAFPE
ENNASLKKISKLDDPAEYYKVGLVPRRADLDMNQHVNNVTYIGWVLESMPQEIIDSYELQTITLDYRRECQHDDVVDSL
TTPEPILNDSVSQLHGTNGSPTAAKDESDYLQFLHLLRISNDGSE INRGRTEWRKKPAKR

>Si1FAD2-1 Oleic acid desaturase [ Sesamum indicum] AAX11454.1
MGAGGRMSDPTTKDEQKKNPLORVPYAKPPFTLGDIKKAIPPHCFERSVSRSESYVVYDLVIVEFLLYYIA
TSYFHLLPSPYCYLAWPIYWAVQGCVCTGIWVIAHECGHHAFSDYQWLDDTVGLILHSALLVPYFSWKYS
HRRHHSNTGSLERDEVFVPKPKSRVSWYSKYLNNPLGRVITLVVTLTLGWPLYLLFNVSGRPYNRFACHF
DPYGPIYNDRERLQIFISDAGIIAAVCVLYRVALVKGLAWLVCVYGVPLLIVNGFLVLITFLQHTHPSLP
HYDSSEWDWLRGALATVDRDYGVLNKVFHNITDTHVTHHLFSTMPHYHAMEATKAIKPILGQYYQFDGTP
FYKAMWREAKECLYVEPDESTPDKGVEFWYKNKE

>SiFAD2-2 Delta (12)-fatty-acid desaturase [ Sesamum indicum]
XP_011075145.1
MGAGGRMSVPPEGKKSKSDAFQRVPHSKPPFTLGELKKAIPPHCFQRSIPRSFSYVIYDLAIASLFYYVA
TNYFHLLPPSLSCLAWPLYWICQGCVLTGVWVIAHECGHHAFSDYQWLDDTVGLILHSALLVPYFSWKYS
HRRHHSNTGSLERDEVEFVPKVKSGIRWFAKYMNNPPGRVLMLIVQFTLGWPLYLLENVSGRHYDRFACHY
DPKSPIYSDRERLQILISDAGVLAVTYGLYRLATIAKGLAWLVCVYGGPLLVVNAFLVLITYLOQHTHPALP
HYDSSEWDWLRGALATVDRDYGILNTVFHNITDTHVAHHLFSTMPHYHAMEATKAIKPILGNYYQFDGTP
IFKAVWREAKECIYVEPDEGDKNKGVEFWYNNKL

>SiFAD3 Acyl-lipid omega-3 desaturase [Sesamum indicum] XP 011080789.1
MAVISGLRHSSFLNTTAAEEINGGPEEKERMKONTPAAATVTPGGEAFDPAAPPPFRIADIRAAIPAHCW



VKDPWRSFSYVVQDVAAVVGLLSAAVYFDSWAFWPVYWVAQGTLFWAIFVLGHDCGHGSESDNPVLNNVV
GHFLHSSILVPYHGWRISHKTHHONHGHVENDESWVPLPEKLYKKLDYSTKFLRYKIPFPMFAYPIYLWS
RSPGKSGSHEFNPYSALFRADERKLVMTSTICWAAMVAFLFCASTIIGPLSLFKLYGVPYLIFVMWLDTVT
YLHHHGHEQKLPWYRGKEWSYLRGGLTTVDRDYGLEFNKIHHDIGTHVIHHLFPQIPHYHLVEATREAKRV
LGKYYREPRKSGPIPFHLIPSLVNSIQSDHYVSDTGDVVYYQTDTSHFSSLPSSKLHTN

>SiFAD6 Omega-6 fatty acid desaturase [Sesamum indicum] XP 011079423.1
MACRIAHSSFLFLGPQKRPTEGNRIFPQSSASSGAYLLKWEGLPQRRSKONQSLISFRKHKVVKAVAVSV
APPPADSAEHRQQLCQEYGFRQIGETLPDNVTLRNIIDTLPKKVFEIDDVKAWKSVLVSVTSYALGIFMI
AKVPWYLLPLAWAWTGTAVTGFFVIGHDCAHKSEFSRNKLVEDIVGTLAFLPLIYPYEPWRYKHDRHHAKT
NMLVEDTAWQPVDPEEFDSSPVLRKAIIYGYGPFRPWMSIAHWLICHFDLKKFRPNEVNRVKISLACVFEFA
FMAIGWPLIIYKTGIMGWIKFWLMPWLGYHFWMSTFTMVHHTAPHIPFKSSEEWNAAQAQLNGTVHCDYP
SWIEVLCHDINVHIPHHISPRIPSYNLRAAHQSLOQENWGKYMNEATWNWRLMKTILTVCHVYHKEQNYTIA
FDELAPEDSQPITFLKRVMPDYA

>SiFAD7 Omega-3 fatty acid desaturase [Sesamum indicum] NP 001306619.1
MASWVLSECGLRPLPRVYPKPRTGHPLLNSNPTKLRFSRTDLGNGSSFCLSSGILREKNWALRVSAPLRV
LOQVEEEEENKEGERVINGGEEFDPGAPPPFKLSDIREAIPKHCWVKDPWRSMGYVVRDVAVVEGLAAVAA
YENNWVVWPLYWFAQSTMFWALFVLGHDCGHGSFSNDPKLNSVVGHILHSSILVPYHGWRISHRTHHQNH
GHVENDESWHPLSEKIYKNLDTATKKLRFTLPFPLLAYPIYLWSRSPGKQGSHFHPDSDLEFVPNEKKDVI
TSTVCWTAMLALLVGLSFVIGPVQLLKLYGIPYLGNVMWLDLVTYLHHHGHEDKLPWYRGKEWSYLRGGL
TTLDRDYGWINNIHHDIGTHVIHHLFPQIPHYHLIEATEAAKPVLGKYYREPKKSAPLPFHLLGDLTRSL
KRDHYVSDVGDVVYYQTDPQLTGAEKS

>SiFAD8 Omega-3 fatty acid desaturase [Sesamum indicum] XP 011076709.1
MASWVLSECGVSPLPRLYPKPRTGHAQAFLNPPNPSKLRISRTDFGNSEFSFCLVNHKERNWALRVSAPLT
VGQVEEESKENGGEEFDPGAPPPFKLSDIRAAIPNHCWVKDPWRSMSYVVRDVVVVEGLAAVAAY FNNWA
VWPLYWFAQGTMEFWALFVLGHDCGHGSFSNDPKLNSVVGHLLHSSILVPYHGWRISHRTHHQONHGHVEND
ESWHPLSEKIYKNLDNVTKKLRFTLPFPMLAYPIYLWSRSPGKTGSHFHPDSDLEVPSERKDVITSTVCW
TAMVALLVGLSFLMGPLOQLLKLYGIPYLGFVTWLDLVTYLHHHGHEQKLPWYRGEEWSYLRGGLTTLDRD
YGWINNIHHDIGTHVIHHLFPQIPHYHLIEATEAAKPVLGKYYREPQKSGPLPFYLLGVLLRSMKKDHYV
SDTGDVVYYQTDPELN

>S1iLACS1 Long chain acyl-CoA synthetase 1 [ Sesamum indicum]
XP 0110789524.1
MKKFAVKVEEGKKGRDGKPSVGPVYRNLLAGNAYPPVDPNLSTAWEIFRASAEKHSGNRMLGWRELVNGK
WGPYVWKSYKEVYEETLHAGSALRAHGSEPGARVGIYSSNCPOWIVAMEACNAHSLICVPLYDTLGTGAV
DYILDHAEIDVVEVODKKVKELLNPECTHARRLKLIVCEFTSLTEEQQGKAASIGIKTCSWTEFLNMGREN
PVEISPPEPSSICTIMYTSGTSGAPKGVILTHENISTNIRGVDLEMDQFEDKMTVDDVYISFLPLAHILD
RMIEEYFFHKGASVGYYHGDINEIRDDLMELKPTFLAGVPRVFERVHEGVLKALEELNWRRRKIFHMLYK
YKLYWMNRGYKQKDASPLADLLAFGKVKNRLGGRIRLIVSGGAPLSSEVEEFLRVTSCAFVVQOGYGLTES
CGLSTIGFPDEMCMIGTVGASEFVYNEICLEEVPEMGYDPLADPPRGEICLRGKTTFAGYYKNPELTQEAT
KDGWFHTGDIGEMLPNGVVKIIDRKKNLIKLSQGEYVALEYLEKVYGITPIVEDIWVYGDSFKSMLVSVV
VPNEENTKKWAQONGQKGSFMDLCSLDQLKDHILLELKSTAERNKLKGFEHIKGVIVEPKLFELSEKELV
TATLKKRRDRLLKNYKVEIDALYQTLRAAKP

>SiLACS2 Long chain acyl-CoA synthetase 2 [ Sesamum indicum]
XP 011088325.1
MGDYVVKVEDGRGASDGKPSAGPVYRCIYAKDGLLDIPTHFDSPWNFEFSASVKKNPNNOMLGRRQTIKDGK
AGAYTWLTYQQVYDATLKIGSAMRRRGVNPGDKCGIYGANCPEWIIGMEACIGQSVTYVPLYDTLGANAV
EFTIINHAEVSIAFVQESKLVPILTCLPKCVSHLKTIVSFGKVSDKHKETAEELGVACFSWEEFALLGDLD
ENLPPKKKTDTCTIMYTSGTTGEPKGVILSSAAFMAEVLSMDQLLLETDKVGTEEDVYFSFLPLAHIFDQ
IMETYCIYRGSSIGEFWQGDIRFLIEDLIVLKPTIFCGVPRVYDRIYTGIMDKISASGALRKSLFQIAYNY
KLRNLEKGLRQEEASPFEFDKLVFDKIKQGFGGRVRLMLSGAAPLPKHIEEFLRVTCCCVLSQGYGLTESC
SGCFTSIANVYPMMGTVGVPMTTIEARLESVPEMGYDALSSVPRGEICLRGSTLEFSGYHKRPDLTAEVVV
DGWFHTGDVGEWQPSGALKIIDRKKNIFKLSQGEYVAVESIESVYSRCPLITSIWVYGNSFESFLVAVVV
PEKKALEEWAANNQEKGDFQSLCSNIKARKYMLDELNSTAKTHNLRGFEMLRGVHLEPAPFGIDRDLVTP
TFKLKRPOQLLKYYKDCIDQLYSEAKETKA



>S1iLACS4 Long chain acyl-CoA synthetase 4 [ Sesamum indicum]
XP 011101042.1
MAKERYTVEVEPGKPAKDGKPSVGPVYRSKFAKDGFPEPIPGLDSCWDIFRLSVEKEPNNRMLGRREIVD
GKPGKYSWMTYKEVYDIVLKVGNSIRSCGIEEGGRCGIYGANSPEWIMSMEACNAHGLYCVPLYDTLGAG
AVEFIICHAEVALAFVEEKKISELLKTFPGATKCLRTIVSFGKVTSQQKDEVEKFGVAIYSWDEFLSLGE
NKDYDLPVKKKTDICTIMYTSGTTGDPKGVMISNNSIVTLIAGVKRLLESVNESLTVNDVYLSYLPLAHT
FDRVIEECFINHGASIGFWRGDVKLLVEDIGELKPTIFCAVPRVLDRIYSGLQOKVSSGGFIKHTMENLA
YSLKLRSMRKGRKHTEASPLCDKIVEFSKVKQGLGGNVRLILSGAAPLASHVEEFLRVVSGSYVLQGYGLT
ETCAGTFVSIPDELSMLGTVGPPVPNVDVCLESVPEMGYDALSSTPRGEVCVRGDTLEFSGYYKRDDLTKE
VEVDGWFHTGDVGEWQANGSLKIIDRKKNIFKLSQGEYVAVENLENIYGLVPAIDSIWIYGNSFESFLVA
IINPNKQVVEQWAEENGVSGDFNALCENPKVKEYFLGELSRIAKEKKLKGFEFTIKAVHLDPVPEFDMERDL
ITPTFKKKRPQLLKYYQGVIDSMYKSGK

>SiLACS6 Long chain acyl-CoA synthetase 6[Sesamum indicum] XP 011090746.1
MDSRAERRLQAVRNHLVGSTTWEQSPVLRPQPTVGDFEFSVEQGYSIVLPEKLOTGKWNVYRNRRSPLKLV
SREVDHPETATLHDNFMHAEKTFRDYKYLGTRVREDGTVGEYKWITYGEAGASRAAIGSGLIRYGIQKGS
CIGLYFVNRPEWLVVDHACSAYSFISVPLYDTLGPDAVKYIVNHAAVOAIFCAPETLKILLRFLSEIPSV
HLIVVVGGVEEQLPSLPSTTGVEFISYSKLHTEGLGSLQPFCSPTADDVATICYTSGTTGTPKGVVLTHG
NLIANVAGASLGVKLYPSDLYISYLPLAHIYERANQILVVYFGGASGFYQGDNMKLLEDMAVLKPTVECS
VPRLYNRIYAGVMNAVKTSGVLRERLENAAYKAKKQSIFSGKKSSPMWDKLVENKIKEKLGGRVRYMVSG
ASPLSPEVMDFLRVCFGCIVVEGYGMTESSCVISNMDETDVLSGHVGAPNAACEIKLVDVPEMNYTSEDQ
PHPRGEICVRGPIVFQGYYKDEVQTREVIDDDGWLHTGDIGLWLPGGRLKIIDRKKNIFKLAQGEYIAPE
KIENVYAKCKEVAQCFIHGDSLNSFLVAVVAVDHDMLKAWAAAEGIKYQODLKQLCADPRARGAVLADMDA
VAREAQLRGFEFAKAVTLVVEPFTVENGLLTPTFKIKRPQAKAYFANATISDMYNQLSASHASAQKLV
>SiLACSS8 Long chain acyl-CoA synthetase 8 [ Sesamum indicum]
XP 011085413.1
MMSESAESNLNTNTMKNVGISDYLSIFKDNGTYGVTCAVIVAIVTPILLSLVLOGRKKLKQRGVPVQVGG
EAGFAVRNARFPKLVEVPWEGATTMAALFEQSCKRYSQONFLGTRKVIAKDLVTSSDGRKFEKLHLGEYQ
WETYRQIFDRACNFASGLLKLGHDVDTRAAIFSETRAEWLIAFQACFRONITVVTIYASLGDDALIHSLN
ETQVTTLICDSKQLKKLAALSSSLTTLRNIIYFDDEDSSSGSTVTQESGNWQVSSFSEVEKLGRNNPAQP
NLPIKKDIAVIMYTSGSTGLPKGVMMTHGNIVATAAAVMTVIPSIGRKDVYLAYLPLAHVFELAAETVML
TAGAAIGYGSALTLTDTSNKIKKGTKGDASVLKPTLMAAVPATILDRVRDGVVKKVEEKGGIVKKLFKIAY
SRRLVAIEGSWEFGAWGVEALLWDIVVEFKKIRSILGGEIRFMLCGGAPLSGDTQREFINICMGAPIGQGYGL
TETCAGAAFSEWDDISVGRVGPPLPSCYIKLVSWEEGGYTISDKPMPRGEVVVGGASVTAGYFSNDAKTA
EVYKVDEKGMHWEYTGDIGRFHPDGCLEIIDRKKDIVKLQHGEYISLGKVEAALVSSKYVENIMVYADPY
HNFCVALVVPARQTLEGWAKESGIKYNDFPELCEKAEAKNEVQQOSLLKEAKAAKLDKFETIPAKIKLLPDP
WTPESGLVTAALKLKREQLKAKFKDELDKLYK

>SiLACS9 Long chain acyl-CoA synthetase 9 [ Sesamum indicum]
XP 011069534.1
MGPYYVGVIIPLVVTLLLRGTKGKKRGLPVNVGGEPGYAIRNYRFSSPVOSAWEGVTTLAELFELSCKKH
SDMRLLGTRKLIASEVEISDGRSFEKLHLGDYEWLSYGQVFEAVCNFASGLVQLGHQKGERAATIFADTRE
EWFIALQACFRRNVSVVTIYASLGEEALCHSFNETEVTTVICGYKELKKIANVSGQLDTVKRIICMDDEF
QSDASLVPGSSSWTITSEFSDVEKLGRENPVDPDLPLSADIAVIMYTSGSTGMPKGVMMTHGNVLATVSAV
MTIVPGLGNQDVYLAYLPLAHILELAAENLIAATIGSSIGYGSPLTLTDTSNKIKRGTKGDATVLRPTLMA
AVPATILDRVRDGVRKKIDATGGLPKKLEDLAYARRLSAINGSWEFGAWGLERLLWNLLVFRKVQAILGGRI
RFILSGGAPLSGDTQRFINICLGSPIGQGYGLTETCAGGTFSEYDDTSVGRVGAPLPCSTIIKLVDWPEGG
YLISDSPKARGEIVIGGPNVTLGYFKNDDKTKEVYKVDERGTRWEYTGDIGQFHADGCLEIIDRKKDIVK
LOHGEYVSLGKVEAALIVSPYVDNIMLHADSFHSYCVALVVASQASLEAWASKQGITYSDEFSDLCGKEET
LKEVSTSLLKAAKAAKLEKFEIPAKIKLLSEPWTPESGLVTAALKLKREVIRKTFSDDLGKLYSS

>S1iGPAT1 Glycerol-3-phosphate acyltransferase [ Sesamum indicum]
XP 011069706.1
MIFSTTSSTTLEFTCNTTPRVSASPSTSRAACLLKSSCGGASRRSRSSFLVLCASKLSEAIDGKKSSTSST
VAAAPVFASSSAYDODEISAPRTFLDARTEQDLLLGIQKEAEAGRLPINVAQGMEELYHNYRNAVFHSGH
PKAHEIVLSNMAVALDRIFMDVRDPFQFSPHHKAIREPEDYYLFGQKYISPLLDEFRNSEFLGNSSLFDEME
KKLOQGENVILISNHQTEADPAIISLLLESTNPFIAENMICVAGDRVVTDPLCKPFSMGRNLLCVYSKKH
MNDDPELIDMKRRANTKSLKEMAMLLRVGSKVIWIAPSGGRDRPDPVTKEWYPAPFDASSVDNMRRLVEH
AGVPGHIYPLAILCYDVMPPPAQVEKEIGEKRVISFHGVGLSVAPKISYQEITATLEDPEEAKNAFSELL



YSSVCEQYDVLRSATIHGKQGLAASTPTVSLSQPWE

>SiGPAT?2 Glycerol-3-phosphate acyltransferase 1[Sesamum indicum]
XP 011082911.1
MTASVKTMEFPMVLLRLADWELYQFLANSCYRAAMKIKNHGEFSFFLKNPSIRSSSSHQFPLYPSLTKCNL
HGRKYQTLVCDIHGCLLRSHSFFPYFMLVAFEGGSIFRAFLLLLSCPFLLILDYELKLRAMIFLTEFCGLR
LKDMESVSRAVLPKFYLENLNFHAYEAVCSAGSKVVFTSVPRVMVEGEFLKEYLSVDSVVGTELQTKGKEF
TGLVSSSGLLVKHRALKELFGDKRPDIGIGSSSLHDHLLISLCKEAYVVSKEEAKSNPSSVMPRDKYPKP
LVFHDGRLAFLPTPFATLSMFMWLPIGILLAVFRLEFVGICLPYNLATILLGIASGVNLKVKGCPPMKSQONG
KGVLYVCTHRTLLDPVFLSTSLGKPLTAVTYSLSKMSEILAPIRTVRLTRDRKRDGETMOKLLSEGDLVV
CPEGTTCREPYLLRFSSLFAELADEIVPVAMNTDVTMEFYGTTASGLKCLDPIFFLMNPRPSYSVEILGKV
PRELTCAGGKSSYEVANYIQKELGMALGFECTSLTRRDKYLMLAGNEGVVQEKRRKP

>S1iGPAT3 probable glycerol-3-phosphate acyltransferase 3 [ Sesamum
indicum] XP 011094070.1
MAPKAFPFSKLALLFSAFLDNFRDTRRNLGNHWSPRSPFEFONLEFLGORPHLENQVLVFHAETVLLRSS
SLFPYFMLVAFEAGSLIRALILFVLYPFICLCHODLALEVMVFICFLGLKKERFTEGRAVLPKFFLEDVG
RESFEVLRRGKLIVAISDLPQVMVESFLKDFLDVDFVVGRDLKACRGYFVGLMEERRDYNAFQVVKLSPH
VIGVGCFRKCFEHEWESNCKEIYLVDEQERRNWHQLPRDLYPKPLIFHDGRLAFRPTFWATLAMFMWLPM
GFTLGIIRTIVVLSSLPFEIKFPILHLTGVRIKISNSELATMSNVNGALYVCNHRTLFDPLMLSSCLRTP
LTAVVYSLSRVSEILSPIKTVRLTRNRGODAELMSKVLSQGNLVVCPEGTTCREPYLLRFSPLEFTEISDN
IFPVAIDCHVSMFYGTTARGFKSLDPLEFFSMNPRSTYSARFLNMVHRGAGDENGDDARTSNYKMANLVQS
MIAEELGEFSCTKLTRKDKYLILAANEGVVRKGGELKTETETKMK

>SiGPAT4 Probable Glycerol-3-phosphate acyltransferase 3 [ Sesamum
indicum] XP 011077903.1
MALMKPLSVQKLPLLFSILILKHFRNPKRTTHOGNFYTADSVEYHKEFQVLGOQRODLEDQFLIFNVETSLL
RSSSLEPYFLLVAFEAGSPIRAFIFLILYPFITVCRDGLALKLMVMICFFGISKDRFREGRAVLPKFFLE
NVGRESFEVLRRGKKTVGVSNLPHVMVESFLRDHLDIDYVVGKDLKVFCGYFVGLMEERRKLIVPDNVLH
NAIGISGCKKDFDCPWFAHCKEIYLVNEQERRNWHQLPRNSYPKPLIFHDGRLAFQPSFLAALAMFMWLP
LGFTLATIRTLIALTLPFEIAIPLMHFIGIRIRVSKPHSFSNRKHGEAKRRLYVSNHKTLLDPIVVSYAT
RNTTLTAVTYSLSRMSEIISPIKTVRLTRHRDOQDAELMHKLLSQNDLVVCPEGTTCRESYLLREFSPLFESE
ISNEVFPVAVNCHISMFYGTTARGLKFLDPFFFLMNPWPSYSARFLGVIHRAGGSRFEAADLVQSEIGKA
LGFTCTKLTRKDKYLILAGNDGVVRDGSRRT

>S1iGPATS5 Glycerol-3-phosphate acyltransferase 3-like [Sesamum indicum]
XP 011088689.1
MSKLNKSSSELDLDRPNIEDYLPSGSLQOQDSHPKLRLRDLLDISPTLTEAAGAIVDDSFTRCFKSNPPEPW
NWNVYLFPLWCLGVVVRYGVLFPLRAIVLTTGWIIFLSCYFPVHFLLKGHDKLRKRLERSLVELICSFFV
ASWTGVVRYHGPRPSMRPKQVFVANHTSMIDFITILEQMTAFAVIMOKHPGWVGLLOSTILESLGCIWENR
SESKDREIVARKLREHVNGADNNPLLIFPEGTCVNNHYTVMFKKGAFELGCTVCPIAIKYNKIFVDAFWN
SRKQSFTTHLLOQLMTSWAVVCDVWYLEPONLKPGETPIEFAERVRNIISVRAGLKKVPWDGYLKYSRPSP
KLRELKQQSFAESVLRHLEQK

>SiGPAT6 Glycerol-3-phosphate acyltransferase 3-1like [Sesamum indicum]
XP 011092934.1
MSKLNTSSSELDFDRPNIEDYLPSGSIQEPHGKLRLRDLLDISPTLTEAAGAIVDDSEFTRCEFKSNPPEPW
NWNIYLFPLWCLGVVIRYGLLFPLRVIVLTIGWIIFLSCYFPVHFLLRGHDKLRKRLERGLVELICSFFEV
ASWTGVVKYHGPRPSMRPKQVEFVANHTSMIDFIVLEQMTAFAVIMOKHPGWVGLLOSTILESLGCIWEFNR
SESKDREIVAKKLREHVHDADNNPLLIFPEGTCVNNHYTVMFKKGAFELGCTVCPIAIKYNKIFVDAEFWN
SRKOQSFTTHLLOQLMTSWAVVCDVWYLEPONLKPGETPIEFAERVRDIISVRAGLRKVPWDGYLKYSRPSP
KHRERKQQSFAESILRRLEEK

>SiGPAT7 Probable glycerol-3-phosphate acyltransferase 3 [ Sesamum
indicum] XP 011094147.2
MLVAFEAGGLIRALILFLLYPMISLCRQELALKVMVEVCFLGLKKERFVEGRAVLPKFFLEDVGRESFEV
LRRGKMTVGVSDLPQVMVESFLRDYLEVDFVVGRELKVFRGYFVGLMEERRERGFQVVKMAPDVIGIGCE
RKCLDREWFLNCKEIYLVSEQERRNWHQLPRDLYPKPLIFHDGRLAFRPTFWATLSMEFMWLPIGFTLGIT
RAIVALSSLPFEIKFPILHLTGAQIKISNPELATTNNANGALYVCNHRTLLDPLMLSYCLRTPLTAVVYS
LSRVSEIISPIKTARLTRNRGODAELMHKLLSQGNLVVCPEGTTCREPYLLRFSPLFTEISDRIFPAAID
YDVSMEYGTTARGFKSLDSLFLLMNPQPSCSVRFLNMVRGGADETGDDVETSKYKTANLVQAMIAEELGFE
TCTKLTRKDKYLILAGNEGIVGDGKKV



>SiGPAT8 Glycerol-3-phosphate acyltransferase 5-1like [Sesamum indicum]
XP 011085137.1
MEYCVVSELEGTLLKDHDPEFSYFMLIAFEASGLIRFALLLALWPFIRLLEALGRGDDGLKLMIFVATAGV
PFSEIEAVARAVLPKFYLDDINMDAWRVESSYPKRVVVTKMPKIMVEREFVMEHLRADHVVGSDLSMNREG
FATGFLKDDEFGSVAKRVAQLFGDDEKPCLGLGRPDSGCSSLFLPLCKEECHPPFITNHKNHHQHQITIIRP
LPVIFHDGRLAKRPTPSTALLIILWVPLGIILAAIRIAVGLMLPMWATRHIAPLLGGRVVVKGNPPPPPS
RRSSTSGVLEVCTHRTLMDPVVLSTVLRRRIPAVTYSISRLSEILSPIPTIRLTRIRDVDATKIKQELEK
GDLVVCPEGTTCREPFLLRFSALFAELTDQIVPVAMNYRVGLFHATTARGWKAMDPIFEFFMNPRPVYEVT
FLNQLPVEATCSAGKSPHDVANYVORILAATLGFECTNFTRKDKYRVLAGNDGNVSSTDGGGAAGLVDAF
KKIVPSFIILH

>SiGPATY9 Glycerol-3-phosphate acyltransferase 5-1like [Sesamum 1indicum]
XP 011076807.1
MESVVSELEGTLLKDPHVEFSYFMLIAFEASGLVRFAFLLALWPLIRLLEVCGRGDDGLRLTVEFAATVGVP
VSEIEAVARAVLPKEFYLDDINMRAWRVESSYDRRVVVTRMPRIMVERFGKEHLMAGDVVGTELSVNREFGL
ATGFIKSGIGSIGKKVTELFGDEKPRLGLGRPKCGEFSSLFMPLCOEECHPPFPNRKPMHENHIIRPLPVI
FHDGRLVKRPTPSAALVILLWIPLGILLAAIRIAVGLMLPMWAIPRVAPAFGGRVVVKGTPPPPASASNS
GVLEFVCTHRTLMDPVVLAAATIQRRIPAVTYSISRLSEILSPIPTVRLTRNRDVDAQKIKRELEKGDLVVC
PEGTTCREPFLLRFSALFAELTDRIVPVAMNYSVGFFHPTTARGWKAMDPIFEFFMNPRPIYEVTEFLNQLP
VEATCSAGKSPHDVANYVQRILAAALGFECTNFTRKDKYRVLAGNDGTVSQTSEPDTKMVNAFKKVVASFEF
MLH

>SiGPAT10 Glycerol-3-phosphate 2-O-acyltransferase 6-1like [ Sesamum
indicum] XP 011073520.1
MAVPKTNTPNRIPTIFQCDSKGRENHTVVADLDGTLLIGRSSFPYFALIAFDVGGILRLLLLLLASPLAG
FLYYFVSEAAGIRVLIFATFAGVKVSAIKSAASAVLPKHYSEDMHPETWRVEFSSCGRKCVLTANPRIMVE
PFLKNYLGVDVVLGTEISSYKGIATGEVASAGVLVGRNKAIALRRAFGAESMPDIGIGDRKTDFPFMRLC
KERYIVPSRPEVRPVRHDALPKPVIFHDGRLVOQKPTPLMALLITILWEFPIGIILSILRVLVGSLSPISLTY
YIVNFMGCPITVKGTPPRGAKSSSTRRGVVEVCSHRTVLDAVEVSASLGRMTTTISYSVASFTEFLSPIK
TSRLTRERTKDAQLINDILDQGRYLVMCPEGTTCREPYLLREFSSLFAELTDQIVPVAIVVKTSMFHGTTA
RGHKWLDPFFFEFMNPVPAYEVTFLNKLSPDQTCSAGKSSHEVANSVQEMIAKTLNYKCTNLTRKDKYRAL
AGTDGLVGQQPVRAATKVIGG

>SiGPAT11 Glycerol-3-phosphate 2-O-acyltransferase 6-1like [ Sesamum
indicum] XP 011086432.1
MAAGEFPTVDVCPSIGREKDTVVADMDGTLLRGRSSFPYFALVAFEVGGVLRLLFLLLLAPLAGVLYYFEV
SESAGIRVLIFATFAGMRVSDIESVARAVLPKEFYSGDLHSESWRVEFSSCGKRCVLTANPRIMVEAFLKEF
LGADMVLGTEVSTYGGRATGFVKEPGVLVGKNKAEALKAAFGEAPPETIALGDRHTDFPFMSLCKEGYIVP
PKPEVKAVTIEKLPKPITFHDGRLVQKPTPFLALLTILWIPVGFLLACLRIAAGSLLPMPLVYYAFWALG
VRVTVKGTPPPPVHKSSTQSGVLFICSHRTLLDPIFLSTALGRPIPAVTYSVSRLSEITISPIKTVRLSRD
RATDAAMIKKLLQEGDLAICPEGTTCREPFLLRFSSLFAELTDELVPVAMVNRMSMFHGTTARGWKGMDP
FYFFMNPSPAYEVTFLNKLPRELTCGAGKSSHEVANYIQRVIAATLSYECTTFTRKDKYRALAGNDGTVV
EKPRROVMGC

>SiGPAT12 Glycerol-3-phosphate 2-O-acyltransferase 6-1like [ Sesamum
indicum] XP_011091226.1
MAVRSTHSPSKIPTIYQCDSKGRENQTIAADMHGTLLIDRSLFPYFALIAFDVGGILRLLLLLLTAPLAW
FLHHFVSESAGIRVLVFASFAGVKVSEIESAANAVLPKHYSEDLHPETWRVLSSCGRKCVLTESPRIMVE
PFLKNYLGVDLVLGTEISSWWGVATGEFMARGGVLVGEQKAMALRKAFESSLAPEIGIGDSEADFAFMNLC
KEKYIVPSEQRVRPVKQVELPKPVIFHDGRLVQKPSPLIALLIIVWEFPIGVLLSVSRVLIGSNSPISLEY
YITIQLTGCKILVKGTPPPNAKNSRRTGVAFICSHKTVMDPLEVSAVLGRNTTCISYSVSRLTEFLSPIRN
CRLTRERSKDAKIIKDILEEGWDLVMCPEGTTCREPYLLRFSSLFAELTDEIVPVAINIRTSMFHGSTAR
GRKWLDIFFFFMNPLPVYEITFLDKLSPDQTCSAGKSSFDVANNVQEMIGTVLKFKCTKFTRKDKYRMLA
GTDGLVGGKPGAVAADKLS

>SiGPAT13 Glycerol-3-phosphate 2-O-acyltransferase 4 [Sesamum indicum]
XP 011092551.1
MASAAAVAARFPSTIEKCDTSGENRRSIAADLDGTLLISRSSFPYFMLVATEAGSLLRGLILLLSFPLIAV
AYTIFVSESLATIQMLIYISYSGLKVRDIELVSRAVLPRFYANDVRPESYEVEDKCDRKVIITANPTIMVEP
FVKEYLGGDKVVGTEIEVDPKTKKATGFVKKPGVLVGKWKKLGVLKEFGEEKPDIGIGDRESDHDEFMSIC
KEGYMVHPSKSAKPLPLDRLKSRLIFHDGRLVQCPTPLNALITYIWLPFGFILSLIRVYEFNLPLPERIVR
YTYPMLGINLVIKGNPPPPPSAGSPGNLYVCNHRTALDPIVIATIALGRKVSCVTYSVSKLSRFLSPIPAV



ALTRDREADAARIKALLQKGDLVVCPEGTTCREPYLLRFSALFAELSDRIVPVAVNLKONMFHGTTVRGV
KEWDAYFYFMNPRPTYEITFLERLPEEMTCKGGGKSSIEVANHVQRILAGALGFECTQLTRKDKYMLLGG
NDGKVESIYSKK

>SiGPAT14 Glycerol-3-phosphate 2-O-acyltransferase 4-like [ Sesamum
indicum] XP_011093132.1
MAKTATAAVRFPSIEKCDASGENRQATIAADLDGTLLISRSSFPYFMLVATIEAGSLLRGLILLLSEFPITIAT
AYVEVSEALATIQMLIYISFSGIKVRDIELVSRAVLPREFYARDVRAESYEVEDKCKRKVIITANPTIMVEP
FVKEFLGGDKVIGTEIEVDPKTRKATGYVKKPGVLVGKWKKLGVLKEFGEEKPDIGIGDRASDHDEFMSIC
KEGYMVPPSKTAKPLPLDRLKSRLIFHDGRLVOQRPTPLNALITYIWLPFGFLLSLIRVYEFNLPLPERIVR
YTYPMLGINLVIKGNPPPPPSPGSPGNLYVCNHRTALDPIVIATALGRKVSCVTYSVSKLSRFLSPIPAV
ALTRDREADAAMIKALLQKGDLVVCPEGTTCREPYLLRFSALFAELSDRIVPVAVNIKQONMEFYGTTVRGV
KEWDAYFYFMNPRPTYELTFLERLPEEMTCKAGGKSSIEVANHVQRILAGTLGFECTQLTRKDKYMLLGG
NDGKVESMYSKK

>SiGPAT15 Glycerol-3-phosphate 2-O-acyltransferase 6-1like [ Sesamum
indicum] XP_011077573.2
MGAHRHFHPITKCTTQGRSNQTVAADLDGTLLVSRSAFPYFMLVALEAGSLIRALLLLSSVPFVYLVYLF
VSESLAIQSFIFISFSGLKIRDIELVSRSVLPKEFYSEDVHPETWKVENSEFGKRYIVTANPRIMVEHEAKS
YLGADKVLGTELEVTKSGRATGFVKKPGVLVGEHKKMAIVKEFGSNVPDLGLGDRETDHDFMSICKEGYM
VPRTATEPLPRNKLLSPIIFHEGRLVOQRPTPLVALVTFLWMPIGEVLSVIRIYLDIPLPERIVRYTYMML
GIKLIVKGTPPPPPSPGRGGVLEVCNHRTILDPVVTAVALGRKISCVTYSISKEFSELISPIKAVALSRER
EKDAANIKRLLEEGDLVICPEGTTCREPFLLRFSALFAELSDRIVPVAINTKQOSVFYGTTARGYKVLDPY
FVFMNPRPTYEITFLNQLPEELTVKGGKSAIEVANYIQRVLAGTLGFECTNLTRKDKY IMMAGTDGRVQP
NKDKDDREHKK

>SiGPAT16 Glycerol-3-phosphate 2-O-acyltransferase 6-1like [ Sesamum
indicum] XP_011094988.1
MGAHREFEPITKCKSSEGRSNQTVAADLDGTLLVSSNAFPYLMLVALEAGSLIRALFLLASVPEFVYFLYL
FLSESLAVQILIFIAFSGLKIRDVELVAKSVLPKEYAEDVHPETWRVENSEFGKRYIVTANPRIMVEHEVK
NYLGVDKVLGTELQVTKSGRATGFVKKPGVLVGDHKKMAIVNEFGTNVPDLGLGDRETDYDFMSICKEGL
IVPRTRTEPLPRNKLLSPIIFHEGRLVHKPTPLVAFLTFLWMPIAITLSEVRVFLHIPLPERIVRYTSMM
LGIKLIVKGTPPPPPRPGOGGRLLVCNHRTVLDPLVTAVALGRKITCVTYSISKFSESISPIKTVGLSRE
TEKDAATIKRLLEEGDLVICPEGTTCREPFLLRFSALFAELSDRIVPVAVNTKQCVEFYGTTTRGYKFEFLDP
FEFVFMNPRPTYEITFLNEVPREFSVRGGKSGIEVANYVQSATAGKLGFQCTNLTRKDKYAMMAGTDGRVH
SKYSGLIMPAK

>SiGPAT17 Glycerol-3-phosphate 2-O-acyltransferase 6-1like [ Sesamum
indicum] XP_011098557.1
MAESKLHSSVTFPSISKCESHGREKHTVVADMDGTLLIGRSSFHYFALVAFEVGGMLRLLFLLLASPLAG
ILYYFISESAGIRVLIFATFAGMKVSDIESVGRAVLPKFYSGDLHPETWRVESSCGMKCVLTANPRIMVE
AFLKEYLGADLIIGTEISTYKGRATGLVTSPGILVGKNKAEGLRKAFGNTTPEIGIGDRKTDYPEFMNLCK
ESYMVHRTPKVQOPVSQODRLLKPIVFHDGRLVOKPSPLMALLIILWIPIGFILACIRIAAGALLPMPMVYY
AFRALGVRVTIKGTPPPRPEKSLGQTGVLEFVCSHRSLLDPIFLSTALGRAIPAVTYSLSRLSEIISPIKT
VRLNRDRAKDADMIKKLLKEGDLVICPEGTTCREPFLLRFSALFAELTDELVPVAMSNRMSMFHGTTARG
WKGMDPFYFFMNPSPAYEVTFLNKLPGDLTCGAGKSSHEVANYIQRMIAATLSYECTSFTRKDKYRALAG
NDGNVVEKPRKIAADKVMGS

>SiLPAAT2-1 1l-acyl-sn-glycerol-3-phosphate acyltransferase 2 [Sesamum
indicum] XP 011075205.1
MATAAATIVIVPLGVLFFVSGLVINFIQAVCFLLIRPLSKKTYRRINREVAGLLWLGLVWLIDWWAGVKIE
LYTDSETFKLMGKEHALVICNHKSDIDWLVGWVLAERSGCLGSTLAVMKKSSREFLPVIGWSMWESEYLFL
ERSWAKDESTLKSGLORLRDFPRPFWLALEFVEGTRFTQAKLLAAQEYASSAGLPVPRNVLIPRTKGEFVTA
VSHLRSFAPATYDVTVAIPKTSPAPTMLRLFKGQSSVVHVHLKRHLMKDLPETDEATAQWCRDAFVAKDK
LLDKHNDEDSFGEQLODTSRPVKSLLVVCCWAILLILGTLKVIQHYSLLSSRKGAALSATALAVVTILMQ
ILTQFSQSERSTPAKVVPSKSRNGVEPSRAN

>S1iLPAAT2-2 l-acyl-sn-glycerol-3-phosphate acyltransferase 2-1like
[Sesamum indicum] XP_011078878.1
MAFPAAVVIVPLGVLFFMSGLVVNLIQATICYVLIRPLSKNTYRRINREVAELLWLELVWLVDWWAGVKIE



IYTDAETFKLMGKEHALVICNHRSDIDWLVGWILAQRSGCLGSTLAVMKKSSKFLPVIGWSMWESEYLFL
ERSWAKDENTLKTGLORLRDFPRPFWLALEVEGTREFTOQAKLLAAQEYASSTGLPIPRNVLIPRTKGEVTA
VSHMRSEFVPAIYDATVAIPKTSPTPTMLRLFKGQSSVIHVHLKRHLMNDLPETDEAVAQWCRDAFVAKDK
LLDRHIAEGTFGEQLONTGRPVKSLLVVSSWAILLILGTMKVIQWEFSLESSWKGIIFSAVALAVITILMQ
ILIQFSQSERSTPAKVAPAKHKSVTESSASRLDKHQ

>SiLPAAT3 1l-acyl-sn-glycerol-3-phosphate acyltransferase 2 [ Sesamum
indicum] XP 011080283.1
MATAAAVFLPLGILFLLSGFIVNLIQAVLEFVLIRPVSKSAYRRINKEIIELLWLELIWLEFDWWANIKVEL
FVDQETFDLLGKERALLICNHRSDIDWLVGWVLAQRAGCLGSSLAMIKKSSLEFLPVIGWSMWESDYIFLE
RSWAKDENTLKSGLVALNDYPLPFWLALFVEGTRFTQAKLEAAQEYAASAGLPVPRNVLIPRTKGEVAAV
THLRSEFVPVIYNITVAIPKNEPRPTLLKIFRGRSSAVHVHIERHIMRDLPETSSGISQWCKDMEVAKDAL
LERHLATNTFGDEIRHDIGRPKKSLLVVLTWSSILILAIIKVLECFPFSWGEIVFCVVFLALVTTLMQIL
IVFSQSEHSTPPKVSKPDHLRQVLLQS

>S1iLPAAT4 Probable 1l-acyl-sn-glycerol-3-phosphate acyltransferase 4
[Sesamum indicum] XP_011074489.1
MSMEISQPLOSTKGLKHFPLTPFRFFRGLLCLAVYLSTAFMFLVYEFVPLVAVVLRLISVHYSRKSVSFEFLF
GLWLGLWPFLFEKINKTRVIFSGDRVPVEQRVLITANHRTEVDWMY LWNLALRKGCLGYIKYILKSSLMK
LPVFGWGFHILEFIPVERKWEVDEPVMROMLSTFTNREDPLWLAVFPEGTDYTEQKCLKSQKFANENGLP
VLKNVLLPKTRGEFNVCLEILRGSLDAVYDVTIAYKNQCPSFLDNAFGIDPSEVHMHVRRIPLEEIPVSKD
EAAAWLMNAFVLKDQLLTDFIVNGHFRQESTENQLSTVKCVANCIVVIVFTGIFTYLTFFSSHWFKVYVG
>SiLPAAT5 Probable 1l-acyl-sn-glycerol-3-phosphate acyltransferase 5
[Sesamum indicum] XP_011088344.1
MESDSVLKLKRGORHRPLTPFRVIRGVLCLIVLVLTAFVLLVYFGFWTAIPLRFEFSMHHSRKATAFIFGS
WIALWPFWFEKINRTKVVESGDCVPAEERVLLIANHRTEVDWMYLWDLALRKGCEGYIKYILKSSLMKLP
VEGWVFHVMEFIPVVRKWEADELMMROMLSSFRDPRDPLWLAVFPEGTDFTEQKCVRSQKYASENGLPIL
KNVLLPKTKGFHACLENLKDSLDAVYDITIGYRONCPSFLDNAFGVDPSEVHIHVRRISLKEIPTSEDQT
SSWLMNTEFSLKDOMLSDEYTQGHFPNEGTETSLSTVKCVVNFILVMILTGTCTFLTFEFSSIWEFKIYVSLV
CAYMASATYFDVRPSPIVH

>SiPAH1-1 Phosphatidate phosphatase 1 [Sesamum indicum] XP 011077414.2
MNVVGKVSSFITQGVYSVATPFHPFGGAVDIIVVQONDGTFRSTPWYVREFGKFQGVLKGAEKVVRIEVNG
VEANFHMFLDNSGEAYFVREVDPDKDSENLEDGREDNSTDESNSDGGSKENDESGQDASEFNNDEVDETE
VRDERVTLGMDRLERVESDSGIFYELHDEQSSTEGSVEFSEYDSSGEFNSLESVEHALESQDSNSEVVLVS
VDGHVLTAPISASERNAENVELGTPOFHLGPGEGTENFNRVEDPWNADYLRELDASAHEVTTENICKGNS
ETRSSEQQLELSGGDGEHLCHVEETQODSADODKELCTESSEYTTTRFKRREVFKSCVELLELELQSPTNN
QENVGSSVEILEAANDLNEKSPLSPSINETEEGNVEISRDSNELSTHDTGDPGSVSSPELQVEAATNERN
TSHMNHDGSDSMPVQSVSNNQELOKQLEAHPTAKRVHENDQESHTDECSKSESHADASIEDGKSDLLAKLE
ISLCGNLLHAGMGLNAAEDAFNANCVSLEEFKLSASSIVKNENLIVRLOQGKYLPWCKAAHIVLGMAAYGL
DLPVDVHDIIPVEQEVPGAKEDDSATTPTQOSGGWRLWRPFRRVKTLEHNVSNSSNEFVDSDSVSQGQORVSS
PLARSVSSPVARAVSTPTARAAADSPRKKIIRTNVPTTDEIASLNLKEGONMVNEVEFSTRVLGSQKVEAH
IYLWKWNTRIVISDVDGTITKSDVLGQFMPLVGKDWTHSGIARLFCATIKENGYQLLFLSARAIVQSYLTK
SFLEFNLKQDGKSLPSGPVVISPDGLFPSLFREVIRRAPHEFKIACLEDIKALEFPPDYNPEFYAGEFGNRDTD
ELSYRKIGIPKGKIFIINPKGEVAINNRVDVKSYTSLHTLVNDMEFPPTSLVEQEDYNSWNYWKMPLPDID
>SiPAH1-2 Phosphatidate phosphatase 1 [Sesamum indicum] XP 011094787.1
MDVVGKVSSFITQGMYSVATPFHPFGGAVDIIVVKQODGTFRSTPWYVRFGKFQGVLKGTEKVVRIEVNG
VEANFNMYLDNSGEAYFVREVYPGKDDDECLTNSENIDVNSIGSSNIDDGLKESDLYGQEVNDENNGELE
VONKHLNLGRGRLQRVESDTGYVEFYEFQDEPSLEGSVELPEYGSNTCDTLETVEDALESENSNSEVVLVS
VDGHILTAPISSSETDAEDVELDTPQFHLGPGAGTEEYDTGETTWTSDYLSDLHSSAHNIDTEETCDANS
GTLPPKHPSEPCEGDQEHLFHTQETQATTDNGKEVCINSSSGSTSSALKRDDVFKSCLELSELAVQSANT
NKVDVGSSDEIHEATEDPHKKSPGSPLGNPETEKRNHEILTKDGLSPTDSGYPISISLPEVQVEAATIHER
NTLDMDDDGSDSKHLQFVSSNQEPQODQTDVDLAVESKPSGEEVHASDDGYCKSELAEPHKAAPAPNEDTK
SDASTRPEISLSENVQHAGMESRTVEDAFDPNHTSIKPHDIIPGNVETAERKIDDSSMTSARWRLWPIPFEF
RRVKTLEHSDTISSCDEVFVDSECVSPRQPPTTPIARVATDSPRKOQITIRTNVPTTDQIASLNLKEGQNMV
NEVEFSTRVLGSQKVEAHIYLWKWNARIVISDVDGTITKSDVLGOQFMPLVGKDWTHSGIARFEFSAIKENGY
QLLFLSARAIVOAYLTKNFLENLKQDGKSLPDGPVVISPDGLFPSLYREVIRRAPHEFKIACLEDIKALFE
PPDYNPFYAGEFGNRDTDELSYRKIGIPKGKIFIINPKGEVAINHRVEVKAYTSFHTLVNDMFPPTSLVEQ



EDYNSWNYWKMPLPDVE

>SiPAH2 Phosphatidate phosphatase 2 [Sesamum indicum] XP 020550985.1
MOAVGKLGSYISRSVYTVSGPFHPFGGAVDIIVVEQPDGSYKSSPWYVREFGKFOQGVLKTKEKVVSISVNG
VEADFHMYLDHKGEAFFLKEVDIDAGESPGSPPSSLGEDMDKQPOSRLPLKSKSCNYNSDEFPDSIGNERN
GNCVAVGRSTSRRSQILSLVFGRRTMKEEGGOEEKNAYDMVRTDSLERAETIAADLLDLKWSTNLASSRNR
KDNASREFSAVDTSKDEANINLQVGSSSYDETGLISHTSYQELKSTLEENVVEMKCLSTECLVQTPTKAES
VGYTNLSDADALMTDKRGLAESSVITVSEFAKAGSRIEDSVEKLNGLADTSFSESNPRDRTRSLYHCQAS
GTSRVVLDASIERKTNLICHGGCEEVCVQCEAVQDMALKSEPERDMIHAQEKSLTIQHGLRKGDGLSEVQ
EEKTTMNRGTIYGASESTVTECYPELVPLHQSNDYIKDVDSQSVATASSLSYSTCSPAEEQTILAKGEIN
KHSTSVGPVCDTHISVSNEVPPCIQASRISEEEQLLFGIPDNSGYIDGKOMGLSHADLEGENADSSEFPSG
VAGVNESNDATGCSVFSLDHSVIDDYINDANLERRKLRSISGDVCLNKTGHVQSKELMRMVRSLPSLPLR
NNLEVSDLGHASNPSLYPGMEGGANRNNHQLPCAQTMAEDVNVLKENKEEHTNPSIGNSPREVDSLRGSR
RGWPFSFKRSRSMKVSHVDTNSSEIPSAVKFLNDSSELEGGKDVANGKVNKKIVRTLTPTSEQLASLKLK
EGKNIVIFTEFSTAMLGKQQVDARIFLWRWDARIVISDVDGTITRSDLLGQVMPLVGMDWSQSGVAHLESA
IKENGYQLLFLSARAISQSFHTROQFLEFNIKODGKALPDGPVVISPDGLFPSLFREVVRRAPHEFKIACLE
DIKALFPGDRNPFYAGEFGNRDTDEFSYLKVGIPKGKIFIINPKGEIVVNRRVDTKSYLSLHALVHGMEFPT
MLSSEQEDFNSWNYWKLPPPAIDV

>S1DGAT1 Diacylglycerol O-acyltransferase 1 [ Sesamum indicum]
NP 001291334.1
MAILDSPESFDTTSSSAGNDGDHRSTLRRRPSARAAEVLLDSNSNSLEADTVVNGAESDRNDGNSTGNLC
GRVVESLNEEQRSESAGEGLSYVKEKEEEKGKENGE IGEGKGGEALAVKFAYRPSAPAHRKIKESPLSSD
AIFKQOSHAGLENLCIVVLVAVNGRLITENLMKYGWLIKSGFWESSTSLRDWPLLMCCLSLPVFPLAAFLV
EKSVQONYISEWVAVFLHVIITTTEILYPVVVILRCGSAVLSGVTLMLFACIVWLKLVSYAHTNYDLRVL
SKSLDKWEALSSYWNVDYSYDVSFKSLVYFMVAPTLCYQPSYPRTACIRKGWVVRQLVKLVIFTGLMGET
VEQYINPIVONSQHPLKGDLLYAIERVLKLSVPNLYVWLCMEFYCFFHLWLNILAELLCFGDREFYKDWWN
ARTVEEYWRMWNMPVHKWMVRHIYFPCLRNGIPKGVAVLVAFFVSAIFHELCIAVPCHIFKFWAFLGIMF
QVPLVIVTNFLODKFKNSMVGNMMFWCEFFCILGOPMSVLLYYHDLMNRKASAR

>S1DGAT2 Diacylglycerol O-acyltransferase 2D [ Sesamum indicum]
XP _011098009.1
MALEADGDVGQRKSPSAEAAAPSTPAEFRGSQGPVLHTILALVLWLGSVHENVVVVLVSFIFLPFQKALG
VIGLLLILMVIPIDERSKLGRKLSRYICKHAVGYFPVNLYVEDIKAFDPNEAYVFGYEPHSVWPIGVVAL
ADHTGFMPLPKMKVLASTAVEYTPLLRHVWSWLGLAPATRKNFTSLLLSGYSCIIVPGGVQEAFYMERGS
ETAFLOKRKGFVRIAIETGKPLVPVECEFGQSDVYKWWKPSWKLYREFARAIKFAPIVEWGVLGSPLPEFRR
PLHVVVGRPILLKKNPOQPTEEEVAEVHSQFVEGLEGLFERHKTRVGCTDVQLRIL

>SiDGAT3 Diacylglycerol O-acyltransferase 3, [Sesamum indicum]
XP 011086024.1
MDSAAVVLKQPLRISSSCYSASPSKELRTFSESVMVGRRRPRPGILSSGFCDQGHLQYYNSNSGPSSSRG
MTMMTVMSGKODKTTTEKAPKKMKKKKQLKLLKGLSRDLSTFSQMGEFGLDSDVALLDQVKGNMISEAAEL
LLEQLOQKLRADEKKLKRKMKEEKARLKAANKQSAHMDCERSSSSSSESSDSECGEVIDMTDLKRAQAKQS
IMOQVIEEATSSYSTPVMPLESNVSEARLVVPVEPSITIPEESQLRSPHNVENECCSGTSSSFINTGNLV
EENVSSPSCSKKIEVCMGGKCKKSGAGALLEEFQRVVGIEGAVSGCKCMGKCRDGPNVKVLRGFDGGVAD
ADAAVRAPANSLCIGVGLEDVNMIVANFLGENHNQLGLAAAS



>AtaccBl Acetyl-CoA Carboxylase biotin-containing subunit [Arabidopsis
thaliana] AAC49114.1
MASSSFSVTSPAAAASVYAVTQTSSHEPIQNRSRRVSFRLSAKPKLRFLSKPSRSSYPVVKAQSNKVSTG
ASSNAAKVDGPSSAEGKEKNSLKESSASSPELATEESISEFLTQVTTLVKLVDSRDIVELQLKQLDCELV
IRKKEALPQPQAPASYVMMOOPNQPSYAQOMAPPAAPAAAAPAPSTPASLPPPSPPTPAKSSLPTVKSPM
AGTFYRSPAPGEPPFIKVGDKVQKGQVLCIVEAMKLMNEIESDHTGTVVDIVAEDGKPVSLDTPLEVVQP
VESAP

>AtaccB2 Biotin carboxyl carrier protein 2 [Arabidopsis thalianal]
NP 568316.1
MASLSVPCVKICALNRRVGSLPGISTQRWQPQOPNGISFPSDVSQNHSAFWRLRATTNEVVSNSTPMTNGG
YMNGKAKTNVPEPAELSEFMAKVSGLLKLVDSKDIVELELKQLDCEIVIRKKEALQQAVPPAPVYHSMPP
VMADFSMPPAQPVALPPSPTPTSTPATAKPTSAPSSSHPPLKSPMAGTEFYRSPGPGEPPEVKVGDKVQKG
QIVCITEAMKLMNETIEAEKSGTIMELLAEDGKPVSVDTPLEVIAP

>BnaccBl Biotin carboxyl carrier protein of acetyl-CoA carboxylase 1,
[Brassica napus] XP 013649844.1
MASSSFSLTSPAASVYGATQASSQRPLPTTRSRLPRSVSFRLSAKPKLRFLSKPSRSSYPVVKAQSNQVG
GNASSKASAPVKIDESSAEEKDSNTSSSAELATEESISEFLTQVTTLVKLVDSRDIVELQLKQLDCELVI
RKKEALPQAQTPAPYVMMQOPNQPSYVQATAPPPPSAPAPSTPASSPPPSPPSPAKSSLPTVKSPMAGTFE
YRSPGPGEPPFIKVGDKVQKGQVLCIVEAMKLMNEIESDQTGTVVDIVAEDGKPVSLDTPLEVVQP
>BnaccB2 Biotin carboxyl carrier protein of acetyl-CoA carboxylase 2,
[Brassica napus] XP 013728269.1
MASLSVPYAKISASNRRVGSIPGIRRQPQLNAVSFPSDVSQTQSTTWKLRATTNEVVSNSTPVTNGGCLN
GNVKSNVPESAELSDFMAKVSGLLKLVDSRDIVELELKQLDCEIVIRKKEALAAPPAPVYHSMPPPMAGE
PMAPSHPVAPPPFSPSPSSAPETAKPVTPPSSSHPPLKSPMAGTFYRSPGPGEPPEVKVGDKVQKGQVVC
ITEAMKLMNEIEAEKSGTITELLAEDGKPVSVDTPLFTIVP

>GmaccB2 Biotin carboxyl carrier protein subunit [Glycine max] AAG44776.1
MASFTIPCPKCVVVPFAHLGLNSQTQORNALGLKKSLSFGSLSSDSAPNGIQCLNKKQSSVWKLQAQPKE
AVTVENSAPVQVNGPKIAPPEEKDDHNGKPSGPSTSADASSISAFMNQVSDLVKLVDSKDIMELQLKQAN
CELVIRKKEALLPPPATFVAPVSQPFPYPTNSLPAAPPSVATSTPASSPSSKAAPALPPAKASKSSHPAL
KCPMAGTFYRSPAPGEPPFVKVGDKVQKGQVICIIEAMKLMNETEADQSGTVAEVVAEDGKPVSVDTPLFE
VIVP

>GmaccBl Biotin carboxyl carrier protein subunit [Glycine max] AAG44776.1
MASSLAPATKAATNLRLTHSLRESPKPNNLRFATKPGNTLLCTRVKAQLNEVALDSSSNATSPPMKAKSK
EEPPAKPLAEPSSSVLATQESVSQFITQVASLVKLVDSRDIVELKLKQHDVEVTIRKKEAMPQPPPAPQP
SVVYSPPPPALPPPPVPASTPAPTLARATPTPTSAPAVKSAKSSLPPLKSPMAGTFYRSPAPGEPSFEFVKV
GDKVKKGQVVCIIEAMKLMNEIEADQSGTIVEIVAEDAKSVSVDTPLEVIQP

>AhaccBl Biotin carboxyl carrier protein of acetyl-CoA
carboxylase, [Arachis hypogaea] XP 025649626.1
MASSFASTASSASSSLPTPSKPKPKINHFRFSHSNLSFRLSPKPNLPFLTKGSPPCQIVCPRVKAQLNEV
SLDGSSNAVAPTTANSEAEATAKPSSGTSSGVLASQESISQFITQVASLVKLVDSRDIVELQLKQHDCEV
MIRKREAMPQPQPPAQPAMYYPPPSLAAPPVAPASSPAPAPTPATRAASASPPAAKSTKSSLPPLKCPMA
GTFYRSPGPGEPPFVKVGDKVKKGQVLCITEAMKLMNE IEADQSGTIVEILAEDGKPVSVDMPLEVIEP
>AhaccB2 Biotin carboxyl carrier protein of acetyl-CoA carboxylase 2,
[Arachis hypogaea] XP_025681786.1
MASFTVPCPKCPSPSLGLNSQKLLKPSLSFGSLAAESASSGIRCLNGKQFSVQKLOQAQRREAVTTIENSA
PVLVSGPKVAAPNEKEDQNGKPGGTTTDPSLVSAFMAQVADLVKLVDSRDIVELQLKQSDCELMIRKKEA
LEPPPQVIAPASAPMHYAAYPSPPPPPPPVAASSTPASSPPAKAAPALPSPGKASTSGHPPLKCPMAGTFE
YRSPAPGEPPFVKVGDKVQKGQVICIIEAMKLMNEIEADQTGTITEILAEDGKPVSVDTPLLVIAP
>AhaccBl-1 Biotin carboxyl carrier protein 1-1 [Arachis hypogaeal
AC053609.1
MASSFASTASSASSSLPTPSKPKPKINHFRFSHSNLSFRLSPKPNLPFLTKGSPPCQIVCPRVKAQLDEV
SLDGSSNAVAPTTANSEAEATAKPSSGTSSGVLASQESISQFITQVASLVKLVDSRDIVELQLKQHDCEV



MIRKREAMPQPQPPAQPAMYYPPPSLAAPPAAPASSPAPAPTPATRAASASPPAAKSTKSSLPPLKCPMA
GTFYRSPGPGEPPFVKVGDKVKKGQVLCITEAMKIMNE IEADQSGTIVEILAEDGKPVSVDMPLEVIEP
>AhaccB2-1 Biotin carboxyl carrier protein 2-1 [Arachis hypogaeal
AC0O53611.1
MASFTVPCPKCPSPSLGLNSQKLLKPSLSFGSLAAESASSGIRCLNGKQFSVQKLOAQRREAVTTIENSA
PVLVSGPKVAAPNEKEDQNGKPGGTTTDPSLVSAFMAQVADLVKLVDSRDIVELQLKQSDCELMIRKKEA
LEPPSQVIAPASAPMHYAAYPSLPPPPPPAAASSTPASSPPAKAAPALPSPGKTSTSGHPPLKCPMAGTFE
YRSPAPGEPPEFVKVGDKVQKGQVICIIEAMKLMNEIEADQTGTITEILAEDGKPVSVDTPLLVIAP
>GhaccBl Biotin carboxyl carrier protein of acetyl-CoA carboxylase
[Gossypium hirsutum] ABU41516.1.
MASSLSTTSSAAFTSVAKTTTALPNSTNLQLSIVSFRESSRRNLRFFSKSLQHGONSKTVVKAQLNEVAT
DGSSNASAAPTIKSGAPTAEAKDAKTSSDVSPLAMATEESTAEFLNQVSSLVKLVDSRGIVELQLKQLDC
ELVIRKKEALPQPPSAAPVVMMOSPSQLPVMPPPPSVPALPAGQASAAPTPAPSLAASKSAKSSLPPLKC
PMARTFYRSPAPGEPPEFVKVGDKVQKGQVLCITEAMKLMNEIEADQSGTMVEILAEDGKAVSVDMPLEVI
EP

>AtaccC Acetyl Co-enzyme a carboxylase Dbiotin carboxylase subunit
[Arabidopsis thaliana] NP _198386.1
MDASMITNSKSITSPPSLALGKSGGGGVIRSSLCNLMMPSKVNFPRORTQTLKVSQKKLKRATSGGLGVT
CSGGDKILVANRGEIAVRVIRTAHEMGIPCVAVYSTIDKDALHVKLADEAVCIGEAPSNQSYLVIPNVLS
AATSRGCTMLHPGYGFLSENALFVEMCRDHGINFIGPNPDSIRVMGDKATARETMKNAGVPTVPGSDGLL
QSTEEAVRVANEIGFPVMIKATAGGGGRGMRLAKEPGEFVKLLQQAKSEAAAAFGNDGCYLEKFVONPRH
IEFQVLADKEFGNVVHEFGERDCSIQRRNQKLLEEAPSPALTAELRKAMGDAAVAAAASIGYIGVGTVEFLL
DERGSFYFMEMNTRIQVEHPVTEMIYSVDLIEEQIRVAMGEKLRYKQEDIVLRGHSTIECRINAEDPEFKGE
RPGPGRITSYLPSGGPFVRMDSHVYSDYVVPPSYDSLLGKLIVWAPTREKATIERMKRALNDTIITGVPTT
INYHKLILDVEDFKNGKVDTAFIVKHEEELAEPQETIVAVKDLTNATV

>CoaccC Biotin carboxylase [Camellia oleifera] ACS14663.1
MDSALTFCKSVHSPPGLEFVGRSRGIQSPQCSVMVGSRVNEFPRQSVRVAQISRKSEKRGGALCATCRDEKI
LVINRGETIAVRIIRTAHEMGIPCVAVYSTIDKDALHVKLADESVCIGEAPSSQSYLVIPNVLSAATISRGC
TMLHPGYGFLAENAVEFVEMCREHGINFIGPNPDSIRVMVDKATARETMKNAGVPTVPGSEGLLONTEEAV
RLSEEIGFPVMIKATAGGGGRGMRLAKEPDEFVKLLQQAKSEAAAAFGNDGVYLEKYIQNPRHIEFQVLA
DKFGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTVEFLLDERGSFEY
FMEMNTRIQVEHPVTEMISSVDLIEEQIRVAMGEKLRYKQEDIVLRGHSTECRINAEDAFKNFRPGPGRI
TAYLPSGGPEFVRMDSHVYPDYVVPPSYDSLLGKLIVWAPTRERATIERMKRALNDTITIIGVPTTIDYHKLT
LDVEDFKNGKVDTAFIPKHEQELAAPQKMVPATPAKELTKATA

>AhaccC2 Biotin carboxylase 2, [Arachis hypogaea] XP 025636875.1
MEATMAACNSLSSPSVPIPGLYAGTSRGIKNSQCSFLGATKVNFPSQTMPGTCQLNHKHKTRSGALHATC
QGDKILVANRGEIAVRVIRTAHELGIPCVAVYSTIDKDALHVKLADESVCIGEAPSSQSYLLIPNVLSAA
ISRRCTMLHPGYGFLAENAVEFVEMCREHGINFIGPNPDSIRVMGDKSTARDTMKNAGVPTVPGSDGLLQS
TEEAIRLANEIGFPVMIKATAGGGGRGMRLAKEPGEFVKLLOQQAKSEAAAAFGNDGVYLEKYIQONPRHIE
FQVLADKYGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTVEFLLDE
RGSFYFMEMNTRIQVEHPVTEMISSVDLIEEQIRVAMGAKLRYKQEDIILRGHSIECRINAEDAFKGEFRP
GPGRITAYLPSGGPFVRMDSHVYPDYVVPPSYDSLLGKLIVWAPTREKATERMKRALDDTIITGVPTTIE
YHKLILDIEDFRNGKVDTAFIPKHEEELTMPPQKMVPAINKAKELVGATV

>AhaccCl Biotin carboxylase 1 [Arachis hypogaea] XP 025700754.1
MESRIMAALNSVTSPHLPSHSPGLYAVENSIKSSQCSFSAGSKKVSEFPRQRCSHVTKTRAARDGGAGGAL
GATCQAEKILVANRGEIAVRVIRTAHEMGIPCVAVYSTIDKDALHVKLADDAVCIGEAPSSQSYLLIPNV
LSAATSRRCTMLHPGYGFLAENAVEVEMCREHGINFIGPNPDSIRVMGDKSTARDTMKKAGVPTVPGSDG
LLOTTEEAIRLANEIGFPVMIKATAGGGGRGMRLAKEPDEFVKLLOQQAKSEAAAAFGNDGVYLEKYVQNP
RHIEFQVLADKYGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTVEF
LLDERGSFYFMEMNTRIQVEHPVTEMISSVDLIEEQIRVAMGEKLRYKQEDIVLRGHSIECRINAEDAFK
GFRPGPGRITAYLPSGGPFVRMDSHVYPDYVVPPSYDSLLGKLIVWAPTREKATERMKRALDDTIITGVP
TTIDYHKLILDIEDFKNGKVDTAFIPKHEEELAMPPVKMVLAKEFAGVNA

>AhaccC4 Biotin carboxylase 4 [Arachis hypogaea] AC053619.1
MEATMAACNSLSSPSVPIPGLYAGTSRGIKNSQCSFLGATKVNFPSQTMSRTCQLNHKHKTRSGALHATC
QGDKILVANRGEIAVRVIRTAHELGIPCVAVYSTIDKDALHVKLADESVCIGEAPSSQSYLLIPNVLSAA
ISRRCTMLHPGYGFLAENAVEFVEMCREHGINFIGPNPDSIRVMGDKSTARDTMKNAGVPTVPGSDGLLHS
TEEATIRLANEIGFPVMIKATAGGGGRGMRLAKEPGEFVKLLOQQAKSEAAAAFGNDGVYLEKYIQONPRHTIE



FQVLADKYGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTVEFLLDE
RGSFYFMEMNTRIQVEHPVTEMISSVDLIEEQIRVAMGAKLRYKQEDIILRGHSIECRINAEDAFKGERP
GPGRITAYLPSGGPFVRMDSHVYPDYVVPPSYDSLLGKLIVWAPTREKATERMKRALDDTIITGVPTTIE
YHKLILDIEDFRNGKVDTAFIPKHEEELTMPPQKMVPAINKAKEEFVGATV

>AhaccC3 Biotin carboxylase 3 [Arachis hypogaea] AC053618.1
MGATMAACNSLSSPSVPIPGLYAGTSRGIKNSQCSFLGATKVNFPSQTMSRTCQLNHKHKTRSGALHATC
QGDKILVANRGEIAVRVIRTAHELGIPCVAVYSTIDKDALHVKLADESVCIGEAPSSQSYLLIPNVLSAA
ISRRCTMLHPGYGFLAENAVEVEMCREHGINFIGPNPDSIWVMGDKSTARDTMKNAGVPTVPGSDGLLQS
TEEAIRLANEIGFPVMIKATAGGGGRGMRLAKEPGEFVKLLOQQAKSEAAAAFGNDGVYLEKYIQONPRHIE
FQVLADKYGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTVEFLLDE
RGSFYFMEMNTRIQVEHPVTEMISSVDLIEEQIRVAMGAKLRYKQEDIILRGHSIECRINAEDAFKGEFRP
GPGRITAYLPSGGPEFVRMDSHVYPDYVVPPSYDSLLGKLIVWAPTREKATERMKRALDDTIITGVPTTIE
YHKLILDIEDFRNGKVDTAFIPKHEEELTMPPQKMVPAINKAKEEFVGATV

>BnaccC Biotin carboxylase [Brassica napus] ADI79335.1
MDASMITNPKSIVSLPSLFMGRSGGSIRSSQCNVTMGQAVSFPSQKTKTLKVSRNVKRRSGGGGAFAATC
SSGDKILVANRGEIAVRVIRTAHEMGIPCVAVYSTIDKDALHVKLADEAVCIGEAPSNQSYLLIPNVLSA
ATSRGCTMLHPGYGFLAENALFVEMCREHRINFIGPNPDSIRVMGDKSTARETMKNAGVPTVPGSDGLLQ
STEEGVRLANEIGYPVMIKATAGGGGRGMRLANEPSEFVKLLOQAKSEAAAAFGNDGVYLEKYVQNPRHT
EFQILADKEFGNVVHFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTVEFLLD
ERGSFYFMEMNTRIQVEHPVTEMIYSVDLIEEQIRVAMGEKLRYTQODEIVLRGHSIECRINAEDPFKGFEFR
PGPGRITSYLPSGGPFVRMDSHVYPDYVAPPSYDSLLGKLIVWAPTRERATERMKRALNDTIITGVPTTI
EYHKLILEVEDFKNGKVDTAFIPKHEEELAEPHETVPVKDLTNVAA

>HaaccC Biotin carboxylase 2 [Helianthus annuus] XP 021986207.1
MDSAAVTFCSKPITSPPGVEFIGRSSGIKSSQCNFLVGNKLNFPKQRFQASEKAHRSAKREGALGVTCRAE
KILVANRGEIAVRVIRTAHELGIPCVAVYSTIDKDALHVKLADESVCIGEAPSNQSYLLIPNVLSAAISR
GCTMLHPGYGFLAENAVFVEMCREHGINFIGPNPDSIRVMGDKATARDTMKNAGVPTVPGSDGLLOSTEE
GIRLADEIGFPVMIKATAGGGGRGMRLAKERDEFVKLLOQQAKSEAAAAFGNDGVYLEKCILNPRHIEFQV
LADKYGNVVHEFGERDCSIQRRNQKLLEEAPSPALTPELRKAMGDAAVAAAASIGYIGVGTIEFLLDERGD
FYFMEMNTRIQVEHPVTEMISSVDLIEEQIRVAMGEKLRYTQDDIVLRGHSIECRINAEDAFKNFRPGPG
RITSYLPSGGPFVRMDSHVYTDYVVPPSYDSLLGKLIVWAPTREKAIERMKRALDDTIITGVPTTIEYHK
LILDIEDFKNGKVDTAFIPKHEDELAEPQKPSTSNAAKEVAKAVA

>AtaccA Carboxyltransferase alpha subunit [Arabidopsis thaliana]
BAD93727.1
MASISHSSLALGGASSASASDYLRSSSNGVNGVPLKTLGRAVFTTIRRKDLAVTSRLKKGKKFEHPWPAN
PDPNVKGGVLSYLAEFKPLGDTQKPVTLDFEKPLVELEKKIVDVRKMANETGLDFTEQIITLENKYRQAL
KDLYTHLTPIQRVNIARHPNRPTFLDHITHNITDKFMELHGDRAGYDDPATIVTGIGTIDGKRYIFIGHQKG
RNTKENIMRNFGMPTPHGYRKALRMMYYADHHGFPIVTFIDTPGAYADLKSEELGQGEATIANNLRTMEGL
KVPILSIVIGEGGSGGALAIGCANKMLMLENAVFYVASPEACAATILWKTSKAAPEAAEKLRITSKELVKL
NVADGIIPEPLGGAHADPSWTSQQIKIAINENMNEFGKMSGEELLKHRMAKYRKIGVFIEGEPIEPSRKI
NMKKREAVFSDSRKLQGEVDKLKEQILKAKETSTEAEPSSEVLNEMIEKLKSEIDDEYTEAATAVGLEER
LTAMREEFSKASSEEHLMHPVLIEKIEKLKEEFNTRLTDAPNYESLKSKLNMLRDFSRAKAASEATSLKK
EINKRFQEAVDRPEIREKVEATKAEVASSGASSFDELPDALKEKVLKTKGEVEAEMAGVLKSMGLELDAV
KONQKDTAEQIYAANENLQEKLEKLNQEITSKIEEVVRTPEIKSMVELLKVETAKASKTPGVTEAYQKIE
ALEQQIKQKIAEALNTSGLQEKQDELEKELAAARELAAEESDGSVKEDDDDDEDSSESGKSEMVNPSFA
>BnaccA Carboxyltransferase alpha subunit isoform 2 [Brassica napus]
ACN65504.1
MASMSHSSTIALGGASASASDYLRSSANGVTGVSLRALGRRTMVTATTRSSNLYVTARLKKGKKFDHPWPA
NPDPNVKGGVLSYLSEFKPLGNAQKPVTLDFERPLVELEKKIVDVRKMAEETGLDFTEQIITLETKYRQA
LKDLYTHLTPIQRVNIARHPNRPTFLDHIHNITDKFMELHGDRAGYDDPAIVTGIGTIDGKRYMFIGHQK
GRNTKENIMRNFGMPTPHGYRKALRMMYYADHHGFPIVTFIDTPGAYADLKSEEKGQGEATANNLRTMFEG
LKVPILSIVIGEGGSGGALATIGCANKMLMLENAVEFYVASPEACAAILWQTSKAAPEAAEKLRIASKELVN
LNVADGITPEPLGGAHADPSWTSQQIKIAINENMNEFGKMSGEELLKHRMAKYRKIGVFIEGEPVEPEKK
INMKRRDAVASTSRNLEGEVEKLREQILKAKEASPESDEGEELSSQVLKEMIEKLKSDIDEEYTKAAKAM
GLEERLAATREEFSKANAEEHLMHPVLIERIEKLKEEFNARLSEAPNYESLKAKLDMLKDFSRAKAASDA
ASVKKEINKRFQEAVERPEVREKVEAVKAEVASSGASSFEELSDELKEKVLKTKREVEAEMAVVLKSMGL
ELEAVKPNLKEVVAESPNENIQEKIEKLNREITEKIEEVVRTPEIKSMVELLKVETAKASQMPDOGSQKT



EALEMQIKQKIADALSMSGLQEKQEELEKELAAARELAGEESDESVKDDDDDEDGSGSGRSEIINPHFEA
>GmaccA-1 Carboxyl transferase alpha subunit [Glycine max] AAF80496.1
MAASSASLSGASASDLLRSSTSGENGVPLRTMGKGKLVLKRRNFTVAARLRKVKKHEYPWPPNPDPNVKG
GVLSHLSLFKPLKEKPKPVTLDFERPLVDLQKKIIDVQKMANETGLDFSDQILSLETKYHQALKDLYTHL
TPIQRVNIARHPNRPTFLDHVEFNITEKFVELHGDRAGYDDPATIVTGLGTIDGRSYMFIGHQKGRNTKENT
QORNFGMPTPHGYRKALRLMEYADHHGFPIVTFIDTPGAYADLKSEELGOQGEATAHNLRSMFGLKVPVIST
VIGEGGSGGALAIGCANKLLMLENAVEFYVASPEACAAILWKTAKASPKAAEKLKITATELCKLQIADGVI
PEPLGGAHADPEWTSQOIKKAIKETMDELTKMNTEELLKHRMLKFRKIGGFQEGIPIDPKRKANMKKRDL
SIAKIPDAELEVEVEKLKQQVLEAKESSPVPPKLDLDEMLKQLAREVDLEYSEAVKATGLTDSLLKLREE
VSKANADNQIVDPLLEGKIEKLRVEFEQQLRAAPNYGRLONKLNYLSELCKVKLLSDGKKDNEAVTEFKQE
LKKKIDNALSDPKIRETFEALKAEIKGVGASSASDLDDELKKKIIEFIKEVKEVKEVKEVIENQIESLVN
SSDDIKSKILOLKLEVPKAGETPDSEPKNRIGALVQLIKPSLVEAVDSSGLKDLEFENLVSNDGSLTHGDP
ARDSLTDDQ

>GmaccA-3 Carboxyl transferase alpha subunit [Glycine max] AAF89549.1
MAASSASLSGASASDLLRSSTSGENGVPLRTLGKGKLVLKRRDFTVAAKLRKVKKHEYPWPANPDPNVKG
GVLSHLSLFKPLKEKPKPVTLDFEKPLVDLOQKKIIDVQKMANETGLDEFSDOILSLENKYQOALKDLYTHL
TPIQRVNIARHPNRPTFLDHVENITEKFVELHGDRAGYDDPAIVTGLGTIDGRSYMEFIGHQKGRNTKENI
ORNFGMPTPHGYRKALRLMEYADHHGFPIVTFIDTPGAYADLKSEELGQGEATAHNLRSMFGLKVPVIST
VIGEGGSGGALATIGCANKLLMLENAVFYVASPEACAAILWKTAKASPKAAEKLKITATELCKLQIADGVI
PEPLGGAHADPEWTSQOIKKAIKETMDELTKMNTEELLKHRMLKFRKIGGFOEGIPIDPKRKANMKKRDL
STIAKIPDAELEVEVEKLKQQOVLEAKESSPVPPKLDLDEMLKQLAREVGLEYSEAVKATGLTDSLLKLREE
VSKANADSQIVDPLLKDKIEKLRVEFEQOLRAAPNYGRLONKFKYLSELCKVKLLSDANKDNQAVTEKQE
LEKKVDNALNDPKIRETFEALKAETKGAGASSASDLDDELKKKIVGFMIELKEVKEVKEVIENQIESLVN
SSDDIKSKILOLKLELPKAGETPDSESNNRIGDFIFKKSSKIIMAILLRDMFGNFKEIPC

>AhaccA-1 Acetyl-coenzyme A carboxylase carboxyl transferase subunit
alpha, [Arachis hypogaeal] XP_025695444.1
MASSSAAASLAGGSASDLLRGSTSGEFSGVPLRTLGRARLPLKQRDEFSVSCKMRKVKKHEHPWPDNPDPNV
KGGVLSHLSPFKPLKEKPKPVTLDFEKPLTIALQKKIIDVRKMANETGLDFSDQILSLETKYQQALKDLYT
HLTPIQRVNIARHPNRPTFLDHIYNITDKEFVELHGDRAGYDDPAIVTGIGTIDGRRYMFIGQQKGRNTKE
NIQRNFGMPTPHGYRKALRLMEYADHHGFPIVTFIDTPGAYADLKSEELGQGEAIAHNLRSMFGLKVPVI
SIVIGEGGSGGALAIGCGNKLLMLENAVEYVASPEACAAILWKSAKAAPKAAEKLRITASELCRLEIADG
VIPEPLGGAHADPSWTSQQIKKAVNEAMDELTKMNTEELLRHRMLKFRKIGGFQEGIPVEPKKKINMKKK
DIPIANKISDAELEVEVEKLKQQILDSKESSVEPRLDLDDMIKQLQIEVDQEYSEAVNAIGLSDRMSKLK
EEVVKANTDNQFIDPLLKSKIEKLKEEFDQKLSTAPNFGRLENKVNMLKELSKVKRLODONKRTSALEQE
LKTKFDGIMKNPRIKEKYEALKSEIQAAGASSSRDLDDDLKOKIVEFNKEFDSLLAESLKSAGMEVKIAP
ARPRDSSGESAELGYESKIEELREGISKEIEKLANSSNIKSKIELLKLEVAKAGETPDTESKNRIAALVQ
QIKQOSLEEAVDSSSLKEEYENLVSKISSRDSEVEDGLTNDQLREKVGANRSE'S

>AhaccA-2 Acetyl-coenzyme A carboxylase carboxyl transferase subunit
alpha [Arachis hypogaea] XP _025649321.1
MNTMSLTRGNYYMDGRLITEEHGIESANQCVGKDFLGGSRAICIWPKYLTSSRNNTNTNPNNNGKWQREN
VAAKIRKGKKHDYPWPDKMDPNISSGYLTYLSHFKPLAEKPKPVTLDFEKPLVDLEKKIIEVRSMADDTG
LDFSNQIEALESKYQQALKDLYTHLTPFOQRLMIARHPNRPTVLDHILNITEKWVELHGDRAGYDDPAIVT
GLGTMDGKSYMFIGHQKGRNTKENITRNFAMPTPHGYRKALRMMKYADHHKFPIITEFVDTPGAYADLKSE
ELGQGEATIAHNLRTMFGLKVPILTVVTGEGGSGGALATIACANKLFMLENSAFYVASPEACAAILWKSSKA
APKAAEKLRITAQEHYRLGIADGVIPEPLGGAHVDPTWTSQQIKLTLTOQAMEELTKMNEEELFRHRHLKF
RSIGGFQEGIPVEPERKRNMKPSDVNSSTLTDIESELQTLRKQILESKGPTDPITNESIQKLVKEVDEET
TKAITISMGLAEKVQSVRMELSKNSNQPLSTNMEEKVDRIMEETNMKMAQPGAYLGLKQKLKKLDTINSFEI
EMKVKQEKLRNELNEKLSADTKAKIASLMDAQERMPDHELVEKAMEVQRELEEVLKSANLE IVGVMKKNV
ETPPADIKQKIVELNNEIIGEIDRVVNAEEGLKDQIKELENMIAQGLDSKDVEKMEAGIKERILAALDAA
GVKEKIERMKEEVESLSMAGFEDKIGEENGRC

>BnaccA2 Carboxyltransferase alpha subunit [Brassica napus] ACT83681.1
MASMSHSSTIALGGASASASDYLRSSANGVTGVSLRALGRRTMVTATTRSSNNLYVTARLKKGKKEDHPWP
ANPDPNVKGGVLSYLSDFKPLGNAQKPVTLDFERPLVELEKKIVDVRKMAEETGLDEFTEQIITLETKYRQ
ALKDLYTHLTPIQRVNIARHPNRPTFLDHIHNITDKFMELHGDRAGYDDPAIVTGIGTIDGKRYMFIGHQ
KGRNTKENIMRNFGMPTPHGYRKALRMMYYADHHGFPIVTFIDTPGAYADLKSEEKGOGEATANNLRTML
GLKVPILSIVIGEGGSGGALAIGRANKMLMLENAVFYVASPEACAATILWQTSKAAPEAAEKLRITSKELV



NLNVADGIIPEPLGGAHADPSWTSQQIKIAINENMNEFGKMSGEELLKHRMAKYRKIGAFIEGEPVEPEK
KINMKRRDAVASTSRNLEGEVEKLREQILKAKEASPESEVELSSEVLNEMIEKLKSDIDEEYTKAAKAMG
LEERLAATREEFSKANAEEHLMHPVLIERIEKLKEEFNARLSEAPNYESLKAKLDMLKDESRAKAASEAA
SVKKEIDKRFREAVERPEVREKVEAVKAEVASSGASSFEELSDELKEKVLKTKREAEAEMAVVLKSMGLG
LEAVKPNLKEVVAESPNENIQEKLEKLNREINEKIEEVVRTPEIKSMVELLKVETAKASRMPDOGSQKIE
ALEMOIKQOKIADALSMSGLQEKQEELEKELAAARELAGEESDESVKEDDDDDEDGSGSGRSEIINPHEA
>HaaccA-1 Acetyl-coenzyme A carboxylase carboxyl transferase subunit
alpha [Helianthus annuus] QGZ98789.1
MASVSQSPVNFSGSLSSATSASDLLRSSINGVNGVPLQTLGKGHVGPRRKGLNIVAKVRKVKKHEYPWPQ
DPDPNVKGGVLSHLSPFKPLKEKPKPVTLEFEKPLMDLOKKIIDVQKMANETGLDESDQITISLENKYQQA
LKDLYTHLTPIQRVNIARHPNRPTFLDHVEFNITDKFVELHGDRAGYDDPAVVTGIGTIDGRRFMFMGHQK
GRNTKENIQRNFGMPTPHGYRKALRMMYYADHHGFPIVTFIDTPGAFADLKSEELGOQGEATIAHNLRTMEG
LKVPIVSIVMGEGGSGGALAIGCANKLLMLENAVEYVASPEACAATILWKTAKASPKAAEKLKITANELCK
LOTIADGIIPEPLGGAHADPHWTSEQIKKAILESMDELOTMGTEELLRHRMLKFRKIGGFQEGLPVEPEKK
VNMKRKEEPRPGLISDKVLOGEVNKLKEQIMKAKESSSIDMDONGLIEKLOREINYEFSEAAKALGIEEK
LSOMREEFAKVENGQLTSGOIENLERLKNEFNEKLETAPNYGRLKYKLSLLKEITEAKVFAENYKKTLPL
KAKVNEKFKEVLEKSTLKQKIENLKAEVEKSDVSSIEEFDODLKEKVLEVREEVESEFINALESSGVHVT
SKIGOSSMSLVKAKVDELNAEINQITIQDVIESTPDLKSKIEMLKLEVVKDKNTPSKESKEKIEALQQQIK
EGVADVMSSAAIKEKYEQLOAELAELSGGSDGSLIKESSYA

>HaaccA-2 Acetyl-coenzyme A carboxylase carboxyl transferase subunit
alpha, [Helianthus annuus] XP _022010319.1
MASVSQSPVTEFSGSLSSATSASDLLRSSMNGVNGVPLKTLGKGHVGHGRKGLNIVAKVRKVKKHEYPWPQ
DPDPNVKGGVLSHLSPFKPLKEKPKPVTLEFEKPLMDLOKKIIDVOKMANETGLDEFSDQIISLENKYQOQA
LKDLYTHLTPIQRVNIARHPNRPTFLDHVENITDKFVELHGDRAGYDDPAVVTGIGTIDGRRFMFMGHQOK
GRNTKENIQRNFGMPTPHGYRKALRMMYYADHHGFPIVTFIDTPGAFADLKSEELGQGEATAHNLRTMEG
LKVPIVSIVMGEGGSGGALAIGCANKLLMLENAVEFYVASPEACAATILWKTAKASPKAAEKLKITANELCK
LOIADGIIPEPLGGAHADPQWTSMQIKNAILDSMDELEKMGTEELLRHRMLKFRKIGGFQEGLPVDPEKK
VNMKRKEEPRPGLISDKALQGEVNKLKEQILKAKETSSINMDONGLIEKLOQREINYEFSEAAKALGIEEK
LSKMREEFAKAENEQLTPGQIKNLENLKNEFNENLATAPNYGRLKYKLSLLKEITEAKTFAENYKKALPL
KAKVNEKFKEVLEKPTLKONIENIKAEIEKSGVSNIEEFDOELKEKVLEVREQVESEFVNALESSGVHVT
SKVDQTSMSMIKAKVDELNAEINQIIQDVIESTPDLKNKIEILKLEIVKDKNAPSKESKEKIESLQQQOIK
QGVGDVMSYAAVKEKYEELQAELAELSGVGSDGSLIKEPIYA

>AtaccD Acetyl-CoA carboxylase beta subunit [Arabidopsis thalianal
NP 051068.1
MEKSWENFMESKGELEYRGELSKAMDSFAPGEKTTISQDRFIYDMDKNEYGWDERSSYSSSYSNNVDLLV
SSKDIRNFISDDTFEFVRDSNKNSYSTIFFDKKKKIFEIDNDFSDLEKFEFYSYCSSSYLNNRSKGDNDLHYD
PYIKDTKYNCTNHINSCIDSYFRSYICIDNNFLIDSNNENESYIYNFICSESGKIRESKNYKIRTNRNRS
NLISSKDFDITONYNQLWIQCDNCYGLMYKKVKMNVCEQCGHYLKMSSSERIELSIDPGTWNPMDEDMVS
ADPIKFHSKEEPYKNRIDSAQKTTGLTDAVQTGTGQLNGIPVALGVMDFRFMGGSMGSVVGEKITRLIEY
ATNQCLPLILVCSSGGARMQEGSLSLMOMAKISSVLCDYQSSKKLFYISILTSPTTGGVTASFGMLGDIT
IAEPYAYIAFAGKRVIEQTLKKAVPEGSQAAESLLRKGLLDAIVPRNLLKGVLSELFQLHAFFPLNTN
>GmaccD Beta-carboxyltransferase subunit [Glycine max] AAA80643.1
MEKWWENSMLENRKLEYRCELSKSMDSLGPIENTSLREDPKILTDIEKKIHRDLDYLEMEGFFSSDLNTV
SKNDDDHYMYETQFSFNNNITSEFIDSCIESENLGDIDKYNDIYEFNSYIFLKGRNCSESNNSSTSIITSTN
DTNDSDSTIGESSNNLDESQKYKHLWLECENCYGLNYKKFFKSKMNICEYCGYHLKMGSSDRIELSIDSG
TWNPMDEDMVSLDPIEFHSEEEPYKDRIDSYQRKTGLTEAVQTGTGQLNGIPVAIGIMDFQFMGGSMGSA
VGEKITRLVEYATNQLLPLILVCASGGARMQEGSLSLIQMAKISSALYDYQKNKKLEYVSILTSPTTGGV
TASFGMLGDITIIAEPNAYTAFAGKRVIEQTLNKAVPEGSQAAEYLFHKGLFDSIVPRNLLKGVLSELFQF
HNSFSLTKNDKA

>AhaccD Beta-carboxyltransferase 1 [Arachis hypogaea] AC053622.1
MEKGWFNSMLEFYRQLEYRCGLSNSMDSFGPVENTSASEDPILIDMEKDFPSWNDSDNSSYSNVDYLVGVR
NIRNFLSDKILLVRDNNSQRNRYSIYEFDIENQFLEISNDPSFLSEPESLEDSYNKNSSYLNNVSKRHENH
YMYDTKSSWKNGIHNCIESYLRSQICIVSHILGESDKYNDSYFYTSICGKGGNSSESEGSSIKTTITNEN
LTKREDSKDLDETQKYKHLWIECENCYGLNYRKFFKSKMNICEHCGYHLKMSSSDRIELLIDPGTWNPMD
EDMVSMDPIEFHSEEESESYKNRMDSYQRKTGLTEAVQTGTGQLNGIPVAIGIMDEFQFMGGSMGSVVGEK



ITRLVEHAGNQLLPLTILVCASGGARMQEGSLSLMOMAKISSALYEYQKNKRLFYVSILTSPTTGGVTASE
GMLGDIITAEPDAYIAFAGKRVIEQTLNTTIPEGSQVAEYLFQKGLFDSIVPRNLLKGVLSELFQLHAFFE
PL

>BnaccD Acetyl CoA carboxylase carboxyltransferase (beta subunit)
[Brassica napus] CAA90747.1
MEKSWENLMFSKGELEYRGELSKAMDSFAPIEKTTISKDREIYDMDKNEYGWGERSSYYNNVDLLVNSKD
IRNFISDDTEFEFVRDSNKNSYSIYFDIEKKKFEINNDLSDLEIFFYSYCSSSYLNNRSKGDNDLHYDPYIK
DTKYNCNNHINSCIDSYFRSHICINSHFLSDSNNSNESYIYNFICSESGSGKIRESKNDKIRTNSNRNNL
MSSKDEDITKNYNQLWIQCDNCYGLKYKKVEMNVCEECGHYLKMTSSERIELSIDPGSWNGMDEDMVSAD
PIKFHSREEPYKKRIASAQKKTGLTDAIQTGTGQLNGIPVALGVMDEFQFMGGSMGSVVGDKITRLIEYAT
NOCLPLILVCSSGGARMQEGSLSLMOMAKISSVLCDYQSSKKLFYISILTSPTTGGVTASLGMLGDIIIA
EPYAYTAFAGKRVIEQTLKKAVPEGSQAAESLLRKGLLDATIVPRNPLKGVVSELFQLHAFFPLNKNEIK
>NtaccD Acetyl-CoA carboxylase beta subunit [Nicotiana tabacum]
MTIHLLYFHANRGQENSMERWWENSMLFKKEFERRCGLNKSMGSLGPIENTNEDPNRKVKNIHSWRNRDN
SSCSNVDYLFGVKDIRNFISDDTFLVSDRNGDSYSIYFDIENHIFEIDNDHSFLSELESSEFYSYRNSNYR
NNGFRGEDPYYNSYMYDTQYSWNNHINSCIDSYLQSQICIDTSIISGSENYGDSYIYRAVCGGESRNSSE
NEGSSRRTRTKGSDLTIRESSNDLEVTQKYRHLWVQCENCYGLNYKKFLKSKMNICEQCGYHLKMSSSDR
IELLIDPGTWDPMDEDMVSLDPIEFHSEEEPYKDRIDSYQRKTGLTEAVQTGIGQLNGIPVAIGVMDEQF
MGGSMGSVVGEKITRLIEYAANQILPLIIVCASGGARMOEGSLSLMOMAKISSALYDYQLNKKLEYVSIL
TSPTTGGVTASFGMLGDITIAEPNAYTAFAGKRVIEQTLNKTVPEGSQAAEYLFQKGLFDLIVPRNLLKS
VLSELFKLHAFFPLNQKSSKIK

>AhFabDl-1 Malonyl-CoA:ACP transacylase 1-1 [Arachis hypogaea] ACJ07137.1
MQOALLHHSPLIRTSHSSFPAMASSSLTLPSLSLNNFPSSPSNAHSRTEFNLPLLRSRVFMSVASGSQVSVL
NDALFSDYKPSNAFLFPGQGAQAVGMGKEAQNVPAAAVLYKKANEILGYDLLDICINGPKDKLDSTVLSQ
PATYVTSLAAVELLRARDGGQQIIDSVDVTCGLSLGEYTALAFAGAFSFEDGLKLVKLRGEAMQDAADAA
KSAMVSVIGLDSEKVQQLCDAANQEVPEAEKVQIANYLCPGNYAVSGGLKGVEVLESKAKSFKARMTVRL
AVAGAFHTSFMEPAVSRLEAALAATEIRTPRIPVISNVDAQPHADPDTIKKILARQVTSPVQWETTVKTL
LNKGLKKSYELGPGKVIAGITIKRVDKGADIENIGA

>AhFabD1-2 Malonyl-CoA:ACP transacylase 1-2 [Arachis hypogaea] ACJ07138.1
MQALLHHSPLIRTSHSSFPAMASSSLTLPSLSLNNFPSSPSNAHSRTFNLPLLRSRVFMSVASGSQVSVL
NDALFSDYKPSNAFLFPGQGAQAVGMGKEAQNVPAAAVLYKKANEILGYDLLDICINGPKDKLDSTVLSQ
PATYVTSLAAVELLRARDGGQQIIDSVDVTCGLSLGEYTALAFAGAFSFEDGLKLVKLRGEAMQDAADAA
KSAMVSVIGLDSEKVQQLCDAANQEVPEAEKVQIANYLCPGNYAVSGGLKGVEVLESKAKSFKARMTVRL
AVAGAFHTSFMEPAVSRLEAALAATEIRTPRIPVISNVDAQPHADPDTIKKILARQVTSPVQWETTVKTL
LNKGLKKSYELGPGKVIAGITIKRVDKGADIENIGA

>GmFabD Malonyltransferase [Glycine max] NP 001238312.2
MSSSLALPSTPFFANGTRIFALKHSLPRSRVSMSVSAGSQASVHQALFADYKASTSFLFPGQGAQAVGMG
KEAQNVPAAAVLENKANDILGFDLLDICINGPKEKLDSTVISQPAIYVTSLAATIELLRAREGGQQIIDSV
DVTCGLSLGEYTALAFAGAFSFEDGLKLVKLRGEAMQDAADAARSAMVSVIGLDSEKVQQLCDAANQEVP
EAEKVQIANYLCPGNYAVSGGLKGVEVLESKAKSFKARMTVRLAVAGAFHTSFMEPAVSRLEAALATTET
RTPRIPVISNVNAQPHTDPNTIKKILARQVTSPVOWETTVKTLLTKGLKKSYELGPGKVIAGIVKRMDKG
ADIENIGA

>AtFabD Malonyltransferase [Arabidopsis thaliana] CAA0373481.1
MRSLLHRTILLTSPSHSLIRRTSLSAMATTASSSLLLPSISLNNLSSSKNASFGFAAKNLSRSRISMSVS
AGSQSTTVHDSLFADYKPTSAFLFPGQGAQAVGMGKEAQSVGAAGELYKKANDILGYDLLDICVNGPKEK
LDSTVISQPAIYVTSLAAVELLRVREGGEQIINSVDVTCGLSLGEYTALAFAGAFSFEDGLKLVKLRGEA
MQAAADAAKSAMVSIIGLDSEKVQQOLCDAANQEVDEADKVQIANYLCPGNYAVSGGLKGIEVVEAKAKSF
KARMTVRLAVAGAFHTSFMEPAVSRLEAALAATETIRSPRIPVISNVDAQPHADPDTIKKILARQVTSPVQ
WETTVKTLLSKGLKSSYELGPGKVIAGIFKRVDKSASFENISA

>AhFabH 3-oxoacyl-[acyl-carrier-protein] synthase 3 A, [Arachis hypogaeal
XP 025611200.1
MANASAFFTPSVPKFGETVPPLNLIATHRFQRESAKVVCEFGTIEGAGKHASAASPSQSQLPRLVGKGCKL



VGCGSAVPTLQISNDDLSKMVDTSDEWISVRTGIRRRRVLSGRDNLIALGVDASRKALEMANVDPDDLDL
ILMCTSTPEDLEFGSAPQIQKQLGCKANPLAYDITAACSGEFVLGLISAACHIRGGGFRNVLVIGADALSRY
VDWTDRGSCILFGDAAGAVLVQACDTEEDGLFGEFDLHSDGSGQRHLNASTIKEHETNTALDSNGSVLDEPP
RKSSYSFIQMNGKEVEFRFAVRCVPQSIESALQKAGLPASSIDWLLLHQANQRITIDAVAARLEVPSERVIS
NLANYGNTSAASIPLALDEAVRSGKVKAGQTIAAAGFGAGLTWGSAIIRWG

>GmFabH Beta-ketoacyl-acyl carrier protein synthase III [Glycine max]
NP 001237735.1
MANASGFFSPSVPHFKVRVKPLTTAIGFSAKVVCVGNIEGAEKHASTVSPSSQSPIPRLVSKGCKLVGCG
SAVPALQISNDDLSKMVDTNDEWISVRTGIRRRRVLSGKDNLTGLAVEAARKALEMAKVDPDDLDLILMC
TSTPEDLFGSAPQIQKQLGCKANPLSYDITAACSGFVLGLISAACHIRGGGEFNNVLVIGADALSRYVDWT
DRGTCILFGDAAGAVLVQACNSEEDGLFGFDLHSDGSGQRHLNASIKENESNNALDSNGSVFGFPPKQSS
YSCIQMNGKEVFRFAVRCVPQSIESALEKAGLPASSIDWLLLHQANQRIIDAVATRLELPSERVISNLAN
YGNTSAASTPLALDEAVRSGKVKAGQTIATAGFGAGLTWGSAIIRWG

>BnFabH 3-oxoacyl-[acyl-carrier-protein] synthase III,[Brassica napus]
XP 013732147.1
MANASGFFAHPSISSMRSRTHLPIAVSGSGFCVSKREFSKRVLCSSLSSLDNNASPSPSQYRPPRLVPSGC
KLIGSGSAVPSLLISNDDLAKIVDTNDEWIATRTGIRNRRVVSGKDSLVGLAVEAATKALEMAEVAPEDT
DLVLMCTSTPDDLFGAAPQIQKALGCTKNPLAYDITAACSGEFVLGLVSAACHIRGGGFKNVLVIGADSLS
REVDWTDRGTCILFGDAAGAVVVQACDIEDDGLYSFDVHSDGDGRRHLNASVKESQTDGALSSNGSALGD
FPPKQSSYSCIQMNGQEVFRFAVRCVPQSLETALQKAGLPASSIDWLLLHQANQRILDSVATRLQFPPER
VISNLANYGNTSAASIPLALDEAVRSGKVKPGHTIATSGFGAGLTWGSAIVRWRTSAASIPLALDEAVRSG
KVKPGHTIATSGFGAGLTWGSAIMRWR

>AtFabH-1 3-ketoacyl-acyl carrier protein synthase III, [Arabidopsis
thaliana] OAP12004.1
MANASGFFTHPSIPNLRSRIHVPVRVSGSGFCVSNREFSKRVLCSSVSSVDKDASSSPSQYQRPRLVPSGC
KLIGCGSAVPSLLISNDDLAKIVDTNDEWIATRTGIRNRRVVSGKDSLVGLAVEAATKALEMAEVVPEDT
DLVLMCTSTPDDLFGAAPQIQKALGCTKNPLAYDITAACSGEFVLGLVSAACHIRGGGFKNVLVIGADSLS
REVDWTDRGTCILFGDAAGAVVVQACDIEDDGLFSEFDVHSDGDGRRHLNASVKESENDGESSSNGSVEGD
FPPKQSSYSCIQMNGKEVFRFAVKCVPQSIESALOKAGLPASAIDWLLLHQANQRIIDSVATRLHFPPER
VISNLANYGNTSAASIPLALDEAVRSGKVKPGHTIATSGFGAGLTWGSAIVRWR

>AtFabH-2 3-ketoacyl-acyl carrier protein synthase III [Arabidopsis
thaliana] CAA72385.1
MANASGFFTHPSIPNLRSRIHVPVRVSGSGFCVSNRFSKRVLCSSVSSVDKDASSSPSQYQRPRLVPSGC
KLIGCGSAVPSLLISNDDLAKIVDTNDEWIATRTGIRNRRVVSGKDSLVGLAVEAATKALEMAEVVPEDI
DLVLMCTSTPDDLFGAAPQIQKALGCTKNPLAYDITAACSGFVLGLVSAACHIRGGGFKNVLVIGADSLS
REVDWTDRGTCILFGDAAGAVVVQACDIEDDGLEFSFDVHSDGDGRRHLNASVKESQNDGESSSNGSVFEGD
FPPKQSSYSCIQMNGKEVFRFAVKCVPQSIESALOKAGLPASATIDWLLLHQANQRITIDSVATRLHFPPER
VISNLANYGNTSAASIPLALDEAVRSGKVKPGHTIATSGFGAGLTWGSAIMRWR

>GmFabB-1 3-oxoacyl-[acyl-carrier-protein] synthase I, [Glycine max]
XP 006584769.1
MAGIAGTCPLGALLRNSVSENNGKISVVHYEGLRLQQRMOMPSPSQYTISASSSAAPRCRTIKAMASPTVG
APKREKDPKKRVVITGMGLVSVFGSDVDAFYNKLLEGESGISLIDREFDASNFSVRFGGQIRDEFSSEGYID
GKNDRRLDNCWRYCIVAGKRALDDANLGKQVLDTOMDKTRIGVLVGSGMGGITAFSNGVEALVQOKGYKKT
TPFFIPYSITNMGSALLAIDTGLMGPNYSISTACATANYCFCAAANHIRKGEADIMVVGGTEAAIMPSGL
GGFIACRALSHRNEDPKKASRPWDKDRDGFVMGEGSGVLVMESLESATKRGAKITIAEYLGGAITCDAHHM
TDPRADGLGVSSCISKSLEDAGVSPEEVNYVNAHATSTLAGDLAEVNAIKKVFKDTSELKMNATKSMIGH
GLGAAGGLEATATIKAITTGWLHPSINLDNLEASVTIDTVPNVKKKHEVNVGISNSFGFGGHNSVVVFEFAP
FRP

>GmFabB-2 Beta-ketoacyl-ACP synthetase I [Glycine max] NP _001238610.1
MQALHSPTLRASPLDPLRGPNNAAANRRSSSAKRVFEVSATVAPKVSAPQRQKDPKKRVVITGMGLASVFE
GNDVEGYYEKLLAGESGITAIDRFDASKFPTRFGGQIRGFSAEGYIDGKNDRRLDDCLRYCIVAGKKALE
NADLAPDNHSKIDKERAGVLVGSGMGGLTVFSDGVQALIEKGHRKITPFFIPYAITNMGSALLGIDLGEFM
GPNYSISTACATSNYCFYAAANHIRRGEADLMIAGGTEAAIIPIGLGGFVACRALSQRNDDPKTASRPWD
KERDGFVMGEGAGVLVMESLEHAMKRGAPITAEYLGGAVNCDAYHMTDPRSDGLGVSTCIQSSLEDAGVS



PEEVNYINAHATSTLAGDLAEINAIKKVEFKDTSGIKINATKSMIGHCLGAAGGLEATATVKAITTGWLHP
TINQFNPEPAVDEFDTVANVKQOHEINVAISNSFGEFGGHNSVVAEFSAFKP

>BnFabB 3-oxoacyl-[acyl-carrier-protein] synthase I [Brassica napus]
XP 013662893.1
MQOALQSSSLRASPPNPLIKPSNRQSHQITNARQPTRRRTFISASAAVSAPKRETDPKKRVVITGMGLVSV
FGNDVDAYYEKLLSGESGISLIDRFDASKFPTRFGGQIRGEFSSEGYIDGKNERRLDDCLKYCIVAGKKAL
ESANLGGDKLNTIDKQRAGVLVGTGMGGLTVESDGVQALIEKGHRRISPFFIPYAITNMGSALLAIDLGL
MGPNYSISTACATSNYCFYAAANHIRRGEADMMIAGGTEAATITIPIGLGGEVACRALSQRNDDPKTASRPW
DKQRDGFVMGEGAGVLVMESLEHAMKRGAPIVAEYLGGAVNCDAHHMTDPRADGLGVSSCIESCLEDAGV
SPEEVNYINAHATSTLAGDLAEINAIKKVFKSTAGIKINATKSMIGHCLGAAGGLEAIATVKAINTGWLH
PSINQFNPEPAVDFDTVANEKKQHEVNVAISNSFGFGGHNSVVAFSAFTP

>HaFabB-1 3-oxoacyl-[acyl-carrier-protein] synthase I [Helianthus annuus]
XP 022025436.1
MQOQAQALLOSPHLRVSPLDPLRTRPKPTNFKPRTTVIASATAPKREKDPKKRVVITGMGLVSVEGNDVDTY
YEKLLAGESGIGLIDRFDASKFPTRFGGQIRGFKSDGYIDGKNDRRLDDCLRYCIVAGKKALEDADLGGD
KLSKIDKERAGVLVGTGMGGLTVEFSDGVONLIEKGYRKITPFFIPYATTNMGSALLATIDVGFMGPNYSIS
TACATSNYCFYAAANHIRRGEADMMIAGGTEAATIPIGLGGEFVACRALSQRNDDPQTASRPWDKDRDGEV
MGEGAGVLVMESLEHAMKRGAPITAEYLGGAVNCDAYHMTDPRSDGLGVSSCIQSSLEDAGVSPEEVNY I
NAHATSTLVGDLAEVNAVKKVFKSTDGIKMNSTKSMIGHCLGAAGGLEATIATVKAIQTGWLHPTINQFENP
EPAVEFDTVANQKQQHEVNVAISNSFGFGGHNSVVAFSAFKP

>HaFabB-2 3-keto-acyl-ACP synthase I [Helianthus annuus] ABM53471.1
MOAQALLOSPHLRVSPLDPLRTRPKPTNFKPRTTVIASATAPKREKDPKKRVVITGMGLVSVEGNDVDTY
YEKLLAGESGIGLIDRFDASKFPTREFGGQIRGFKSDGYIDGKNDRRLDDCLRYCIVAGKKALEDADLGGD
KLSKIDKERAGVLVGTGMGGLTVFSDGVONLIEKGYRKITPFFIPYATITNMGSALLAIDVGEFMGPNYSIS
TACATSNYCFYAAANHIRRGEADMMIAGGTEAATITIPIGLGGEFVACRALSQRNDDPQTASRPWDKDRDGEV
MGEGAGVLVMESLEHAMKRGAPITAEYLGGAVNCDAYHMTDPRSDGLGVSSCIQSSLEDAGVSPEEVNYT
NAHATSTLVGDLAEVNAVKKVFKSTDGIKMNSTKSMIGHCLGAAGGLEATATVKAIQTGWLHPTINQENP
EPAVEFDTVANQKQQHEVNVAISNSEFGFGGHNSVVAFSAFKP

>AhFabB 3-oxoacyl-[acyl-carrier-protein] synthase I [Arachis hypogaeal
XP 025639780.1
MQOATHTPTLRVSPLDPLRKSTNPPISTRRASKRVSFTVSAAAVSPKVSAPQRQKDPKKRVVITGMGLASV
FGNDVDTFYDRLLAGESGITTIDREFDASKFPTRFGGQIRGEFSSEGYIDGKNDRRLDDCLRYCIVAGKKAL
ENADLGGEKLNKLDKEKAGVLVGSGMGGLTVESDGVQALIEKGHRKITPFFIPYAITNMGSALLGIDLGF
MGPNYSISTACATSNYCFYAAANHIRRGEADLMIAGGTEAAIIPIGLGGEFVACRALSQRNDDPKTASRPW
DKDRDGFVMGEGSGVLVMESLEHAMRRGAPITAEYLGGAVNCDAYHMTDPRSDGLGVSSCIQSSLEDAGV
SPEEVNYINCHATSTLAGDLAEINAIKKIFKKTDGIKINATKSMIGHCLGAAGGLEATIATVKAITTGWLH
PSINQFNPEPAVDEDTVANVKKQHEINVGISNSFGFGGHNSVVAFSAFKP

>NtFabB 3-ketoacyl-acyl-carrier protein synthase I [Nicotiana tabacum]
ANT48295.1
MQSIQSPSFRPSPLDPLKKTVPQLTNVRPLSHAKRVPFISASATTVSAPKREKDPKKRVVITGMGLVSVFEF
GNDVDTYYDRLLAGESGISLIDRFDASKFPTRFGGQIRGFTSDGYIDGKNDRRLDDCLRYATIVAGKKALE
NADLGGDRLGKIDKERAGVLVGTGMGGLTVFSDGVONLIEKGHRKITPFFIPYATITNMGSALLGIDLGEM
GPNYSISTACATSNYCFYAAANHTIRRGEADLMLAGGTEAATIIPIGLEVLWHVXLLSQRNDDPQTASRPWD
KERDGFVMGEGSGVLVMESLEHAMKRGAPITAEYLGGAVNCDAHHMTDPRADGLGVSSCIQSSLEDAGVS
PEEVNYINAHATSTIVGDIAEVNAIKKVEKNTSGIKMNATKSMIGHCLGAAGGMEATATVKAITTGWVHP
SINQFNPEPSVEFDTVPNKKQQHEVNVGISNSFGFGGHNSVVAFSAFKP

>AtFabB-I 3-ketoacyl-acyl carrier protein synthase I [Arabidopsis
thaliana] NP _199441.1
MQALQSSSLRASPPNPLRLPSNROSHQLITNARPLRRQQORSFISASASTVSAPKRETDPKKRVVITGMGL
VSVEFGNDVDAYYEKLLSGESGISLIDRFDASKFPTRFGGQIRGFSSEGYIDGKNERRLDDCLKYCIVAGK
KALESANLGGDKLNTIDKRKAGVLVGTGMGGLTVFSEGVONLIEKGHRRISPFFIPYAITNMGSALLAID
LGLMGPNYSISTACATSNYCFYAAANHIRRGEADMMIAGGTEAAITIPIGLGGEFVACRALSQRNDDPQTAS
RPWDKARDGFVMGEGAGVLVMESLEHAMKRGAPIVAEYLGGAVNCDAHHMTDPRADGLGVSSCIERCLED
AGVSPEEVNYINAHATSTLAGDLAEINAIKKVFKSTSGIKINATKSMIGHCLGAAGGLEATIATVKAINTG
WLHPSINQFNPEQAVDFDTVPNEKKQHEVDVAISNSFGFGGHNSVVAFSAFKP



>HaFabF-1 3-oxoacyl-[acyl-carrier-protein] synthase II [Helianthus
annuus] XP 022013627.1
MVASAVATWLVAACMSEFSGDTRLKPSPPAALPLPSKRLSRSARRKLOAMTKCNHESAAGGLMSSIYGSGI
MNLLEPCEEYYKSKPLSSSSLSIFGYENRRVKOTGKAMAIAVQPAKEPTTKKKPVTKKRRVVVTGLGVVS
PVGDVVDVEFYENLLDGVSGISEIESFDCQHFPTKIAGEIKSFSADGWIAPKLSKRVDKFMLYLLTAGKKA
LEDGGVTDEVMKELDITKCGVIIGSALGGMKIFQDAIEALRVSYKKMNPFCVPFATTNMGSAILAMDLGW
MGPNYSISTACATSNYCILNAANHITRGETDMMLSGGSDSAIIPIGLGGFVACNSLSQRNDDPTKASRPW
DVSRDGFVMGEGAGVLLLEELEHAKARGAKIYAEFMGGSFTCDAYHMTEPHPDGTGIALCIEKALAQSGV
AREDVNYINAHATSTPSGDLNEYEAITRCEFGDNSQLKINSTKSMVGHLLGAAGAVEAVATVKAIQTGWLH
PNINLENPDVGVDKNVLVGAKKERFDVKVALSNSFGFGGHNSSILEFAPYKDQ

>HaFabF-2 3-keto-acyl-ACP synthase II [Helianthus annuus] ABI18155.1
MAASMVCTWIVAACMSVSSSSSSNSLESSKRKRRLDRESLSSRCRRGGRVAMAIAIQPSSIEMEEETTLT
KRKOQPPTKQRRVVVTGMGVETPIGNNPDQFYNNLLOGVSGITQIEAFDCSSYPTRIAGEIKNESTDGWVA
PKLSKRMDRFMLYMLTAGKKALADAGISPSDSDEIDKSRCGVLIGSAMGGMKVENDAIEALRVSYRKMNP
FCVPFATTNMGSAMLAMDLGWMGPNYSISTACATSNFCILNAANHI IRGEADMMLCGGSDAVIIPIGLGG
FVACRALSERNTDPAKASRPWDSGRDGFVMGEGAGVLLLEELEHAKKRGAKIYAEFLGGSFTCDAYHMTE
PHPEGAGVILCIEKALSQAGVRREDVNYINAHATSTPAGDLKEYHALLHCEFGNNQELRVNSTKSMIGHLL
GAAGAVEAVATVOAIRTGWIHPNINLENPDOQGVDTKVLVGSKKERLNVKVGLSNSFGFGGHNSSILFAPFE
Q

>AhFabF-1 3-oxoacyl-[acyl-carrier-protein] synthase II [Arachis hypogaeal
XP 025644592.1
MAFSSAFAASSPLCTWLVAACMSLTSHSDHSPSLTCSRRRTHVTRSSEFTPRSTSAFNRTRTRTNRMPLSR
KIMAIALQPAQEATTVSKKPPTKERRVVVTGMGVVTPLGHDADVEYKNLLDGVSGISEINAFDCAEFPTR
IAGEIKSVSADGWVAPKLSKRLDKFMLYMLIAGKKALVDGGITEDIMNELNKQKCGVLIGSAMGGMKVES
DAIEALRISYKKMNPFCVPFATTNMGSAILAMDLGWMGPNYSISTACATSNFCILNAANHIIRGEADMML
CGGSDSAIIPIGLGGEFVACRALSQRNSDPTKASRPWDSNRDGFVMGEGAGVLLLEELEHAKQRGAEIYAE
FRGGSFTCDAYHMTEPHPDGAGVILCIEKALTHSGLSKEDVNYINAHATSTPAGDLKEYQALMHCFEFGRNP
ELKVNSTKSMIGHLLGAAGGVEAVATVQAIRTGWIHPNINLESPDKGVDANVLVGPKKERLEVKAALSNS
FGFGGHNSSIIFSPFK

>AhFabF-2 3-oxoacyl-[acyl-carrier-protein] synthase II [Arachis hypogaeal
XP 025645142.1
MIHSAASSMASPLCTWLVAACMSVTCHTDRAGTPKAALRSSKRSRRTKALPANTSQLNMRLISSLYGSST
QGLISSFEPCDDYCNTHNAFSSLEFRSTTPNRRHTRLNKLSHSGKTMAVAVEPAHEVTATKKPPTKQRRVV
VTGLGVVTPLGHEPDVYYNNLLDGVSGISEIETFDCAEYPTRIAGEIKSFSTDGWVAPKLSKRMDKEMLY
LLTAGKKALVDGGITEDVMDELNKEKCGVLIGSAMGGMKVENDATEALRVSYKKMNPFCVPFATTNMGSA
ILAMDLGWMGPNYSISTACATSNFCILNAANHITIRGEADVMLCGGSDAAITIPIGLGGFVACRALSQRNTD
PTKASRPWDINRDGEVMGEGAGVLLLEDLEHAKKRGATIYAEFLGGSFTCDAYHVTEPRPDGAGVILCIE
KALAQSGVSKEDVNYINAHATSTPAGDLKEFQALLHCFGONPELRVNSTKSMIGHLLGAAGGVEAVATVQ

>GmFabF Beta-ketoacyl-ACP synthetase 2 [Glycine max], AAF61737.1
MASTTTSSLCTWLVAACMSVTCHADRTKTPHAMFRSSKKSRYSQFNVCRSTHSGKTMAVALOPTQOGITTI
KKPPTKQRRVVVTGLGVVTPLGHEPDIFYNNLLDGASGISEIETFDCADIPTRIAGEIKSFSTDGWVAPK
LSKRMDKFMLYMLTAGKKALVDGGITDDVMDELYKDKRGVLIGSAMGGMKVENDAIEALRISYKKMNPEC
VPFATTHMGSAMLAMDLGWMGPNYSISTACATSNFCILNAANHITRGEADVMLCGGSDAATIIPIGLGGEV
ACRALSORNTDPTKASRPWDINRDGEVMGEGAGVLLLEELEHAKERGATILAEFLGGSFTCDAYDVTEPR
PDGAGVILCIEKALAQSGVSKEDVNYINAHATSTPAGDLKEYQALMHCEFGONPELRVNLTKSMIGHLLGA
AGGVEAVATIQAIRTGWVHPNINLENPDNGVDAKVLVGSKKERLDVKAALSNSFGFGGHNSSIIFAPY

>JrFabF Beta-ketoacyl-ACP synthase II [Jatropha curcas] ABJ90469.2

MMGSASFASPLCTWLVAACMSVTCAKENRTAPHAFHSSQPSNRLSRWARRRKTLHAQYNSDSSNSIAAGG
GGGGGGGYSTEFLSNSLVSTLCGSSFQGLMSSCLAFEPCSQYYSSNGLFRSRNLNRKQRRLNRLALSGEA
MATAVQPEKEVATKKKPATKQRRVVVTGMGVVSPLGHEPDVFYNNLLEGVSGISQIEAFECAQFPTRIAG
EIKSFSTDGWIAPKLSKRMDKFMLYMLTAGKKALADGGITEDIMDELDKAKCGVLIGSAMGGMKVENDAT
EALRVSYRKMNPFCVPFATTNMGSAMLAMDLGWMGPNYSISTACATSNFCILNAANHI IRGEADIMLCGG
SDAATIIPIGLGGFVACRALSQRNDDPAKASRPWDMNRDGEFVMGEGAGVLLLEELEHAKKRGANIYAEFLG
GSFTCDAYHMTEPRPGGIGVILCVEKALAQSGVSREDVNYINAHATSTPAGDIKEFGALMHCFGQNPGLR
VNSTKSMIGHLLGAAGAVEATAATQATIRTGWVHPNINLENPDEGVDTNVLVGPKKERLDVKVALSNSEFGFE



GGHNSSIVFAPHK

>AhKASmt 3-oxoacyl-lacyl-carrier-protein] synthase mitochondrial
[Arachis hypogaeal] XP _025632626.1
MAMRASRRVEFGSRGLGFYQSISSSSSVGRAIMDPPPVVSSRRVVVTGLGMVTPLGCGVDKTWRHLIDGKC
GVRSLCLEDLOMSSFDKETQLSTEFDQLTSKVAAVVPTGTNLGEFNEEIWLNSKDHRSTARFIAYALCAAD
EALKDSNWEPTEQEHRERTGVSIGGGIGSISDVLDSAQLLCEKRLRRLSPFFIPRILVNMASGHVSMKYG
FOGPNHAAVTACATGAHSIGDAVRMIQFGDADVMVAGGTESSIDALSIAGFCRSRALTTKYNSSPQOEASR
PFDSGRDGEVIGEGCGVLVLEEFNHAKNRGAKVYAEVRGYGMSGDAHHITQPPNDGRGAILAMTHALRQS
GLHPSEVDYINAHATSTPLGDVIEANAIKTIFSGHANSSALAFSSTKGAIGHLLGAAGAVEAIFSVLAIR
HGIAPLTLNLTKPDPVFADGFMPLTASKEMPIRVAMSNSFGFGGTNASLLFASVGSDR

>BrSAD1l Stearoyl-[acyl-carrier-protein] 9-desaturase [Brassica rapal
XP 009133630.1
MALKLNPLASQPYNFPSSARPPVSTFRSPKFLCLASSSPALSSKEVESLKKPFTPPKEVHVQVLHSMPPQ
KIEIFKSMEDWAEQONLLTQLKDVEKSWQPQODFLPDPASDGFEDQVRELRERARELPDDYFVVLVGDMITE
EALPTYQTMLNTLDGVRDETGASPTSWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGS
GMDPRTENNPYLGFIYTSFQERATFISHGNTARQAKEHGDLKLAQICGTIAADEKRHETAYTKIVEKLFE
IDPDGTVMAFADMMRKKISMPAHLMYDGRDESLFDNEFSSVAQRLGVYTAKDYADILEFLVGRWKIESLTG
LSGEGNKAQEYLCGLTPRIRRLDERAQARAKKGPKVPFSWIHDREVQL

>BrSAD2 stearoyl-[acyl-carrier-protein] 9-desaturase [Brassica rapal
XpP 009142970.1
MALKLNPLASQPYKLHTSARPPISTFRSPKFLCLASSSSPALSSSTKEVESLKKPFTPPKEVHVQVLHSM
PPOKIEIFKSMEDWAEHNLLPHLKDVEKSWQPQDFLPDPASDGFEDQVKELRERARELPDDYFVVLVGDM
ITEEALPTYQTMLNTLDGVRDETGASPTSWAVWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYL
IGSGMDPRTENNPYLGFIYTSFQERATEFVSHGNTARQAKEHGDLKLAQICGTIAADEKRHETAYTKIVEK
LLEIDPDGTVVAFADMMRKKISMPAHLMYDGRDDKLFDNFSSVAQRLGVYTAKDYADILEFLVGRWKIES
LSGLSGEGNKAQEYLCGLTPRIRRLDERAQARAKKGPKIPFSWIHDREVQL

> BrSAD3A Stearoyl-[acyl-carrier-protein] 9-desaturase [Brassica rapal]
XP 018513314.1
MAMSMDRIVVSPSSYVCRPSQARGSRSSVVSMASTIRSASTYREVTNGKKLYIPPREVHVQVKHSMPPQK
LEIFKSLEGWADETLLTYLKPVEKSWOQPTDFLPEAESEGFYDQVKELRERCKELPDEYFVVLVGDMITEE
ALPTYQTMLNTLDGVRDETGASPTPWAVWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSG
MDPKTENNPYLGFIYTSFQERATFISHGNTARLAKDRGDLKLAQICGTIAADEKRHETAYTKIVEKLEFETI
DADGTILGLADMMKKKISMPAHLMYDGODDNLFEHFSTVAQRLGVYTAKDYADILEFLVERWNVETLSGL
SSEGHMAQDFVCGLPARIRRIEERAQGRAKEAAKNVPFSWIFGREIRA

> BrSAD4 Stearoyl-[acyl-carrier-protein] 9-desaturase [Brassica rapal
XP 009118393.2
MAMAMAMNRIVVLPSSYAYRPHQARGSRSPIASSIRSATTEVTNGRKLYIPPREVHVQVKHSMPPQKLEI
FKSLEGWADETLLTYLKPVEKSWQPTDFLPEAESEGFYDQVKELRERCKELPDEYFVVLVGDMITEEALP
TYQTMLNTLDGVRDETGASPTPWAVWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGMDP
KTENNPYLGFIYTSFQERATFISHGNTARHAKDLGDLKLAQICGTIAADEKRHETAYTKIVEKLFEIDAD
GTILGLADMMKKKISMPAHLMYDGQDDNLFEHEFSTVAQRLGVYTAKDYADILEFLVERWNVETLSGLSSE
GHKAQDFVCGLPARIRKIEERAQGRAKEAAKNVPFSWIFGREIRA

> BrSAD5 Stearoyl-[acyl-carrier-protein] O9-desaturase [Brassica rapal
XP 009121502.1
MVMAMDRIAFTSSPSAYQRSYHPHGYRSSRVFMSSTIRPASTEVTNGRKPYLPPREVQLQVKYSMPPQKL
EIFKSLEEWANDNLLPYLKPVEKSWQPTDFLPEPESEGFYDQVKELRERCKELSDDYFVVLIGDMITEEA
LPTYQTMINTLDGVRDETGASPTPWAVWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGM
DPKTENNPYLGFIYTSFQERATFISHGNTAGLAKKLGDSKLAQICGTIAADEKRHETAYTKIVEKLFEID
PDTTVVGFADMMKKKIAMPAHLMYDGCDDNLFEHFSSVAQRLGVYTARDYADILEFLVRRWNVENLVGLS
GDGHKAQDYLCKLPARIRKLEERAQGRNKDAARNIPFSWIFGREIRA

> BrSAD6 Stearoyl-[acyl-carrier-protein] 9-desaturase [Brassica rapa]
XP 009147347.1
MTMTLPLNSTKTTPMKONPVVAVSSSPSLEFLGPSFPRRLRVSCVATSPRKTSEQTHKKTFRPIKEVPNQI



THTITQEKLEIFKSMENWAQENLLSYLKPVETSWQPQDLLPQTNDEDQFYEQVKELRDRTREIPDDYEVV
LVGDMITEEALPTYQTTLNTLDGVKDETGGSLTPWAVWVRAWTAEENRHGDLLNKYLYLSGRVDMQHVER
TIQYLIGSGMDSKFENNPYNGFIYTSFQERATFISHANTAKLATTYGDTTLAKICGTIAADEKRHETAYT
RIVEKLFEIDPDGTVQALASMMRKRITMPAHLMHDGRDDNLEDHYGAVAQRIGVYTAMDYAGILEFLLRR
WKVESLGVGLTGEGRRAQEYLCSLPQRITRLEERANDRVKLGSRPSVAFSWIYGREVGL

>BrSAD7 Stearoyl-[acyl-carrier-protein] 9-desaturase [Brassica rapa]
XP 009121503.1
MSTIALLLPSPVMTQKPSSITSPPRGFGSSSSRLLQVSCVTKNPARNNNVTCNNFRPIKEVNNQITHTIPQ
EKLEIFKSMENWAETTLLPYLKPVEDSWQPQDFLPAPETDDAFYDQVREIRERTKEIPDDYFVVLVGDMI
TEEALPTYQTTLNTLDGVKDETGGSLSPWAVWIRAWTAEENRHGDLLNKYLYLCGRVDMRHVERTIQYLT
GSGMDSKFENNPYNGFIYTSFQERATFISHGNTARLATTYGDTTLAKICGTIAADEKRHETAYTKIVEKL
FELDPDGTVQALASMMKKRITMPAHLMHDGRDDQLFDHYAAVAQRIGVYTAADYAGILEFLLRRWKVESL
GSGLSGEGRRAQEYLCTLPQRIKRLEERANDRVKRQSKGSVSFSWVEGRDVEL

>RcSAD1 Stearoyl-[acyl-carrier-protein] 9-desaturase [Ricinus communis]
NP 001310659.1
MALKLNPFLSQTQKLPSFALPPMASTRSPKFYMASTLKSGSKEVENLKKPFMPPREVHVQVTHSMPPQKTI
ETFKSLDNWAEENILVHLKPVEKCWQPQDFLPDPASDGEFDEQVRELRERAKEIPDDYFVVLVGDMITEEA
LPTYQTMLNTLDGVRDETGASPTSWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGM
DPRTENSPYLGFIYTSFQERATFISHGNTARQAKEHGDIKLAQICGTIAADEKRHETAYTKIVEKLFEID
PDGTVLAFADMMRKKISMPAHLMYDGRDDNLFDHEFSAVAQRLGVYTAKDYADILEFLVGRWKVDKLTGLS
AEGQKAQDYVCRLPPRIRRLEERAQGRAKEAPTMPFSWIFDRQVKL

>AhSAD1 Stearoyl-[acyl-carrier-protein] 9-desaturase [Arachis hypogaeal
ACI45450.1
MALRLNPNPSQKLFLSPSSSSSSSSSSEFSLPOMASLRSPRFRMASTLRTGSKEVENLKKPEFTPPREVHVQ
VTHSMPPQKIEIFKSLEGWAEENILTLLKPVGKCWQPODYLPEPSEDGFEEQVRELRARAKELPDDYFVV
LVGDMITEEALPTYQTMLNTLDGVRDETGASLTSWAVWTRAWTAEENRHGDLLNKYLYLSGRVDLRQIEK
TIQYLIGSGMDPRTENSPYLGFIYTSFQERATFISHGNTARLAKEHGDMKLAQICGMIASDEKRHETAYT
KIVEKLFEIDPDGTVMAFADMMRKKIAMPAHLMYDGRDDNLEFENYSAVAQRIGVYTAKDYADILEFLVGR
WKVADLTGLSGEGRKAQDYVCGLPPRIRRLEERAQGRAKESPRLKFSWIYDREVQL

>AhSAD2 Stearoyl-[acyl-carrier-protein] 9-desaturase [Arachis hypogaeal
AID51207.1
MOMQISSLRTQTFLHFSPAQKYGRHIMPLPRAAATIAAPPPLKSQKTHSMAPEKIEIFKSLENWASECVLP
MLKPVEQCWQPONLVPDSSQPFDEFTDEVKNLRQRTAEIPDDYFVVLVGDMITEEALPTYQSMINNLDGV
GDEIGSSPNPWAVWTRAWTAEENRHGDLLRTYLYLSGRVDMLMIEKTVQYLIGAGMDPGTENNPYLGEVY
TSFQERATFVSHGNTARLAKEGGDPVLARICGTIAADEKRHENAYQKIVEKLLEVDPSDAVVAIGDMMQK
KITMPAHLMYDGSDPKLFEHFSAVAQRLGVYTANDYADILEFLVGRWRLEKLEGLTAEGKRAQDYVCGLS
OMIRRLOERADERARNMKKSHSVKESWIEFNKEVLL

>AhSAD3 Stearoyl-[acyl-carrier-protein] 9-desaturase [Arachis hypogaeal
AID51208.1
MILLGWFLPIPEEEMAMQLQTRMMFTPKRASLAHAWTPSGIHISMLHAHARSSSSSSTLPPEKIEIFKSL
EGWASQCILPLVKPVEKSWQPHDLLPDSSLSLDEFIYQVKALRDRTAELPDDYLVVLVGDMITEEALPSY
QTWEFNQLDGVGDKLGSSPNPWAVWSRAWTSEENRHGDLLKTYLYLSGRVDMEFMIEKTIHYLIGAGVDVKT
ENNPYMGFVYTSFQERATFISHGNTARLATKSGDPVLARICGTIAADEKRHENVYSKIVEKLLEVDPTGT
MIATISEMMRKKITMPAYLMHDGRDPHLFDHFSAVAQRLGVYTAADYADILEYLIGRWRLGELQGLTPEGR
HAQDFVCGLAPRIRRLQERADKQVCKMKSRSVKEFSWIFSREVPIT

>AtFAB2 Stearoyl-acyl-carrier-protein desaturase [Arabidopsis thalianal
AT2G43710.1
MALKFNPLVASQPYKFPSSTRPPTPSFRSPKFLCLASSSPALSSGPKEVESLKKPETPPR
EVHVQVLHSMPPQKIEIFKSMENWAEENLLIHLKDVEKSWQPQDFLPDPASDGFEDQVRE
LRERARELPDDYFVVLVGDMITEEALPTYQTMLNTLDGVRDETGASPTSWAIWTRAWTAE
ENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGMDPRTENNPYLGFIYTSFQERATEIS
HGNTARQAKEHGDIKLAQICGTIAADEKRHETAYTKIVEKLFEIDPDGTVMAFADMMRKK
ISMPAHLMYDGRNDNLFDNFSSVAQRLGVYTAKDYADILEFLVGRWKIQODLTGLSGEGNK
AQDYLCGLAPRIKRLDERAQARAKKGPKIPFSWIHDREVQL

>AtAAD2 Stearoyl-acyl-carrier-protein desaturase [Arabidopsis thalianal
AT3G02610.1
MALLLNSTITVAMKONPLVAVSFPRTTCLGSSFSPPRLLRVSCVATNPSKTSEETDKKKFRPIKEVPNQV



THTITQEKLEIFKSMENWAQENLLSYLKPVEASWOPODFLPETNDEDRFYEQVKELRDRTKEIPDDYFVV
LVGDMITEEALPTYQTTLNTLDGVKDETGGSLTSWAVWVRAWTAEENRHGDLLNKYLYLSGRVDMRHVEK
TIQYLIGFGMDSKFENNPYNGFIYTSFQERATFISHGNTAKLATTYGDTTLAKICGTIAADEKRHETAYT
RIVEKLFEIDPDGTVQALASMMRKRITMPAHLMHDGRDDDLEDHYAAVAQRIGVYTATDYAGILEFLLRR
WEVEKLGMGLSGEGRRAQDYLCTLPQRIRRLEERANDRVKLASKSKPSVSEFSWIYGREVEL

>AtAAD3 Stearoyl-acyl-carrier-protein desaturase [Arabidopsis thalianal
AT5G16230.1
MSMALLLTSPAMKQKPAVITSPRRGSSPSRRLRVSCVTTNPARKKNETCNHFRPIKEVNNQLTHTIPQEK
LETFKSMENWAEQKLLPYLKPVEDSWQPODFLPAPENDDEFYDRVKEIRERTKEIPDDYFVVLVGDMITE
EALPTYQTTLNTLDGVKDETGGSLSPWAVWIRAWTAEENRHGDLLNKYLYLTGRVDMRHVEKTIQYLIGS
GMDSKFENNPYNGFIYTSFOQERATFISHGNTARLATTYGDVTLAKICGTIAADEKRHETAYTKIVEKLFE
IDPDGSVQALASMMKKRITMPAHLMHDGRDNDLEFDHYAAVAQRIGVYTAADYAGILEFLLRRWKVESLGL
GLSGEGRRAQEYLCTLPQRIKRLEERANDRVKLVSKPSVSEFSWVEGRDVKL

>AtSAD4 Stearoyl-acyl-carrier-protein desaturase [Arabidopsis thalianal
AT3G02620.1
MALLLNSTMTVAMKONPATAVSFMQTTCLGSSEFSPPRHLOVSCVATNPSKTFRPIKEVSNQVTHTITQEK
LETFKSMENWAQENLLSYLKPVETSWQOPODFLPETKDEDREFYEQVKELRDRTKEIPDDYFVVLVGDMITE
EALPTYQTVMNTLDGAKDETGVSLTPWAVWLRAWTAEENRHGDLLNKYLYLSGRVDTRHVEKTIQYLIGS
GMDTKYENNPYNGYIYTSFQERATFISHANTAKLATTYGDTTLAKICGTIAADEKRHEMAYTRIVEKLFEFE
IDPDGTVQALASMMRKRITMPAQLMHDGRDDNLEDHYAAVAQRIGVYTATDYAGILEFLLRRWEVEKLGM
GLSGEGRRAQDYLCTLPQRIRRLEERADDRVKRASKSKPSVSFSWIYGREVEL

>AtSADS Stearoyl-acyl-carrier-protein desaturase [Arabidopsis thalianal
AT3G02630.1
MAMAMDRIVESPSSYVYRPCOQARGSRSSRVSMASTIRSATTEVTNGRKLYIPPREVHVQVKHSMPPOKLE
IFKSLEGWADETLLTYLKPVEKSWOPTDFLPEPESEGFYDOQVKELRERCKELPDDYFVVLVGDMITEEAL
PTYQTMLNTLDGVRDETGASPTPWAIWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGMD
PKTENNPYLGFIYTSFOQERATFISHGNTARLAKDRGDLKLAQICGTIAADERRHETAYTKIVEKLFEIDP
DGTILGLADMMKKKISMPAHLMYDGQODDNLFEHFSTVAQRLGVYTAKDYADILEFLVERWNVETLTDLSS
EGHRAQDEFVCGLPARIRKIEERAQGRAKEAAKNIPEFSWIFGRNIRA

>AtSAD6 Stearoyl-acyl-carrier-protein desaturase [Arabidopsis thalianal
AT5G16240.1
MVMAMDRIALEFSSSSSVYHHGSSHSHGSKSSRVFTIRSDSTAVGRKLYIPPREVHLOVKYSMPPOKLETIF
KSLEGWANDNLLAYLKPVEKSWQPTDFLPEPESEGFYDQVKELRERCKELSDDYLIVLVGDMITEEALPT
YOQTMINTLDGVRDETGASPTPWAVWTRAWTAEENRHGDLLNKYLYLSGRVDMRQIEKTIQYLIGSGMDPK
TENNPYLGFIYTSFQERATFISHGNTARLAKDLGDLTLGKICGTIAADERRHEHAYTKIVEKLFEIDPDT
TVVGFADMMRKKISMPAHLMYDGRDDNLEDHESSVAQRLGVYTAKDYADILQHLVERWNVEKLSDLSSEG
NRAQDYLCGLPARIRKLEERAQGRTKEAAKNIPEFSWIFGREVRA

>AtSAD7 Stearoyl-acyl-carrier-protein desaturase [Arabidopsis thalianal
AT1G43800.1
MLAHKSLLSFTTOQWATLMPSPSTFLASRPRGPAKISAVAAPVRPALKHONKIHTMPPEKMETIFKSLDGWA
KDQILPLLKPVDQCWQPASFLPDPALPFSEFTDQVRELRERTASLPDEYFVVLVGDMITEDALPTYQTMT
NTLDGVRDETGASESAWASWTRAWTAEENRHGDLLRTYLYLSGRVDMLMVERTVQHLIGSGMDPGTENNP
YLGEVYTSFOQERATFVSRGNTARLAKSAGDPVLARICGTIAADEKRHENAYVRIVEKLLEIDPNGAVSAV
ADMMRKKITMPAHLMTDGRDPMLFEHFSAVAQRLEVYTADDYADILEFLVGRWRLEKLEGLTGEGQRAQE
FVCGLAQRIRRLOERADERAKKLKKTHEVCEFSWIFDKQISV

>Muc-PAD Acyl-ACP desaturase, [Macfadyena unguis-cati] AAC05293.1
MALKLNAINFQSPKCSSFGLPPVVSLRSPKLSVAATLRSGLRDVETVKKTEFSPAREVHVQVTHSMAPQKT
EIFKAMEDWAENNILVHLKNVEKCPQPQODFLPDPASDEFHDQIKELRERAKEIPDDYFVVLVGDMITEEA
LPTYQTMLNTWDGVRDETGASPTSWAIWTRAWTAEENRHGDPLNKYLYLSGRVDMKQIEKTIQYLIGSGM
DPRTENSPYLGFIYTSFQERATFISHGNTARLARDHGDFKLAQICGTIASDEKRHETAYTKIVEKLFEID
PDGTVLAFGDMMKKKISMPDHFMYDGRDDNLFDHFSSVAQRLGVYTAKDYADILEHLVGRWKVEKLTGLS
AEGQKAQDYVCGLPPRIRRLEERAQIRAKQAPRLPFSWIYDREVQL

>AtFatA-1 Acyl-ACP thioesterase A, [Arabidopsis thaliana], NP _189147.1
MLKLSCNVTDSKLQRSLLEFFSHSYRSDPVNFIRRRIVSCSQTKKTGLVPLRAVVSADQGSVVQGLATLAD
QLRLGSLTEDGLSYKEKFVVRSYEVGSNKTATVETIANLLQEVGCNHAQSVGFSTDGFATTTTMRKLHLT
WVTARMHIEIYKYPAWGDVVEIETWCQSEGRIGTRRDWILKDSVTGEVTGRATSKWVMMNQDTRRLQKVS



DDVRDEYLVFCPQEPRLAFPEENNRSLKKIPKLEDPAQYSMIGLKPRRADLDMNQHVNNVTYIGWVLEST
POQEIVDTHELQVITLDYRRECQQODDVVDSLTTTTSEIGGTNGSATSGTQGHNDSQFLHLLRLSGDGQEIN
RGTTLWRKKPSS

>AtFatA-2 Acyl-ACP thioesterase A [Arabidopsis thaliana] NP 189147.1
MLKLSCNVTDHIHNLEFSNSRRIFVPVHRQTRPISCFQLKKEPLRAILSADHGNSSVRVADTVSGTSPADR
LRFGRLMEDGFSYKEKFIVRSYEVGINKTATIETIANLLQEVACNHVONVGFSTDGFATTLTMRKLHLIW
VTARMHIEIYKYPAWSDVVEIETWCQSEGRIGTRRDWILKDCATGEVIGRATSKWVMMNQDTRRLQRVTD
EVRDEYLVFCPPEPRLAFPEENNSSLKKIPKLEDPAQYSMLGLKPRRADLDMNQHVNNVTYIGWVLESIP
QEIIDTHELKVITLDYRRECQQDDIVDSLTTSETPNEVVSKLTGTNGSTTSSKREHNESHFLHILRLSEN
GQEINRGRTQWRKKSSR

>CsFatA-1 Acyl-ACP thiocesterase A [Camelina sativa] AFQ60948.1
MLKLSCNVTDSSKLQRSLLFFSHSHRSDPVNCIRRRIVSSSVSCSQTKKTGLVDPLRAVVSADQGSVIRA
EQGLGTLADQLRLGSLTEDGLSYKEKFVVRSYEVGSNKTATIETIANLLQEVGCNHAQSVGFSTDGFATT
PTMRKLHLIWVTARMHIEIYNYPAWGNVVEIETWCQSEGRIGTRRDWILKDCATGEVTGRATSKWVMMNQ
DTRRLOKVSDDVRDEYLVFCPQEPRLAFPEENNRSLKKIPKLEDPAQYSMIGLKPRRADLDMNQHVNNVT
YIGWVLESVPQEIVDTHELQVITLDYRRECQQDDVVDSLTTSEIGGTNGSATSGTQGHNDSQFLHLLRLS
GDGQEINRGTTLWRKKSSR

>CsFatA-2 Acyl-ACP thioesterase A [Camelina sativa] AFQ60947.1
MLKLSCNVTDSSKLQRSLLFFSHSHRSDPVNCIRRRIVASSVSCSQTKKTGLVDPLRAVVSADQGSVIRA
EQGLGTLADQLRLGSLTEDGLSYKEKFVVRSYEVGSNKTATIETIANLLQEVGCNHAQGVGFSTDGFATT
PTMRKLHLIWVTARMHIEIYNYPAWGDVVEIETWCQSEGRIGTRRDWILKDCATGEVTGRATSKWVMMNQ
DTRRLQKVSDDVRDEYLVFCPQEPRLAFPEENNRSLKKIPKLEDPAQYSMIGLKPRRADLDMNQHVNNVT
YIGWVLESVPQEIVHTHELQVITLDYRRECQQDDVVDSLTTSEIGGTNGSATSGTQGHNDSQFLHLLRLS
GDGQEINRGTTLWRKKSSR

>CsFatA-3 Acyl-ACP thiocesterase A [Camelina sativa], AFQ60948.1
MLKLSCNVTDSSKLQRSLLFFSHSHRSDPVNCIRRRIVSSSVSCSQTKKTGLVDPLRAVVSADQGSVIRA
EQGLGTLADQLRLGSLTEDGLSYKEKEFVVRSYEVGSNKTATIETIANLLQEVGCNHAQSVGFSTDGFATT
PTMRKLHLIWVTARMHIEIYNYPAWGNVVEIETWCQSEGRIGTRRDWILKDCATGEVTGRATSKWVMMNQ
DTRRLQKVSDDVRDEYLVFCPQEPRLAFPEENNRSLKKIPKLEDPAQYSMIGLKPRRADLDMNQHVNNVT
YIGWVLESVPQEIVDTHELQVITLDYRRECQQDDVVDSLTTSEIGGTNGSATSGTQGHNDSQFLHLLRLS
GDGQEINRGTTLWRKKSSR

>HaFatB Fatty acyl-ACP thioesterase B [Helianthus annuus] CAC80370.1
MVAMSATASLEFPVSSPKPHSGAKTSDKLGGEPGSVAVRGIKTKSVNSGGMKVKANAQAPTEVNGSRSRIT
HGFKTDDYSTSPAPRTFINXLPDWXMLLAAITTIFLAAEKQWMMLEWKTKRPDMIADMDPFGLGRIVQDG
LVFRONFSIRSYEIGADRTASIETLMNHLQETALNHVKSAGLLGDGFGSTPEMCKKNLFWVVTKMQVIVD
RYPTWGDVVQVDTWVAPNGKNGMRRDWLLRDYKTGEILTRASSNWVMMNKETRRLSKIPDEVRGEIEHYF
VDAPPVVEDDSRKLSKLDESTADYVRDGLIPRWSDLDVNQHVNNVKYIGWILESAPQVVEKYELARITLE
YRRECRKDSVVKSLTSVLGGGDDDNGGIGDSGRVDCQHVLLFAGGGDGTPGGEIVKGRTQWRPKYEKQDG
SVDHFSAGNV

>AhFatB Fatty acyl-ACP thioesterase B [Arachis hypogaea] AB038555.1
MATAATASIFPVPSPSPDAGADGNKLVGGSVKLQOGLKSKHASSGGLOQVKAHAQAPPKINGSTVESLKHDD
DLPSPPPRTFINQLPDWSMLLAAITTIFLAAEKQWMMLDWKPRRSDMLIDPFGIGRIVQDGLVFRQONFST
RSYEIGADRTASIETVMNHLQETALNHVKTAGLLGDGFGSTPEMCKKSLIWVVTRMQVVVDRYPTWGDVV
QVDTWVSASGKNGMRRDWLLRDCKTGEILTRASSVWVMMNKLTRRLSKIPEEVRAEIASYFVNSAPILEE
DNRKLSKLDDNTADYIRTGLSPRWNDLDVNQHVNNVKYIGWILESAPOQPILESHELSAMTLEYRRECGRD
SVLQSLTAVSAADVGNLAHRGQLECKHLLRLEDGAEIVRGRTEWRPKPVSNFDIVNQVPAEST

>GmFatA acyl-ACP thioesterase A [Glycine max| XP 006602508.1
MLKLSCNGLDRAHSLAQCGFAGRPACAVPRRRRSGVSGFRLPEGRSIRVSAAVSAKDGAVATRVEADPGTL
ADRLRVGSLTEDGLSYKEKFIVRSYEVGINKTATVETIANLLQEVGCNHAQSVGYSTDGFATTPTMRKLRL
IWVTARMHIEIYKYPAWSDIVEIETWCQGEGRVGTRRDFILKDYATDEVIGRATSKWVMMNODTRRLQKVS
DDVKEEYLVFCPREPRLAIPEADSNSLKKIPKLEDPAQYSRLGLVPRRADLDMNQHVNNVTYIGWVLESMP
QEIIDSHELQSITLDYRRECGQHDIVDSLTSVEAIQGGAEAVPELKGTNGSATAREDKHEHQQFLHLLRLS
TEGLEINRGRTEWRKKAPR

>RcFatA acyl-ACP thioesterase A [Ricinus communis] NP _001310680.1
MLKVPCCNATDPIQSLSSQCRFLTHFNNRPYFTRRPSIPTFFSSKNSSASLQAVVSDISS
VESAACDSLANRLRLGKLTEDGFSYKEKFIVRSYEVGINKTATVETIANLLQEVGCNHAQ
SVGFSTDGFATTTSMRKMHLIWVTARMHIEIYKYPAWSDVVEVETWCQSEGRIGTRRDWI



LTDYATGOIIGRATSKWVMMNODTRRLOKVTDDVREEYLVFCPRELRLAFPEENNRSSKK
ISKLEDPAQYSKLGLVPRRADLDMNQHVNNVTYIGWVLESIPOQEIIDTHELQTITLDYRR
ECQHDDIVDSLTSVEPSENLEAVSELRGTNGSATTTAGDEDCRNFLHLLRLSGDGLEINR
GRTEWRKKSAR

>HaFatB-1 Fatty acyl-ACP thioesterase B [Helianthus annuus]
XP 022024086.1
MTTLSLSYVPSFRTTSENDNDIRSMVWGYKIFGASNTMKMGRTTMYATPVTKGVNGKPAV
VERTMIPTQKQFVDPFROGIIILDGVGYRQTVVVRSYEVGPDKAVTLOSILNLLOETALN
HVWMSGLLGDGFGATHGMMKNNLIWVVSRMOVQVDQYPIWGE ILEIDTWVGASGKNGMRR
DWEIRSHTTGIVFARATSTWVMMNQKTRRLSKMPDEVRAEISPWEINKQAIKEESVEKID
KLDDNAKYINSGLOPKRSDLDMNHHVNNVKYVGWMLEAIPEECLENYQLSNIILEYRREC
GSSDVVESLCEPEQVGIIEDVNYMSRCPIGAGFLNCLVNQCIRFTHVLQVKEDSKCQEIV
RGKTTWKKRNNHYPYCG

>HaFatB-2 Fatty acyl-ACP thioesterase B [Helianthus annuus] XP_021989855.1
MVAMAASTYFEFLNSSSYHDMTRNNLRRTPGPKDAHGIIKKNDGSSRSLLAKDLTKVNATE
VRANRASFLKPIMMLGONKNYLDMIPDLGEFGSMLSDGEFVFRONFQIRSYEVGSDOQAVTTE
TLMNLLOQETSINHLKATIGVWGDGLGLTREMCKKNLIWVMSKLQVAVDRYPIWDDVIQIDT
WKGAYGKIGMCSNWKFCDAKTGEILLTASCIWLMMNEETRRLSKFPDEVRSELDEHEFTNA
TLPVIARKWSPHDEMSIVDHVRNGIMPRWSDLDINHHVNNVKYIGWILESVPHSIVENYE
IASLTLEYRQECKMESVVQSHTYVMVSNNGKKGDNDHVDCKHALQLETGGGE IMKGWT IW
RPKQYENRLGLE

>AtFAD2 Fatty acid desaturase 2 [Arabidopsis thaliana] NP_187819.1
MGAGGRMPVPTSSKKSETDTTKRVPCEKPPFSVGDLKKATPPHCFKRSTIPRSEFSYLISDIITASCEYYVA
TNYFSLLPOPLSYLAWPLYWACQGCVLTGIWVIAHECGHHAFSDYQWLDDTVGLIFHSFLLVPYFSWKYS
HRRHHSNTGSLERDEVEVPKQKSATIKWYGKYLNNPLGRIMMLTVQFVLGWPLYLAFNVSGRPYDGFACHF
FPNAPIYNDRERLQIYLSDAGILAVCFGLYRYAAAQGMASMICLYGVPLLIVNAFLVLITYLQHTHPSLP
HYDSSEWDWLRGALATVDRDYGILNKVFHNITDTHVAHHLFSTMPHYNAMEATKATKPILGDYYQFDGTP
WYVAMYREAKECIYVEPDREGDKKGVYWYNNKL

>AtFAD3 Omega-3 fatty acid desaturase [Arabidopsis thaliana]l AAA61778.1
MVVAMDQRTNVNGDPGAGDRKKEERFDPSAQPPFKIGDIRAAIPKHCWVKSPLRSMSYVVRDIIAVAALA
IAAVYVDSWEFLWPLYWAAQGTLFWATFVLGHDCGHGSFSDIPLLNSVVGHILHSFILVPYHGWRISHRTH
HONHGHVENDESWVPLPERVYKKLPHSTRMLRYTVPLPMLAYPLYLCYRSPGKEGSHEFNPYSSLFAPSER
KLIATSTTCWSIMFVSLIALSFVFGPLAVLKVYGVPYITFVMWLDAVTYLHHHGHDEKLPWYRGKEWSYL
RGGLTTIDRDYGIFNNIHHDIGTHVIHHLFPQIPHYHLVDATKAAKHVLGRYYREPKTSGAIPTIHLVESL
VASIKKDHYVSDTGDIVEFYETDPDLYVYASDKSKIN

>AtFAD6 Fatty acid desaturase 6 [Arabidopsis thaliana] NP _194824.1
MASRIADSLFAFTGPQOQCLPRVPKLAASSARVSPGVYAVKPIDLLLKGRTHRSRRCVAPVKRRIGCIKAV
AAPVAPPSADSAEDREQLAESYGFRQIGEDLPENVTLKDIMDTLPKEVFEIDDLKALKSVLISVTSYTLG
LEMIAKSPWYLLPLAWAWTGTAITGFFVIGHDCAHKSEFSKNKLVEDIVGTLAFLPLVYPYEPWRFKHDRH
HAKTNMLVHDTAWQPVPPEEFESSPVMRKAITIFGYGPIRPWLSTAHWVNWHENLKKFRASEVNRVKISLA
CVFAFMAVGWPLIVYKVGILGWVKFWLMPWLGYHFWMSTFTMVHHTAPHI PFKPADEWNAAQAQLNGTVH
CDYPSWIETILCHDINVHIPHHISPRIPSYNLRAAHESIQENWGKYTNLATWNWRLMKTIMTVCHVYDKEE
NYIPFDRLAPEESQPITFLKKAMPNYTA

>AtFAD7 Fatty acid desaturase 7 [Arabidopsis thaliana] NP_187727.1
MANLVLSECGIRPLPRIYTTPRSNFLSNNNKFRPSLSSSSYKTSSSPLSFGLNSRDGFTRNWALNVSTPL
TTPIFEESPLEEDNKQRFDPGAPPPFNLADIRAATPKHCWVKNPWKSLSYVVRDVAIVFALAAGAAYLNN
WIVWPLYWLAQGTMFWALFVLGHDCGHGSFSNDPKLNSVVGHLLHSSILVPYHGWRISHRTHHQNHGHVE
NDESWHPMSEKIYNTLDKPTRFFRFTLPLVMLAYPFYLWARSPGKKGSHYHPDSDLFLPKERKDVLTSTA
CWTAMAALLVCLNFTIGPIQMLKLYGIPYWINVMWLDEVTYLHHHGHEDKLPWYRGKEWSYLRGGLTTLD
RDYGLINNIHHDIGTHVIHHLFPQIPHYHLVEATEAAKPVLGKYYREPDKSGPLPLHLLETILAKSIKEDH
YVSDEGEVVYYKADPNLYGEVKVRAD

>AtFAD8 Omega-3 fatty acid desaturase [Arabidopsis thaliana] ARA65621.1
MASSVLSECGFRPLPREFYPKHTTSFASNPKPTFKFNPPLKPPSSLLNSRYGEFYSKTRNWALNVATPLTTL



QSPSEEDTERFDPGAPPPFNLADIRAATPKHCWVKNPWMSMSYVVRDVAIVFGLAAVAAYFNNWLLWPLY
WFAQGTMFWALFVLGHDCGHGSEFSNDPRLNSVAGHLLHSSILVPYHGWRISHRTHHONHGHVENDESWHP
LPESTIYKNLEKTTOMFRFTLPFPMLAYPFYLWNRSPGKQGSHYHPDSDLFLPKEKKDVLTSTACWTAMAA
LLVCLNFVMGPIQMLKLYGIPYWIFVMWLDEVTYLHHHGHEDKLPWYRGKEWSYLRGGLTTLDRDYGWIN
NIHHDIGTHVIHHLFPQIPHYHLVEATEAAKPVLGKYYREPKNSGPLPLHLLGSLIKSMKQDHFVSDTGD
VVYYEADPKLNGQRT

>AhFAD2-1A Omega-6 desaturase [Arachis hypogaea] AAB84262.1
MGAGGRVTKIEAQKKPLSRVPHSNPPFSVGQLKKATPPHCFERSLEFISEFSYVVYDLLVAYLLEFYTIATTYF
HKLPYPFSFLAWPIYWAIQGCILTGVWVIAHECGHHAFSKYQLVDDMVGLTLHSCLLVPYFSWKISHRRH
HSNTGSLDRNEVFVPKPKSKVSWYNKYMNNPPGRAISLFITLTLGWPLYLAFNVSGRPYDRFASHYDPYA
PIYSNRERLLIYVSDSSVFAVTYLLYHIATLKGLGWVVCVYGVPLLIVNGFLVTITYLQHTHASLPHYDS
SEWDWLRGALATVDRDYGILNKAFHHITDTHVAHHLEFSTMPHYHAMEATNATKPILGDYYQFDGTPFYKA
LWREAKECLYVEPDDGASKKGVYWYKNKF

>AhFAD2-1B Oleate desaturase [Arachis hypogaea] AAF82293.1
MGAGGRVTKIEAQKKPLSRVPHSNPPFSVGQLKKATIPPHCFERSLFISFSYVVYDLLMAYLLFYIATTYF
HKLPYPFSFLAWPIYWATQGCILTGVWVIAHECGHHAFSKYQLVDDMVGLTLHSCLLVPYFSWKISHRRH
HSNTGSLDRDEVEVPKPKSKVSWYNKYMNNPPGRAISLEFITLTLGWPLYLAFNVSGRPYDRFASHYDPYA
PIYSNRERLLIYVSDSSVFAVTYLLYHIATLKGLGWVVCVYGVPLLIVNGFLVTITYLQHTHASLPHYDS
SEWDWLRGALATVDRDYGILNKAFHHITDTHVAHHLEFSTMPHYHAMEATNAIKPILGDYYQFDGTPVYKA
LWREAKECLYVEPDDGASQKGVYWYKNKE

>AhFAD2-2 Omega-6 fatty acid desaturase [Arachis hypogaea] ACZ06072.1
MGAGGRTSVPPSNRTVEADYAKRVPHEKPPFSLSQVKKATPPHCFQRSVIRSEFSYVVYDLTIAFCLYYAA
TNYFHKLSSPLEYLAWLLYGAVQGCILTGVWVIAHECGHHAFSDYQWLDDTVGLVLHSGLLVPYFSWKYS
HRRHHSNTGSLDRDEVEVPKKKSSTIAWWSKYLNNPLGRVLTLTITLTLGWPLYLAFNVSGRPYDRFACHY
DPYGPIYSDRERLQIYISDAGVLAVSYGLIRLVMAKGLAWVVAVYGVPLLVVNGFLVLITYLQHTHPALP
HYDSSEWDWLRGALATVDRDYGILNKVFHNITDTHVAHHLFSTMPHYHAMEATNATIKPILGEYYREFDGTP
FYKAMWREAKECLYVESDQGAQNKGVEWYNNKL

>AhFAD3-4 Omega-3 fatty acid desaturase [Arachis hypogaea] QFR98376.1
MAVSHVVYTNGHKKENDEFDASAPPPFKIADIRAATIPRHCWVKNPWRSLSYVLRDLVLVATLLASATIHEN
SWEFWPIYWPLOGTMFWALFVLGHDCGHGSEFSNNAKLNSIVGHILHSSILVPYHGWRISHKTHHQNHGHV
ENDESWVPLPEKIYKSLDNVTKLMRFTVPFPIFAYPFYLWRRSPGKEGSHEFNPYGKLFSPNERKDVMIST
MCWVAMFSLLLFLSFIVTPLSILKLYGIPYLIFIMWLDEVTYLHHHGYKQKLPWYRGKEWSYLRGGLTTV
DRDYGLVNNIHHDIGTHVIHHLFPQIPHYHLLEATEAAKPVLGKYYREPEKSGPLPSHLIKYLLQSIGQD
HYVSDNGDIVYYQSDPYLLNNNNKSN

>AhFAD6 Omega-6 fatty acid desaturase [Arachis hypogaea] ACZ06070.1
MACRLADSFILFKGSHQKPLOSKRAIVAQYSPRVCNLKECGLIQKGFRHRLNEFVPRKKVTVIQAVAVPLE
PFPVESAEYRKQLAESYGFRQIGEPLPDDITLKDVIDSLPKKVFEIDDTKAWKTVLISVASYALGLFMIS
KAPWYLLPLAWAWTGTAVTGFFVIGHDCAHKSFSKNKLVEDIVGTLAFLPLIYPYEPWRFKHDRHHAKTN
MLYEDTAWHPVWKDEFDSSPALRNATIIYGYGPFRTWMSIAHWLMWHEFDLKKFRTNEVKRVKISLACVFAF
MATIGWPLITIYKTGIMGWIKFWFMPWLGYHFWMSTEFTMVHHTAPHIPFKYSENWNAAQAQLNGTVHCDYPQ
WIEILCHDINVHIPHHISPRIPSYNLRAAHKSLQENWGKYLNEASWNWRLMKTIMTVCHVYDKQQONYVAF
DELAPEDSRPITFLKEVMPDYA

>AhFAD7-1A Delta 15 desaturase [Arachis hypogaea] AID51460.1
MATWVLSECGLRPLPPMFPRPRTGSISCTKSSSINSTFLSSDLKSFQQQTRFQCCSFKERRRSWEIKVSV
PLRVGTIEEEEEEEEGIINGVVEKREVCEFDPGAPPPFKLSDIRAAIPKHCWVKDPWRSMSYVVRDVVVV
LGLAAAAAHLNNWIVWPLYWAAQGTMFWALFVLGHDCGHGSFSNNPKLNSVVGHLLHSSILVPYHGWRIS
HRTHHONHGHVENDESWHPLPEKIFKSLDNVTRTLRFTIPFPMLAYPIYLWSRSPGKTGSHFHPDSDLFV
SNERKDVITSTICWAAMASLLVGLGFVMGPIQLLKLYGIPYVLFVMWLDFVTYLHHHGHEDKLPWYRGEE
WSYLRGGLTTLDRDYGWINNIHHDIGTHVIHHLFPQIPHYHLIEATEAAKPVLGKYYREPKKSLPLPFHL
IGDLMRSMKKDHYVSDTGDVVYYQTDPTLGGSSTST

>AhFAD8 Omega-3 fatty acid desaturase [Arachis hypogaea] AFD93985.1
MATWVLSECGLRPLPPMFPRPRTGSISCTKSSSINSTFLSSDLKSFQQQOTRFQCCSFKERRRSWEIKVSV
PLRVGTIEEEEEEEEGIINGVVEKREVCEFDPGAPPPFKLSDIRAATIPKHCWVKDPWRSMSYVVRDVVVV
LGLAAAAAHLNNWIVWPLYWAAQGTMFWALFVLGHDCGHGSFSNNPKLNSVVGHLLHSSILVPYHGWRIS
HRTHHONHGHVENDESWHPLPEKIFKSLDNVTRTLRFTIPFPMLAYPIYLWSRSPGKTGSHFHPDSDLFEV
SNERKDVITSTICWAAMASLLVGLGFVMGPIQLLKLYGIPYVLFVMWLDFVTYLHHHGHEDKLPWYRGEE
WSYLRGGLTTLDRDYGWINNIHHEHDIGTHVIHHLFPQIPHYHLIEATEAAKPVLGKYYREPKKSLPLPFHL



IGDLMRSMKKDHYVSDTGDVVYYQTDPTLGGSSTST

>GmFAD2-1A Omega-6-desaturase [Glycine max] AAX29989.1
MGGRGRVAKVEVQRKKPLSRVPNTKPPFTVGQLKKATIPPHCFQRSLLTSEFSYVVYDLSFAFTIFYIATTYF
HLLPQPFSLIAWPIYWVLQGCLLTGVWVIAHECGHHAFSKYQWVDDVVGLTLHSTLLVPYFSWKISHRRH
HSNTGSLDRDEVFVPKPKSKVAWESKYLNNPLGRAVSLLVTLTIGWPMYLAFNVSGRPYDSFASHYHPYA
PIYSNRERLLIYVSDVALFSVTYSLYRVATLKGLVWLLCVYGVPLLIVNGFLVTITYLQHTHFALPHYDS
SEWDWLKGALATMDRDYGILNKVFHHITDTHVAHHLFSTMPHYHAMEATNATKPILGEYYQFDDTPFYKA
LWREARECLYVEPDEGTSEKGVYWYRNKY

>GmFAD2-2 Omega-6 fatty acid desaturase [Glycine max] BAD89862.1
MGAGGRTDVPPANRKSEVDPLKRVPFEKPPFSLSQIKKVIPPHCFQRSVFRSFSYVVYDLTIAFCLYYVA
THYFHLLPSPLSFLAWPIYWAVQGCILTGVWVIAHECGHHAFSDYQLLDDIVGLVLHSGLLVPYFSWKYS
HRRHHSNTGSLERDEVEVPKQKSCIKWYSKYLNNPPGRVLTLAVTLTLGWPLYLALNVSGRPYDRFACHY
DPYGPIYSDRERLQIYISDAGVLAVCYGLFRLAMAKGLAWVVCVYGVPLLVVNGFLVLITFLQHTHPALP
HYTSSEWDWLRGALATVDRDYGILDKVFHNITDTHVAHELFSTMPHYHAMEATKAIKPILGEYYRFDETP
FVKAMWREARECIYVEPDQSTESKGVEWYNNKL

>GmFAD3A Omega-3 fatty acid desaturase A [Glycine max] AMY60543.1
MVKDTKPLAYAANNGYQKEAFDPSAPPPFKIAEIRVAIPKHCWVKNPWRSLSYVLRDVLVIAALMAAASH
FNNWLLWLIYWPIQGTMEFWALEFVLGHDCGHGSFSDSPFLNSLVGHILHSSILVPYHGWRISHRTHHQNHG
HIEKDESWVPLTEKIYKNLDNMTRLVRFTVPFPLEVYPIYLESRSPGKEGSHFNPYSNLFPPSERKGIAT
STLCWVTMEFSMLIYLSFITSPVLLLKLYGIPYWIFVMWLDEVTYLHHHGHHQKLPWYRGKEWSYLRGGLT
TVDRDYGWINNIHHDIGTHVIHHLFPQIPHYHLVEATQAAKSVLGEYYREPERSAPLPFHLIKYLIQSMR
QDHEFVSDTGDVVYYQTDSLHLHSHRD

>GmFAD6C Omega-6 fatty acid desaturase [Glycine max] P48628.1
MACTLADSLLLFKGSYQKPVLRRDIAARYSPGIFSLNSNGLIQKRFRRORNEVTRNKVTVIHAVAIPVQP
APVESAEYRKQLAEDYGFRQVGEPLSDDVTLKDVINPLPKEVFEIDDVKAWKSVLISVTSYALGLFMISK
APWYLLPLAWVWTGTAITGFFVIGHDCAHRSFSSNKLVEDIVGTLAFMPLIYPYEPWRFKHDRHHAKTNM
LREDTAWHPVWKDEFESTPLLRKAIIYGYGPFRCWMSIAHWLMWHFDLKKFRPSEVPRVKISLACVFAFI
ATGWPLITYKTGIMGWIKFWLMPWLGYHFWMSTFTMVHHTAPYTIPFKYSEEWNRAQAQLNGTVHCDYPKW
IETLCHDINVHIPHHISPRIPSYNLRAAHKSLOENWGQYLNEASWNWRLMKTIMTVCQVYDKEKSLCCLR
RTCP

>GmFAD7 Omega 3 fatty acid desaturase [Glycine max] ACF19424.1
MATWVLSECSLKPLAPVIPRPRTGAVLSSTSKVGFLETNKVLEGSKFQPLRCNLRERNWGLKVSVPLRIA
SIEEEEQKSVDVINGSNGVEHEKLPEFDPGAPPPFNLADIRAAIPKHCWVKDPLKSMSYVVRDVIAVEGL
ASAAAYLNNWLVWPLYWAAQGTMFWALFVLGHDCGHGSFSNNPKLNSVVGHLLHSSTILVPYHGWRISHRT
HHQHHGHVENDESWHPLPEKLFRSLDTVTRMLRFTAPFPLLAYPVYLWGRSPGKTGSHFDPSSDLEFVPNE
RKDVITSTACWAAMLGLLVGLGFVMGPIQLLKLYGVPYVIFVMWLDLVTYLHHHGHEDKLPWYRGKEWSY
LRGGLTTLDRDYGLINNIHHDIGTHVIHHLFPQIPHYHLVEATEAAKPVEGKYYREPKKSSPLPFHLIGE
LIKSFKTDHFVSDKGDVVYYQTDSEINGSSKSE

>GmFAD8-2 Omega-3 fatty acid desaturase [Glycine max] NP 001239777.1
MATWVLSECGLRPLPPVFPRSTRPISCQKPSKSREFLSTNKGVPDLNLQARGLTCCSFRDRKWELGVSAPL
KFATNEGEEEERTNGANNGVGEEVSEFDPSAPPPFKLADIRAATIPKHCWVKDPWKSMSYVVRDVIVVEGL
AAAAAYLNNWVVWPLYWAAQGTMEFWALEFVLGHDCGHGSFSNNPKLNSVAGHLLHSSTILVPYHGWRISHRT
HHONHGHVENDESWHPLPEKIFKSLDNVTRILRFTLPFPLLAYPIYLWSRSPGKTGSHFNPDSDLFVPSE
RKDVITSTICWTAMAALLVGLGFVMGPVQLLKLYGIPYATFVMWLDLVTYLHHHGHEDKLPWYRGEEWSY
LRGGLTTIDRDYGWINNIHHDIGTHVIHHLFPQIPHYHLIEATEAAKPVLGQYYREPKKSSPLPIYLIGE
LLRSMKKDHEVSDSGDIVYYQTDPTLSSSSTSQ

>CsFADZ2 Omega-6 fatty acid desaturase [Camelina sativa] XP _019096117.1
MGAGGRMPVPSSSSKKSETDAIKRVPCEKPPFTLGELKKAIPPQCFKRSIPRSFSYLITDIIVASCFEFYYV
ATNYFSLLPQPLSYLAWPLYWACQGCVLTGVWVIAHECGHHAFSDYQWLDDTVGLIFHSFLLVPYFSWKY
SHRRHHSNTGSLERDEVFVPKQKSATIKWYGKYLNNPAGRIMMLTVQEFVLGWPLYLAFNVSGRPYDGFACH
FFPNAPIYNDRERLQIYLSDAGILAVCFGLYRYAAAQGLASMICLYGVPLLIVNAFLVLITYLQHTHPAL
PHYDSSEWDWLRGALATVDRDYGILNKVFHNITDTHVAHHLFSTMPHYNAMEATKAIKPILGDYYQFDGT
PWYVAMYREAKECIYVEPDREGDKKGVYWYNNKL

>CsFAD2-2 Omega-6 fatty acid desaturase [Camelina sativa] NP 001291954.
MGAGGRMPVPSSSSKKSETDAIKRVPCEKPPFTLGDLKKAIPPQCFKRSIPRSFSYLITDITIASCEYYV
ATNYFSLLPQPLSYLAWPLYWACQGCVLTGVWVIAHECGHHAFSDYQWLDDTVGLIFHSFLLVPYEFSWKY



SHRRHHSNTGSLERDEVFVPKQKSATIKWYGKYLNNPAGRIMMLTVQEFVLGWPLYLAFNVSGRPYDGFACH
FEFPNAPIYNDRERLQIYLSDAGILAVCFGLYRYAAAQGLASMICLYGVPLLIVNAFLVLITYLQHTHPAL
PHYDSSEWDWLRGALATVDRDYGILNKVFHNITDTHVAHHLESTMPHYNAMEATKAIKPILGDYYQFDGT
PWYVAMYREAKECIYVEPDREGDKKGVYWYNNKL

>BnFAD2-4 Omega-6 fatty acid desaturase [Brassica napus] XP_022570693.1
MGAGGRMQVSPPSSSPETKTLKRVPCETPPFTLGDLKKAIPPHCFKRSIPRSFSYLLFDILVSSSLYHLS
TAYFPLLPHPLPYLAWPLYWACQGCVLTGLWVIAHECGHHAFSDHQWLDDAVGLVFHSFLLVPYFSWKYS
HRRHHSNTGSLERDEVEVPKKKSDIKWYGKYLNNPLGRTVMLTVQFTLGWPLYLAFNVSGRPYSDGFACH
FHPNAPIYNDRERLQIYISDAGVLSVCYGLYRYAGSRGVASMVCVYGVPLMIVNCFLVLITYLQHTHPSL
PHYDSSEWDWLRGALATVDRDYGILNKVEFHNITDTHVAHHLFSTMPHYNAMEATKAIKPILGEYYQEDGT
PVVKAMWREAKECIYVEPDRQGEKKGVFWYNNKL

>BnFAD3 Omega-3 fatty acid desaturase [Brassica napus] NP 001302953.1
MVVAMDQRSNVNGDSGARKEEGFDPSEQPPFKIGDIRAATPKHCWVKSPLRSMSYVARDIFAVAALAMAA
VYFDSWEFLWPLYWVAQGTLFWAIFVLGHDCGHGSFSDIPLLNSVVGHILHSFILVPYHGWRISHRTHHQN
HGHVENDESWVPLPEKLYKNLPHSTRMLRYTVPLPMLAYPIYLWHRSPGKEGSHFNPYSSLFAPSERKLT
ATSTTCWSIMLATLVYLSFLVGPVTVLKVYGVPYITFVMWLDAVTYLHHHGHDEKLPWYRGKEWSYLRGG
LTTIDRDYGIFNNIHHDIGTHVIHHLFPQIPHYHLVDATRAAKHVLGRYYRVPKTSGAIPIHLVESLVAS
IKKDHYVSDTGDIVEFYETDPDLYVYASDKSKIN

>BnFAD6 Omega-6 desaturase [Brassica napus] AAA50157.1
MASRIADSLFAFTGPQOQCLPRAPKLASARLSPGVYAVRPIDLLLKGTRRTFLVPAKKRIGCIKAVEVPVA
PPSADNAEDREQLAESYGFKQIGQDLPDNVTLKDIMDTLPKEVFEIDDVKAWKSVLISVTSYALGLEFMIA
KAPWYLLPLAWAWTGTAVTGFFVIGHDCAHKSFSKNKLVEDIVGTLAFLPLVYPYEPWRFKHDRHHAKTN
MLVHDTAWQPVPPEEFDSSPVLRKATTIFGYGPIRPWLSTAHWVNWHENLRKFRPSEVNRVKISLACVFAF
MAVGWPLIIYRVGVLGWVKEWLMPWLGYHFWMSTFTMVHHTAPHI PFKPADEWNAAQAQLNGTVHCDYPS
WIEILCHDINVHIPHHISPRIPSYNLRAAHQSIQENWGKYTNLATWNWRLMKTIMTVCHVYDKEENYIPF
DRLAPEESQPITFLKKAMPDYAA

>HaFAD2 Delta(12) fatty acid desaturase, [Helianthus annuus)
XP 021972383.1
MGAGGRMSNPVNGEEKPNPDPLORVPYQKPPFTVGDVKKAIPPHCEFNRSVIRSFSYVVYDLTIASIFYYL
ANNYTIALLPSPLAYVAWPVYWICQGCVLTGVWVIAHECGHHAFSDYQWLDDTVGLVLHSALLVPYFSWKY
SHRRHHSNTGSIEHDEVFVPKLKSGVRSTARLLNNPPGRILTLLVTLTMGWPLYLMENVSGRYYDRFACH
FDPNSPIYSNRERAQIFISDAGILTVLEVLFRVAMTKGLTWVLTMYAGPLLVVNGFLVLITFLOHTHPSL
PHYDSTEWDWLRGALATIDRDYGVLNKVFHNITDTHVTHHLFSTMPHYHAMEATKAIKPILGEYYQFDGT
SVFKAMYRETKECIYVDKDEEVKDGVYWYRNKI

>BnLACS1 Long-chain acyl-CoA synthetase 1 [Brassica napus] CDY27501.1
MKSFAAKVEDGVRGENGKPSVGPVYRNLLSEKGFPPIDSDITTAWDIFSKSVKKFPDNKMLGWRRIVDEK
VGPYMWKTYKEAYDEVLQIGSALRAIGAEPGCRVGIYGVNCPOQWIITMEACAAHTLICVPLYDTLGSGAV
DYIVDQAEIDFVEVQETKIKGLLEPDCKCARRLKAIVSFTNVSEEHNLKGSEVGVKTYSWLDFLOMGCGK
PEETTPPKPEFNICTIMYTSGTSGDPKGVVLTHEAVATYIVGMDLFMDQFEDKMTHEDVYLSFLPLAHILD
RMNEEYFFRKGASVGYYHGDLNVLRDDIQELKPTYLAGVPRVFERTIHEGIQKALQELNPRRRFIFNALYK
HKLAWLNRGYSHSKASPMADFIAFGKIRDKLGGRIRLLVSGGAPLSTEIEEFLRVTCCCEFVVQGYGLTET
LGGTAMGFPDEMCMLGTVGIPAVYNEIRLEEVAEMGYDPLGENPAGEICIRGKCLEFSGYYKNPKLTQEVM
KDGWFHTGDIGEIQSNGVLKIIDRKKNLIKLSQGEYVALENLENIYGONSLVODIWVYGDSFKSMLVAVI
VPNQETIKRWAKELGFTKPFEELCSLSELQEHITSELKSTAEKNKLRKFEYIKAVTVETKPEFDVARDLVT
ATLKNRRNNLLKYYQVQVDEMYRKLASKKI

>BnLACS2 Long-chain acyl-CoA synthetase 2 [Brassica napus] CDY29350.1
MAAAADHVVIMEEGROQATAEHPSAGPVYRCKYAKDGLLDLPADLDSPWQLFSEAVKQYPNEQMLGRRVTV
DSKVGPYTWITYREAHDAALRIGSAIRSRGVNPGNCCGIYGSNCPEWITIAMEACMSQGITYVPLYDSLGV
NAVEFIINHAEVSLVFVQEKALSSILACRKGCSSNLKTIVSFGEVSITOKEEAENQCVSLEFSWHEFLLMG
NSDETTLPRKOKTDICTIMYTSGTTGEPKGVILSNAAIMVEVLSIDKMLQVTDRSCDTSDLFEFSYLPLAH
CYDQVMEIYFLSRGSSVGYWRGDIRYLMDDVHALKPTVEFCGVPRVYDKLYAGVMQOKISAGGLIRKKLEDL
AYNYKLGNMRKGLSQEEASPRLDRLMEFDKIKDALGGRAHMLLSGAAPLPRHVEEFLRITPASNLSQGYGL
TESCGGSFTTLAGVEFSMVGTVGVPMPTVEARLVSVPEMGYEAFSGDVARGEICLRGNSMFSGYHKRODLT
DOQVVINGWFHTGDIGEWQEDGSMKIIDRKKNIFKLSQGEYVAVENLENTYSRCPLIAQIWIYGNSFESFEL
VAVVVPERKATEDWAKLNNQSSPNDFESLCONLKAQKYFLDELNSTAKQYQLKGFEMLKAVHLEPNLFDI



ERDLITPTFKLKRPOLLKHYKSIIDQLYTEAKASRA

>BnLACS3 Long chain acyl-CoA synthetase 3 [Brassica napus] XP 013664517.1
MATDREFIVEVEKGKEGVDGGSPSVGSVYRSIYAKDGFPEPADDLLSCWDIFRLSAEKSPDNPMLGRREIV
DGKAGKYVWQTYKEVYDIVIKLGNSIRTIGVGKGEKCGIYGANSPEWIISMEACNAHGLYCVPLYDTLGA
GAIEFIICHAKVSLAFSEEKKISELLKTAPNSTKYLKNIVSFGEVSNVOQRAEAERHGLSIYSWDQFLKLG
EGKHYELPEKKRSDICTIMYTSGTTGDPKGVLLTNESIIYLLEGVKKLLKTINEELTSKDVYLSYLPLAH
IFDRVIEELFIYEAASIGFWRGDVKILVEDIAALKPTIFCAVPRVLERIYNGLOQKLSDGGFLKKTLENE
AFNYKHNNMVKGKAHEQAAPIFDKIVFKKVKEGLGGRVRLILSGAAPLAAHIESFLRVVACAHVLOGYGL
TESCGGTFVSIPNELOMLGTVGPPVPNVDIRLESVPEMGYDALARKPRGEICIRGKTLESGYYKREDLTQ
EVFIDGWLHTGDVGEWQPDGAMKIIDRKKNIFKLSQGEYVAVENLENIYSHVAAIESVWVYGNSYESYLV
AVVCPSKIQIEHWAKEHNVSGDFETIGONQKTKEFILGEFNRVAKDKKLKGFELIKGVHLDTVPEDMERD
LITPSYKKKRPQLLKYYQKEIDEMYNKTKN

>BnLACS4 Long chain acyl-CoA synthetase 4 [Brassica napus] NP 001302548.1
MTOQQLEKFIFQVEEGREGSDGRPSVGPVYRSVFAKDGFPEPIEGMDSCWDVFRMSVEKYPNNPMLGRRE T
VDGKPGKYVWQTYQEVYDIVIKLGNSLRSCGVEEQAKCGIYGANSPEWIISMEACNAHGLYCVPLYDTLG
AGAVEFIITHSEVSIVFVEEKKISELFKTCPKATEYMKTVVSEFGGVTREQKEAAETFGLVIYAWDEFLKL
GEGKQFDLPIKKKSDICTIMYTSGTTGDPKGVMISNESIVTLIAGVIRLLKSANEALTVKDVYLSYLPLA
HIFDRVIEECFIQHGAAIGFWRGDVKLLIEDLGELKPTIFCAVPRVLDRVYSGLQOKLAAGGFFKKFMED
SAFSFKYGHMKKGQSHVEASPLCDKLVFSKVKQGLGGNVRIILSGAAPLASHVESFLRVVACCHVLQOGYG
LTESCAGTFVSLPDRLDMLGTVGPPVPNVDIRLESVPEMEYDALASTPRGEICIRGKTLEFSGYYKREDLS
KEVLIDGWLHTGDVGEWQPNGSMKIIDRKKNIFKLSQGEYVAVENLENIYGEVQAVDSVWVYGNSFESFEL
IAVANPNQHILEKWAAENGVSGDYNALCONAKAKEFILGELVKMGKEKKMKGFEITKAVHLDPVPEFDMER
DLLTPTYKKKRPQLLKHYQCVIDEMYKTTNESLASRK

>BnLACS5 Long chain acyl-CoA synthetase 5 [Brassica napus] XP 013669542.1
MTSQKRFITIEVEAAKEATDGKPSIGPVYRSTFAKDGEFPNPIDGIDSCWDIFRTAVEKYPNNRMLGRREIV
NNKAGKYEWKTYKEVYDIVLKLGNSLRSCGIEEGGKCGIYGANCPEWIISMEACNAHGLYCVPEFYDTLGS
GAVEFIISHAEVSIAFVEEKKIPELFKTCPNSTKYMKTVVSFGGVKSEQKEEAEKLGLVIHAWDEFLKLG
EGKQYDLPVKKKSDICTIMYTSGTTGDPKGVLMSNESIVTITAGVRHFLAIFNESLTEKDVYISYLPLAH
VFDRAVEECITIQVGGSIGFWRGDVKLLIEDLGELKPSIFCAVPRVLERVYTGLQQOKLSVGGEFFKKKVENV
AFSYKFGNMKKGQSHVEAAPFCDKLVENKVKQGLGGNVRIILSGAAPLASHIESFLRVVACCHVLOGYGL
TESCAGTFVTFPDELDMLGTVGPPVPNVDIRLESVPDMEYDALGSIPRGEICIRGKTLFSGYHKREDLTK
EVLIDGWFHTGDIGEWQPDGSMKIIDRKKNIFKLAQGEYVAVENLENVYGQVEAIDSIWVYGNSFESFLT
AVANPSQQTLERWAAENGVNGDEFDSICONTKARAFLLGELVKTAKERKLKGFEITRAVHLEPVAFDIERD
LLTPTYKKKRPQLLKYYQONVIDDMYKTAKEGQASVQ

>BnLACS9 Long chain acyl-CoA synthetase 9 [Brassica napus] NP 001303207.1
MIPYAAGVIVPLALTLLVRNAKKDKKRGVVVDDVGGEPGHTVRNHRFKDPVSSHWEDISTLPELFEISCK
SHSDRFFLGTRRLIAREVETSEDGKVFEKLHLGDYEWKTFGETLEAVCSFASGLVQIGHKSEERVAIFAD
TREEWFIALQGCFRRNVTVVTIYSSLGEEALCHSLNETEVTTVICGNKELKKLMDISQQLETVKRVICMD
DEFPSEASSTWTTTSLADVQKLGRESPVDPSFPLSADVAVIMYTSGSTGLPKGVMMTHGNVLATVSAVMT
IVPDLGKRDTYMAYLPLAHILELAAESVMATIGSAIGYGSPLTLTDTSNKIKKGTKGDVTALKPTIMTAV
PATILDRVRDGVRKKVDAKGGAAKKLFDFAYARRLSAINGSWFGAWGLEKLLWDVLVFGKIRAVLGGQLRY
LLSGGAPLSGDTQRFINICVGAPIGQGYGLTETCAGGTFSEFDDTSVGRVGAPLPCSEVKLIDWPEGGYL
ISDKPMPRGEIVIGGSNITLGYFKNEEKTKEVYKVDEKGMRWEYTGDIGQFHPDGCLEITDRKKDIVKLQ
HGEYVSLGKVEAALSISPYVENIMVHADPEFYSYCVALVVAAQQTLEGWASKQGIEFTNFEELCAKEQPVK
EVYASLVKAAKQSRLEKFEIPAKIKVLAAPWTPESGLVTAALKLKRDVIRKEFSEDLTKLYAS
>AtLACS1 Long chain acyl-CoA synthetase 1 [Arabidopsis thalianal
AT2G47240
MKSFAAKVEEGVKGIDGKPSVGPVYRNLLSEKGFPPIDSEITTAWDIFSKSVEKFPDNNMLGWRRIVDEK
VGPYMWKTYKEVYEEVLQIGSALRAAGAEPGSRVGIYGVNCPOQWI IAMEACAAHTLICVPLYDTLGSGAV
DYIVEHAEIDFVEVODTKIKGLLEPDCKCAKRLKAIVSFTNVSDELSHKASEIGVKTYSWIDFLHMGREK
PEDTNPPKAFNICTIMYTSGTSGDPKGVVLTHQAVATFVVGMDLYMDQFEDKMTHDDVYLSFLPLAHILD
RMNEEYFFRKGASVGYYHGNLNVLRDDIQELKPTYLAGVPRVFERTIHEGIQKALQELNPRRRFIFNALYK
HKLAWLNRGYSHSKASPMADFIAFRKIRDKLGGRIRLLVSGGAPLSPEIEEFLRVTCCCEFVVQGYGLTET
LGGTALGFPDEMCMLGTVGIPAVYNEIRLEEVSEMGYDPLGENPAGEICIRGQCMFSGYYKNPELTEEVM
KDGWFHTGDIGEILPNGVLKIIDRKKNLIKLSQGEYVALEHLENIFGONSVVODIWVYGDSFKSMLVAVV
VPNPETVNRWAKDLGFTKPFEELCSFPELKEHIISELKSTAEKNKLRKFEYIKAVTVETKPFDVERDLVT
ATLKNRRNNLLKYYQVQIDEMYRKLASKKI



>AtLACS2 Long chain acyl-CoA synthetase 2 [Arabidopsis thalianal
AT1G49430
MSLAADNVLLVEEGRPATAEHPSAGPVYRCKYAKDGLLDLPTDIDSPWQFFEFSEAVKKYPNEQMLGQRVTT
DSKVGPYTWITYKEAHDAAIRIGSAIRSRGVDPGHCCGIYGANCPEWIIAMEACMSQGITYVPLYDSLGV
NAVEFIINHAEVSLVEVQEKTVSSILSCQKGCSSNLKTIVSFGEVSSTOKEEAKNQCVSLESWNEEFSLMG
NLDEANLPRKRKTDICTIMYTSGTTGEPKGVILNNAAISVQVLSIDKMLEVTDRSCDTSDVEFFSYLPLAH
CYDQVMEIYFLSRGSSVGYWRGDIRYLMDDVQALKPTVEFCGVPRVYDKLYAGIMOKISASGLIRKKLEDFE
AYNYKLGNMRKGFSQEEASPRLDRLMEFDKIKEALGGRAHMLLSGAAPLPRHVEEFLRITIPASNLSQGYGL
TESCGGSFTTLAGVFSMVGTVGVPMPTVEARLVSVPEMGYDAFSADVPRGE ICLRGNSMFSGYHKRQDLT
DOVLIDGWFHTGDIGEWQEDGSMKIIDRKKNIFKLSQGEYVAVENLENTYSRCPLIAQIWVYGNSFESFEFL
VGVVVPDRKATEDWAKLNYQSPNDFESLCONLKAQKYFLDELNSTAKQYQLKGFEMLKAIHLEPNPEDIE
RDLITPTFKLKRPOLLOHYKGIVDQLYSEAKRSMA

>AtLACS3 Long chain acyl-CoA synthetase 3 [Arabidopsis thaliana]
AT1G64400
MATGRYIVEVEKGKQGVDGGSPSVGPVYRSIYAKDGFPEPPDDLVSAWDIFRLSVEKSPNNPMLGRRE IV
DGKAGKYVWQTYKEVHNVVIKLGNSIRTIGVGKGDKCGIYGANSPEWIISMEACNAHGLYCVPLYDTLGA
GAIEFIICHAEVSLAFAEENKISELLKTAPKSTKYLKYIVSFGEVTNNQRVEAERHRLTIYSWDQFLKLG
EGKHYELPEKRRSDVCTIMYTSGTTGDPKGVLLTNESITHLLEGVKKLLKTIDEELTSKDVYLSYLPLAH
IFDRVIEELCIYEAASIGFWRGDVKILIEDIAALKPTVFCAVPRVLERIYTGLOQKLSDGGFVKKKLENFE
AFKYKHKNMEKGOPHEQASPIADKIVFKKVKEGLGGNVRLILSGAAPLAAHIESFLRVVACAHVLOGYGL
TESCGGTFVSIPNELSMLGTVGPPVPNVDIRLESVPEMGYDALASNPRGEICIRGKTLESGYYKREDLTQ
EVFIDGWLHTGDVGEWQPDGAMKIIDRKKNIFKLSQGEYVAVENLENIYSHVAAIESIWVYGNSYESYLV
AVVCPSKIQIEHWAKEHKVSGDFESICRNQKTKEFVLGEFNRVAKDKKLKGFELIKGVHLDTVPEFDMERD
LITPSYKMKRPQLLKYYQKEIDEMYKKNREVQLRV

>AtLACS4 Long chain acyl-CoA synthetase 4 [Arabidopsis thalianal
AT4G23850
MSQOKKYIFQVEEGKEGSDGRPSVGPVYRSIFAKDGFPDPIEGMDSCWDVEFRMSVEKYPNNPMLGRREIV
DGKPGKYVWQOTYQEVYDIVMKLGNSLRSVGVKDEAKCGIYGANSPEWIISMEACNAHGLYCVPLYDTLGA
DAVEFIISHSEVSIVEVEEKKISELFKTCPNSTEYMKTVVSFGGVSREQKEEAETFGLVIYAWDEFLKLG
EGKQYDLPIKKKSDICTIMYTSGTTGDPKGVMISNESIVTLIAGVIRLLKSANEALTVKDVYLSYLPLAH
IFDRVIEECFIQHGAAIGFWRGDVKLLIEDLAELKPTIFCAVPRVLDRVYSGLOKKLSDGGFLKKFEFIFDS
AFSYKFGYMKKGQSHVEASPLFDKLVESKVKQGLGGNVRIILSGAAPLASHVESFLRVVACCHVLQOGYGL
TESCAGTFVSLPDELGMLGTVGPPVPNVDIRLESVPEMEYDALASTARGEICIRGKTLEFSGYYKREDLTK
EVLIDGWLHTGDVGEWQPDGSMKIIDRKKNIFKLSQGEYVAVENIENIYGEVQAVDSVWVYGNSFESFLT
ATIANPNQHILERWAAENGVSGDYDALCONEKAKEFILGELVKMAKEKKMKGFEITIKAIHLDPVPEDMERD
LLTPTFKKKRPOQLLKYYQSVIDEMYKTINAKFASRG

>AtLACS5 Long chain acyl-CoA synthetase 5 [Arabidopsis thalianal
ARM28872.1
MTSQKRFIFEVEAAKEATDGNPSVGPVYRSTFAQNGEFPNPIDGIQSCWDIFRTAVEKY PNNRMLGRRETIS
NGKAGKYVWKTYKEVYDIVIKLGNSLRSCGIKEGEKCGIYGINCCEWIISMEACNAHGLYCVPLYDTLGA
GAVEFITISHAEVSIAFVEEKKIPELFKTCPNSTKYMKTVVSFGGVKPEQKEEAEKLGLVIHSWDEFLKLG
EGKQYELPIKKPSDICTIMYTSGTTGDPKGVMISNESIVTITTGVMHFLGNVNASLSEKDVYISYLPLAH
VFDRAIEECIIQVGGSIGFWRGDVKLLIEDLGELKPSIFCAVPRVLDRVYTGLOQOKLSGGGFFKKKVEDV
AFSYKFGNMKKGQSHVAASPFCDKLVENKVKQGLGGNVRIILSGAAPLASHIESFLRVVACCNVLQOGYGL
TESCAGTFATFPDELDMLGTVGPPVPNVDIRLESVPEMNYDALGSTPRGEICIRGKTLESGYYKREDLTK
EVFIDGWLHTGDVGEWQPNGSMKIIDRKKNIFKLAQGEYVAVENLENVYSQVEVIESIWVYGNSFESEFLV
ATIANPAQQTLERWAVENGVNGDENSICONAKAKAFILGELVKTAKENKLKGFEITKDVHLEPVAFDMERD
LLTPTYKKKRPOQLLKYYQONVIHEMYKTTKETLASGQ

>AtLACS6 Long-chain acyl-CoA synthetase 6 [Arabidopsis thalianal
NP 566265.1
MDSSSSSSSAAARRRINATHSHLVTSSRSSPLLRSNPTAGEFCLDNGYSVVLPEKLNTGSWNVYRSAKSP
FKLVSRFPDHPDIATLHDNFEHAVHDFRDYKYLGTRVRVDGTVGDYKWMTYGEAGTARTALGSGLVHHGI
PMGSSVGIYFINRPEWLIVDHACSSYSYVSVPLYDTLGPDAVKFIVNHATVQAIFCVAETLNSLLSCLSE
MPSVRLVVVVGGLIESLPSLPSSSGVKVVSYSVLLNQGRSNPORFFPPKPDDVATICYTSGTTGTPKGVV
LTHANLIANVAGSSEFSVKEFFSSDVYISYLPLAHIYERANQILTVYFGVAVGFYQGDNMKLLDDLAALRPT
VESSVPRLYNRIYAGIINAVKTSGGLKERLENAAYNAKKOQALLNGKSASPIWDRLVENKIKDRLGGRVRE
MTSGASPLSPEVMEFLKVCFGGRVTEGYGMTETSCVISGMDEGDNLTGHVGSPNPACEVKLVDVPEMNYT



SADQPHPRGEICVRGPITIFTGYYKDEIQTKEVIDEDGWLHTGDIGLWLPGGRLKIIDRKKNIFKLAQGEY
IAPEKIENVYAKCKEVGQCFIYGDSENSSLVAVVSVDPDVLKSWAASEGIKGGDLRELCNNPRVKAAVLS
DMDTVGREAQLRGFEFAKAVTLVLEPFTLENGLLTPTFKIKRPOQAKEYFAEAITNMYKELGASDPSANRG
L

>AtLACS7 Long-chain acyl-CoA synthetase 7 [Arabidopsis thalianal
NP 198112.2
MEFASPEQRRLETIRSHIDTSPTNDQSSSLELNATASSASPFFKEDSYSVVLPEKLDTGKWNVYRSKRSP
TKLVSRFPDHPEIGTLHDNEFVHAVETYAENKYLGTRVRSDGTIGEYSWMTYGEAASERQAIGSGLLFHGV
NQGDCVGLYFINRPEWLVVDHACAAYSFVSVPLYDTLGPDAVKFVVNHANLQATIFCVPQTLNILLSEFLAE
IPSIRLIVVVGGADEHLPSLPRGTGVTIVSYQKLLSQGRSSLHPFSPPKPEDIATICYTSGTTGTPKGVV
LTHGNLIANVAGSSVEAEFFPSDVYISYLPLAHIYERANQIMGVYGGVAVGFYQGDVFKLMDDFAVLRPT
IFCSVPRLYNRIYDGITSAVKSSGVVKKRLFEIAYNSKKQOATINGRTPSAFWDKLVENKIKEKLGGRVRE
MGSGASPLSPDVMDFLRICFGCSVREGYGMTETSCVISAMDDGDNLSGHVGSPNPACEVKLVDVPEMNYT
SDDQPYPRGEICVRGPIIFKGYYKDEEQTREILDGDGWLHTGDIGLWLPGGRLKIIDRKKNIFKLAQGEY
IAPEKIENVYTKCREVSQCFIHGDSEFNSSLVAIVSVDPEVMKDWAASEGIKYEHLGOQLCNDPRVRKTVLA
EMDDLGREAQLRGFEFAKAVTLVPEPFTLENGLLTPTFKIKRPOAKAYFAEATISKMYAETAASNPIPSKL
>AtLACS8 Long-chain acyl-CoA synthetase 8 [Arabidopsis thalianal
AT2G04350
MEDSGVNPMDSPSKGSDFGVYGIIGGGIVALLVPVLLSVVLNGTKKGKKRGVPIKVGGEEGYTMRHARAP
ELVDVPWEGAATMPALFEQSCKKYSKDRLLGTREFIDKEFITASDGRKFEKLHLGEYKWOSYGEVEFERVC
NFASGLVNVGHNVDDRVAIFSDTRAEWFIAFQGCFROSITVVTIYASLGEEALIYSLNETRVSTLICDSK
QLKKLSAIQSSLKTVKNIIYIEEDGVDVASSDVNSMGDITVSSISEVEKLGOKNAVQPILPSKNGVAVIM
FTSGSTGLPKGVMITHGNLVATAAGVMKVVPKLDKNDTYIAYLPLAHVFELEAEIVVEFTSGSAIGYGSAM
TLTDTSNKVKKGTKGDVSALKPTIMTAVPATILDRVREGVLKKVEEKGGMAKTLFDFAYKRRLAAVDGSWE
GAWGLEKMLWDALVFKKIRAVLGGHIRFMLVGGAPLSPDSQRFINICMGSPIGOGYGLTETCAGATESEW
DDPAVGRVGPPLPCGYVKLVSWEEGGYRISDKPMPRGEIVVGGNSVTAGYEFNNQEKTDEVYKVDEKGTRW
FYTGDIGRFHPDGCLEVIDRKKDIVKLOHGEYVSLGKVEAALGSSNYVDNIMVHADPINSYCVALVVPSR
GALEKWAEEAGVKHSEFAELCEKGEAVKEVQQOSLTKAGKAAKLEKFELPAKIKLLSEPWTPESGLVTAAL
KIKREQIKSKFKDELSKLYA

>AtLACS9 Long-chain acyl-CoA synthetase 9 [Arabidopsis thalianal
AT1G77590
MIPYAAGVIVPLALTFLVQKSKKEKKRGVVVDVGGEPGYAIRNHRFTEPVSSHWEHISTLPELFETISCNA
HSDRVFLGTRKLISREIETSEDGKTFEKLHLGDYEWLTFGKTLEAVCDFASGLVQIGHKTEERVAIFADT
REEWFISLOGCFRRNVTVVTIYSSLGEEALCHSLNETEVTTVICGSKELKKLMDISQQLETVKRVICMDD
EFPSDVNSNWMATSFTDVOKLGRENPVDPNFPLSADVAVIMYTSGSTGLPKGVMMTHGNVLATVSAVMTI
VPDLGKRDIYMAYLPLAHILELAAESVMATIGSAIGYGSPLTLTDTSNKIKKGTKGDVTALKPTIMTAVP
AILDRVRDGVRKKVDAKGGLSKKLEFDFAYARRLSAINGSWEGAWGLEKLLWDVLVFRKIRAVLGGQIRYL
LSGGAPLSGDTQRFINICVGAPIGQGYGLTETCAGGTFSEFEDTSVGRVGAPLPCSEFVKLVDWAEGGYLT
SDKPMPRGEIVIGGSNITLGYFKNEEKTKEVYKVDEKGMRWEFYTGDIGRFHPDGCLEIIDRKKDIVKLQH
GEYVSLGKVEAALSISPYVENIMVHADSFEFYSYCVALVVASQHTVEGWASKOGIDFANFEELCTKEQAVKE
VYASLVKAAKQSRLEKFEIPAKIKLLASPWTPESGLVTAALKLKRDVIRREFSEDLTKLYA

>BnGPAT1 Glycerol-3-phosphate acyltransferase 1 [Brassica napus|
XP 013696751.1
MVFPELLVILAEWVLYRLLANSCYRAARKLRGYGFQLKNEFLNLSKSQSQONTSHLLNNQQOQOQONQDSLN
PLFPSITKYEDTGCSVSPDDTLVCDIDGVLLRQLSSKHFHAFFPYFMLVAFEGGSITIRAIILLFSCSFLW
ALPQETKLKVLTFITFSGLKVKDMDNVSRSVLSKFFLESLNFQVYNVWARTEYSKVVEFTSLPQVMVEREL
REHLNADDVIGTKLOQQIEVMGRKVYTGLTSGSLVKHRAAKDYFDNNNKKKPVLGIGSSSSVQDHTLISIC
KEVYVCNEEDSMNTLPRERYPKPLIFHDGRLAFLPTPSATLAMFTWLPIGFFLAVFRILIGVLLPYHVAN
FLAATSGVRITFKTHNLYNGPPEKGKSGVLYVCNHRTLLDPVFLTTSLGKPLTAVTYSLSKFSELIAPLK
TVSLKRDRKKDGEAMQRLLSKGDLVVCPEGTTCREPYLLRFSPLFAELTEDIVPVAVDARVSMFYGTTAS
GLKCLDPIFFLMNPRPVYCIEVLKKLPKEMTCAGGKSSFEVANFIQGELARVLGFECTNLTRKDKYLVLA
GNEGIVK

>BnGPAT?2 Glycerol-3-phosphate acyltransferase 2 [Brassica napus]
CDY15240.1



MLVAFETGGIIRSFLLFILYPFISIMSYELGMKTMVMVSFFGIKKEKFLLGTSVLPKYFLEDVGLEMFEV
LKRGGKRVGVSDLPQVMIDGFLEDYLGIEVVVGREMKMIGGYYSGILEDKKKHEFYLGELVQEEKLSSGH
VIGITSYNLPSHRSLESQFCOEIYEFVRNSDKKSWQTLPRNQYPRPLIFHDGRLATIKPTPTNTLALEFMWAP
FAAVLATARTVAGLNLPYSLAIPFLAFSGFRLTLTVNNDLISPDOKEGCLEVCNHRTLLDPLYISYALRK
TNIKAVTYSLSRLSELLAPIKTVRLTRDRVQODGQAMKRLLRQGDLVVCPEGTTCREPYLLRFSPLFAEVS
DAIVPVAIDSHVTFFHGTTASGLKAFDPIFFLLNPYPTYTVRLLDPVFGGGSSTCRDPDDGKSKFEVANH
VOQHEIGKALGFECTNLTRRDKYLILAGNNGVVDKK

>BnGPAT3 Glycerol-3-phosphate acyltransferase 3 [Brassica napus]
CDY22016.1
MLVAFEAGGVIRSFILFILYPLITLMLSHEMGVKVMVMVSFFGIKKDGFRAGGAVLPKHFLEDVGLEMFK
VLRKGGKRIVVSYDLPQVMIEGFLRDYLEVEVVVGREMKVVGGYYLGIMEDKTKHDLVFDELVRKERLNT
GRVIGITSYNTSLHRYLEFSQFCQEIYFVKRSDKRTWQTLPKSQYPKPLIFHDGRLAIRPTLMNTLALEFMW
GPFAVLAAAARLFVSLCIPYTLSIPILSFFGCRLTVKIDDVSSQKLNSSERKGCLFACNHRTLLDPLYVG
FALKKKNIKTVTYSLSRVSEILAPIKTVRLTRDRVSDGQAMKKLLAEGDLVVCPEGTTCREPYLLRFESPL
FAEISDVIVPVAVTSPATFFYGTTASGLKAFDPLFFLMDPYPTYTVQFLDPVPGVTCQDPEGKLKFEVAN
HVQSATIGKALDFECTYLTRKDKYLILAGNNGVVKKN

>AhGPAT]1 Glycerol-3-phosphate acyltransferase 1 [Arachis hypogaea]
AER51964.1
MVFPMVLLRLLDWVLYQLLANSEFYRAARKMKSYWFNFEYNITISSKPQHLOQPCLSEFPSVTKCDLEALRAS
QPTLAFCDVHKVLLNTHSFFPFFMLVAFEGGSILRALLLLLSCPLLLILNHDMNLKLMTFITFCGLRIKD
MECVSRAVLPKFYLENLNLHAYEVMASSSSKVVEFTSVPRVMVEGFLKEYLSVCNVIGTELQTFGTYFTGE
VSDSGLLVKHRALKEYFGDRKPDIGIGSSSEFDDHIFMSLCKEGYVVNNPSPMLGREKYPKPLIFHDGRLA
FLPTPSATLLMFMWLPIGILLAIYRILVGILLPYKWAMILGVWSGINLNVKGIMRSQSSEQKKGVLYVCT
HRTLLDPVFLSTSLAKPLTAVTYSLSKVSEFIAPIRTVRLTRDRKODAQTMQRLLSEGDLVVCPEGTTCR
EPYLLRFSSLFAELADEIVPVAMNAHVSMEFYGTTAAGLKCLDPIFFFMNPRPCYHTITHILGKVPKELTCAG
GRSSCEVANYIQSQLALALGFQCTTLTRRDKYLMLAGNEGIVNQQRNTKINHHCTNNNKGETLLS
>AhGPAT2 Glycerol-3-phosphate acyltransferase 2 [Arachis hypogaea]
AER42344.1
MAKMFRAFFFKSLEFFFWYRFLFROQLKSLTGLRRNILSTQFKYQKFSSFLHQHHRSSELGDHTLVEDVENA
LLKSSSLFPYFMLVAFEAGGLIRAIVLVLLYPVACAPDIVGQELGLKMMVMICFFGIKVDSFRVGRSVLP
KFLLEDVGKEMEFDVLKRSSGKKVGVTNMPRIMVESFLREYLEIDVVVGRELKVFCGYFVGLMEEKKSALH
ALEQVQEGKGCSDMIGITRFNKVVDHQLFSHCKEVYAVSEAEKRSWQRLSKDKYPKPLIFHDGRLALRPT
LEDSIAILMWLPYALILATIIRISLALSLPYNFSTPLLVFTGIHLTTSEIPKMPPNNNNKTGTLYVCNHRT
LLDPLYISFTLORNLIAVTYSLSRMSEILAPIKTVRLTRNRDQDANMMKHLLAQGDLVVCPEGTTCREPY
LLRFSPLFSEMCDDIAPVAVNSHVTMFHGTTAGGLKCLDPVFFLMNPSPVYTVDLLQHVQRSRCVDRAVV
TEKEHQARFKVANHVQSQIGSALGFECTKLTRKDKYLILAGNEGVVINRACGKS

>AhGPAT6 Glycerol-3-phosphate acyltransferase 6 [Arachis hypogaea]
AER42345.1
MVMGAFSHFEQVSKCNTEGRSNQTVASDLDGTLLVSRSAFPYYMLVAIEAGSLLRALILLISVPEFVYFTY
IFISETIAIKTLIFVTFAGLKIRDVEMVARSVLPKEFYAEDVHPVTWKVENSFGKRYIVTASPRLMVEPEV
KTLLGADKVLGTELEATKSGRLTGFVKEPGVLVGEHKKTVLVKEFQSNLPDLGLGDSETDHDFMSTICKEG
YMVPRTKCEALARNKLISPITIFHEGREFVQRPTPLASLLTFLWLPIGITLSTILRVYLNIPLPERTAWYNYK
LLGIRVTVKGTPPPPPKKGQSGVLEVCNHRTVLDPVVTAVALGRKISCVTYSISKFTEITSPTIKAVALSR
EREKDAENIKRLLEEGDLVICPEGTTCREPFLLRFSALFAELTDRIVPVAINTKQSVEYGTTVRGHKLLD
PYFVEMNPMPTYEITFLNQLPKELTCSGGKSAIEVANYIQRVLAGTLGFECTNLTRKDKYAMLAGTDGRV
ASSNKENKA

>AhGPAT4 Glycerol-3-phosphate acyltransferase 4 [Arachis hypogaeal
AGR66149.1
MAAPKPKRTFPPVTECNGNSPSSPRESVAADLDGTLLISRSSFPYFMLVAVEAGSLLRGFILLLSVPEVI
IAYLFISEATIGIQILIFISFAGLKIRDIELASRAVLPRFYSADVRKESFEVEDSCKRKVVVTANPTVMVE
PFVKDFLGGDKVLGTEIEVNPKTKKATGEFVKKPGVLVGKLKRLAILKEFGETTSPDIGLGDRESDHDFMS
ACKEGYMVPPSKSAKPVPRDRLKSRLIFHDGRFVORPDPLNALFTFLWIPFGFALSIFRVYFNLPLPERT
VRYTYELLGIHLVISGHRPPPPSPGTPGNLYVCNHRTALDPIVIATIALGRKVSCVTYSVSKLSRFLSPIP
AVALTRDRAADAARIKDLLQKGDLVVCPEGTTCREPFLLRENALFAELSDRIVPVAVDCKQSMEFFGTTVR
GVKFWDPYFFFMNPRPVYEIRFLDRLPEEMSCKAGGKSSIEVANHVQKVLGDVLGFECAGLTRKDKYMLL
GGNDGKVESMYSSKK



>AhGPATY9 Glycerol-3-phosphate acyltransferase 9 [Arachis hypogaeal
AGR66148.1
MMRKTNPKSQSTELELDOQPNIEDYLPSGHTIHQEPHGKLRLCDLLDISPTLSEAAGAIVDDSEFLRCEFKST
RSEPWNWNVYLEFPLWCFGVVIRYLILFPARVLLLSFGWMIFLSAFIPVHLLLKRDNSVRKNIERCLVEMI
CGFEFVASWTGVVKYHGPRPSMRPKQVEFVANHTSMIDFIILEQMTAFAVIMOKHPGWVGLLONTILESVGC
IWFNRTEAKDREIVARKLREHVQGADNNPLLIFPEGTCVNNHYSVMFKKGAFELGCTVCPVAIKYNKIEV
DAFWNSRKQSFTKHLLOQLMTSWAVVCDVWYLEPONQKPGETSIEFAERVREITISQRAGLKMVPWDGYLKY
SRPSPKLREGKQRNEFVESVLRRLEEK

>AtATS1 Phospholipid/glycerol acyltransferase family protein [Arabidopsis
thaliana)l AT1G32200
MTLTEFSSSAATVAVAAATVTSSARVPVYPLASSTLRGLVSFRLTAKKLFLPPLRSRGGVSVRAMSELVQD
KESSVAASIAFNEAAGETPSELSHSRTFLDARSEQDLLSGIKKEAEAGRLPANVAAGMEELYWNYKNAVL
SSGASRADETVVSNMSVAFDRMLLGVEDPYTEFNPYHKAVREPEDYYMEFVHTYIRPLIDEFKNSYVGNASIF
SELEDKIRQGHNIVLISNHQSEADPAVISLLLEAQSPFIGENIKCVAGDRVITDPLCKPFSMGRNLICVY
SKKHMNDDPELVDMKRKANTRSLKEMATMLRSGGQLIWIAPSGGRDRPNPSTGEWFPAPFDASSVDNMRR
LVEHSGAPGHIYPMSLLCYDIMPPPPQVEKEIGEKRLVGFHGTGLSIAPEINFSDVTADCESPNEAKEAY
SQALYKSVNEQYEILNSAIKHRRGVEASTSRVSLSQPWN

>AtGPAT]1 Glycerol-3-phosphate acyltransferase 1 [Arabidopsis thalianal
NP 563768.1
MVLPELLVILAEWVLYRLLAKSCYRAARKLRGYGFQLKNLLSLSKTQSLHNNSQHHLHNHHOONHPNQTL
ODSLDPLFPSLTKYQELLLDKNRACSVSSDHYRDTFFCDIDGVLLROHSSKHFHTFFPYFMLVAFEGGST
IRATLLLLSCSFLWTLQOETKLRVLSFITFSGLRVKDMDNVSRSVLPKFFLENLNIQVYDIWARTEYSKV
VETSLPOQVLVERFLREHLNADDVIGTKLOE IKVMGRKEFYTGLASGSGFVLKHKSAEDYFFDSKKKPALGI
GSSSSPODHIFISICKEAYFWNEEESMSKNNALPRERYPKPLIFHDGRLAFLPTPLATLAMFIWLPIGEL
LAVFRISVGVFLPYHVANFLASMSGVRITFKTHNLNNGRPEKGNSGVLYVCNHRTLLDPVFLTTSLGKPL
TAVTYSLSKESEFIAPLKTVSLKRDRKKDGEAMOQRLLSKGDLVVCPEGTTCREPYLLRFSPLFAELTEDT
VPVAVDARVSMEYGTTASGLKCLDPIFFLMNPRPVYCLEILKKLPKEMTCAGGKSSFEVANFIQGELARV
LGFECTNLTRRDKYLVLAGNEGIVR

>AtGPAT2 Glycerol-3-phosphate acyltransferase 2 [Arabidopsis thalianal
AT1G02390
MSGNKISTLQALVFFLYRFFILRRWCHRSPKQKYQKCPSHGLHQYODLSNHTLIFNVEGALLKSNSLEPY
FMVVAFEAGGVIRSLFLLVLYPFISLMSYEMGLKTMVMLSEFFGVKKESFRVGKSVLPKYFLEDVGLEMEQ
VLKRGGKRVAVSDLPQVMIDVFLRDYLETIEVVVGRDMKMVGGYYLGIVEDKKNLEIAFDKVVQEERLGSG
RRLIGITSENSPSHRSLESQFCQEIYFVRNSDKKSWQTLPQODQYPKPLIFHDGRLAVKPTPLNTLVLEMW
APFAAVLAAARLVFGLNLPYSLANPFLAFSGIHLTLTVNNHNDLISADRKRGCLFVCNHRTLLDPLYISY
ALRKKNMKAVTYSLSRLSELLAPIKTVRLTRDRVKDGOQAMEKLLSQGDLVVCPEGTTCREPYLLRFSPLF
SEVCDVIVPVAIDSHVTFEFYGTTASGLKAFDPIFFLLNPFPSYTVKLLDPVSGSSSSTCRGVPDNGKVNFEF
EVANHVOQHEIGNALGFECTNLTRRDKYLILAGNNGVVKKK

>AtGPAT3 Glycerol-3-phosphate acyltransferase 3 [Arabidopsis thalianal
AT4G01950
MHCLKPNKENTRRKEKKSKKKSFLONPNMSAKISIFQALVFLEFYRFILRRYRNSKPKYQONGPSSLLQSDL
SRHTLIFNVEGALLKSDSLFPYFMLVAFEAGGVIRSFLLFILYPLISLMSHEMGVKVMVMVSFEFFGIKKEG
FRAGRAVLPKYFLEDVGLEMFEVLKRGGKKIGVSDDLPQVMIEGFLRDYLEIDVVVGREMKVVGGYYLGI
MEDKTKHDLVFDELVRKERLNTGRVIGITSENTSLHRYLEFSQFCQOEIYEFVKKSDKRSWOTLPRSQYPKPL
IFHDGRLAIKPTLMNTLVLFMWGPFAAAAAAARLFVSLCIPYSLSIPILAFSGCRLTVTNDYVSSQKQKP
SQRKGCLEVCNHRTLLDPLYVAFALRKKNIKTVTYSLSRVSEILAPIKTVRLTRDRVSDGQAMEKLLTEG
DLVVCPEGTTCREPYLLREFSPLFTEVSDVIVPVAVTVHVTFFYGTTASGLKALDPLFFLLDPYPTYTIQF
LDPVSGATCQDPDGKLKFEVANNVQSDIGKALDFECTSLTRKDKYLILAGNNGVVKKN

>AtGPAT4 Glycerol-3-phosphate acyltransferase 4 [Arabidopsis thalianal
AT1G01610
MSPAKKSRSFPPISECKSREYDSIAADLDGTLLLSRSSFPYFMLVAIEAGSLFRGLILLLSLPIVIIAYL
FVSESLGIQILIFISFAGIKIKNIELVSRAVLTREYAADVRKDSFEVEFDKCKKRKVVVTANPIVMVEPEV
KDYLGGDKVLGTEIEVNPKTMKATGFVKKPGVLVGDLKRLATILKEFGDDSPDLGLGDRTSDHDEFMS ICKE
GYMVHETKSATTVPIESLKNRITFHDGRLVOQRPTPLNALITIYLWLPFGFMLSVFRVYFNLPLPERFVRYT
YEILGIHLTIRGHRPPPPSPGKPGNLYVLNHRTALDPITIIATALGRKITCVTYSVSRLSLMLSPIPAVAL
TRDRVADAARMROQLLEKGDLVICPEGTTCREPYLLREFSALFAELSDRIVPVAMNCKQGMENGTTVRGVKE
WDPYFFFMNPRPSYEATFLDRLPEEMTVNGGGKTPFEVANYVQOKVIGGVLGFECTELTRKDKYLLLGGND



GKVESINKTKSME

>AtGPATS Glycerol-3-phosphate acyltransferase 5 [Arabidopsis thalianal
NP 187750.1
MVMEQAGTTSYSVVSEFEGTILKNADSESYFMLVAFEAAGLIRFAILLFLWPVITLLDVESYKNAALKLK
IFVATVGLREPEIESVARAVLPKEFYMDDVSMDTWRVESSCKKRVVVTRMPRVMVERFAKEHLRADEVIGT
ELIVNRFGEVTGLIRETDVDQSALNRVANLEVGRRPOLGLGKPALTASTNFLSLCEEHIHAPIPENYNHG
DOOLOLRPLPVIFHDGRLVKRPTPATALIILLWIPFGIILAVIRIFLGAVLPLWATPYVSQIFGGHIIVK
GKPPOPPAAGKSGVLEFVCTHRTLMDPVVLSYVLGRSIPAVTYSISRLSEILSPIPTVRLTRIRDVDAAKT
KOQLSKGDLVVCPEGTTCREPFLLREFSALFAELTDRIVPVAMNYRVGFFHATTARGWKGLDPIFFEFMNPR
PVYEITFLNQLPMEATCSSGKSPHDVANYVORILAATLGFECTNFTRKDKYRVLAGNDGTVSYLSLLDQL
KKVVSTFEPCLH

>AtGPAT6 Glycerol-3-phosphate acyltransferase 6 [Arabidopsis thalianal
NP 181346.1
MGAQEKRRRFEQISKCDVKDRSNHTVAADLDGTLLISRSAFPYYFLVALEAGSLLRALILLVSVPEFVYLT
YLTISETLAINVEVFITFAGLKIRDVELVVRSVLPREFYAEDVRPDTWRIFNTFGKRYIITASPRIMVEPFE
VKTFLGVDKVLGTELEVSKSGRATGFTRKPGILVGQYKRDVVLREFGGLASDLPDLGLGDSKTDHDFMS T
CKEGYMVPRTKCEPLPRNKLLSPITFHEGRLVORPTPLVALLTFLWLPVGEFVLSIIRVYTNIPLPERIAR
YNYKLTGIKLVVNGHPPPPPKPGOPGHLLVCNHRTVLDPVVTAVALGRKISCVTYSISKEFSELISPIKAV
ALTROQREKDAANIKRLLEEGDLVICPEGTTCREPFLLRFSALFAELTDRIVPVAINTKQSMENGTTTRGY
KLLDPYFAFMNPRPTYEITFLKQIPAELTCKGGKSPIEVANYIQRVLGGTLGFECTNFTRKDKYAMLAGT
DGRVPVKKEKT

>AtGPAT7 Glycerol-3-phosphate acyltransferase 7 [Arabidopsis thalianal
NP 196227.1
MESSTTTSYSVVSELEGTLLKNPKPFAYFMLVAFEASGLIRFATLLFLWPITALLDVLGYRNGSLKLMIF
VATAGLHESETESVARAVLPKFFMDDI SMDAWRAFGSCDKRVVVTRMPRVMVERFAKDHLSADEVIGTET
VVNRFGYATGLIQETNVDQSVENSVANLEVDRRPOLGLGRHIISDSPTFLSLCEEQVHAPVPSNYNGHNQ
RLHVQPLPVIFHDGRLVKLPTPATALITILLWIPFGIILAMIRIFVGFLLPLWAIPYVSRIFNTRFIVKGK
PPAQATTGNPGVLEFVCTHRTLMDPVVLSYVLGRSIPAVTYSISRLSEILSPIPTFRLTRIRDVDAEMIKK
ELSNGDLVVYPEGTTCREPFLLREFSALFAELTDNIVPVAMNYRVGFFHATTARGWKGLDPIFFEFMNPRPV
YEVTFLNQLEVEATCSSGKSPYDVANYVQRILAATLGFECTNFTRKDKYRVLAGNDGTVSYLSFLDQVKK
VVTTFKPFLH

>AtGPAT8 Glycerol-3-phosphate acyltransferase 8 [Arabidopsis thalianal
NP 191950.2
MSPEKKSONFPPITECRDGEYDSIAADLDGTLLLSRSSFPYFMLVAVEAGSLLRGLILLLSLPFVIISYL
FVSESLGIQILIFISFAGLKIRDIELVSRAVLPREFYAADVRKDSFEVFDKCKRKVVVTANPIVMVEAFVK
DYLGGDKVLGTEIEVNPKTNRATGFVKKPGVLVGDLKRLAILKEFGNESPDLGLGDRTSDHDFMSLCKKG
YMVHATKSATTIPKERLKNRIVFHDGRLAQRPTPLNATIITYLWLPFGFILSIIRVYFNLPLPERFVRYTY
EMLGIHLTIRGHRPPPPSPGTLGNLYVLNHRTALDPIIVAIALGRKICCVTYSVSRLSLMLSPIPAVALT
RDRATDAANMRKLLEKGDLVICPEGTTCREEYLLRFSALFAELSDRIVPVAMNCKQGMENGTTVRGVKEW
DPYFFFMNPRPSYEATFLDRLPEEMTVNGGGKTPIEVANYVQKVIGAVLGFECTELTRKDKYLLLGGNDG
KVESINNTKK

>AtGPATY9 Glycerol-3-phosphate acyltransferase 9 [Arabidopsis thalianal
At5g60620
MSSTAGRLVTSKSELDLDHPNIEDYLPSGSSINEPRGKLSLRDLLDISPTLTEAAGAIVDDSFTRCFKSN
PPEPWNWNIYLFPLYCFGVVVRYCILFPLRCFTLAFGWIIFLSLEFIPVNALLKGODRLRKKIERVLVEMI
CSFEFVASWTGVVKYHGPRPSIRPKQVYVANHTSMIDFIVLEQMTAFAVIMOKHPGWVGLLOSTILESVGC
IWFNRSEAKDREIVAKKLRDHVQGADSNPLLTIFPEGTCVNNNYTVMFKKGAFELDCTVCPIAIKYNKIFEFV
DAFWNSRKQSFTMHLLQLMTSWAVVCEVWYLEPQTIRPGETGIEFAERVRDMI SLRAGLKKVPWDGYLKY
SRPSPKHSERKQQSFAESILARLEEK

>BnLPAAT]1 1l-acyl-sn-glycerol-3-phosphate acyltransferase 1 [Brassica
napus] Q9LLY4.2
MDVASAPGVSSHPPYYSKPICSSQSSLIRIPINKGCCFARSSNLITSLHAASRGVTRRTSGVQWCYRSIR
FDPFKVNDKNSRTVTVRSDLSGAATPESTYPEPEIKLSSRLRGICFCLVAGVSAIVLIVIMITGHPEVLL
FDRYRRKFHHFIAKLWASISIYPFYKTDIQGLENLPSSDTPCVYVSNHQOSFLDIYTLLSLGQSYKFISKT
GIFVIPVIGWAMSMMGVVPLKRMDPRSQVDCLKRCMELVKKGASVFFFPEGTRSKDGRLGPFKKGAFTIA



AKTGVPVVPITLMGTGKIMPTGSEGILNHGDVRVITIHKPIYGSKADLLCDEARNKIAESMNLVS
>BnLPAAT2-1 1l-acyl-sn-glycerol-3-phosphate acyltransferase 2 [Brassica
napus] Q9XFwW4.1l
MAMAAAVIVPLGILFFISGLVVNLLQAVCYVLVRPMSKNTYRKINRVVAETLWLELVWIVDWWAGVKIQV
FADDETENRMGKEHALVVCNHRSDIDWLVGWILAQRSGCLGSALAVMKKSSKFLPVIGWSMWESEYLEFLE
RNWAKDESTLQSGLORLNDFPRPFWLALFVEGTRFTEAKLKAAQEYAASSELPVPRNVLIPRTKGEVSAV
SNMRSFVPAIYDMTVAIPKTSPPPTMLRLFKGOPSVVHVHIKCHSMKDLPEPEDE IAQWCRDOFVAKDAL
LDKHIAADTFPGOKEQNIGRPIKSLAVVVSWACLLTLGAMKFLHWSNLESSWKGIALSAFGLGIITLCMQ
ILIRSSQSERSTPAKVAPAKPKDNHQSGPSSQTEVEEKQK

>BnLPAAT2-2 l-acyl-sn—-glycerol-3-phosphate acyltransferase 2-1like
[Brassica napus] NP 001302981.1
MAMAAAVIVPLGILFFISGLVVNLLOQAICYVLIRPLSKNTYRKINRVVAETLWLELVWIVDWWAGVKIQV
FADNETFNRMGKEHALVVCNHRSDIDWLVGWILAQRSGCLGSALAVMKKSSKEFLPVIGWSMWESEYLFEFLE
RNWAKDESTLKSGLOQRLNDEFPRPEWLALFVEGTRFTEAKLKAAQEYAASSELPVPRNVLIPRTKGEVSAV
SNMRSEFVPAIYDMTVAIPKTSPPPTMLRLEFKGOPSVVHVHIKCHSMKDLPESDDATAQWCRDQFVAKDAL
LDKHIAADTFPGOQEQONIGRPIKSLAVVLSWSCLLILGAMKFLHWSNLEFSSWKGIAFSALGLGIITLCMQO
ILIRSSQSERSTPAKVVPAKPKDNHNDSGSSSQTEVEKQK

>BnLPAAT2-3 1l-acyl-sn-glycerol-3-phosphate acyltransferase 2 [Brassica
napus] AXX75484.1
MAMAAAVIVPLGILFFISGLVVNLLQAVCYVLVRPMSKNTYRKINRVVAETLWLELVWIVDWWAGVKIQV
FADDETLNRMGKEHALVVCNHRSDIDWLVGWILAQRSGCLGSALAVMKKSSKFLPVIGWSMWFSEYLFLE
RNWAKDESTLQSGLOQRLNDEFPRPEFWLALFAEGTRFTEAKLKAAQEYAASSELPVPRNVLIPRTKGEVSAV
SNMRSFVPAIYDMTVAIPKTSPPPTMLRLFKGOPSVVHVHIKCHSMKDLPEPEDE IAQWCRDOQFVAKDAL
LDKHIAADTFPGOKEQNIGRPIKSLAVVVSWACLLTLGAMKFLHWSNLESSWKGIALSAFGLGIITLCMQ
ILTRSSQSERSTPAKVAPAKPKDNHQSGPSSQTEVEEKQK

>BnLPAAT2-4 NP 001302955.1 l-acyl-sn-glycerol-3-phosphate
acyltransferase 2 [Brassica napus]
MAMAAAAVIVPLGILFFISGLVVNLLOAVCYVLIRPLSKNTYRKINRVVAETLWLELVWIVDWWAGVKIQ
VFADDETEFNRMGKEHALVVCNHRSDIDWLVGWILAQRSGCLGSALAVMKKSSKFLPVIGWSMWESEYLEL
ERNWAKDESTLKSGLORLNDFPRPFWLALFVEGTRFTEAKLKAAQEYAASSQLPVPRNVLIPRTKGEVSA
VSNMRSEFVPAIYDMTVAIPKTSPPPTMLRLFKGQPSVVHVHIKCHSMKDLPESDDATIAQWCRDQEFVAKDA
LLDKHIAADTFPGQKEHNIGRPIKSLAVVVSWACLLTLGAMKFLHWSNLEFSSLKGIALSALGLGIITLCM
QILIRSSQSERSTPAKVAPAKPKDKHQSGSSSQTEVEEKQK

>BnLPAAT4-2 Lysophosphatidyl acyltransferase 4-2 [Brassica napus]
AHV90569.1
MEVCGDSDNLKNRHLTPLRTLRGLIILLIFLSTAFMFLIYFAPPFALALRLLSVHQSRKSISFIFGHWLA
LWPYLFEKVNGTTVIFSGDTLPVEKRVLLIANHRTEVDWMYLWNIALRKGCLGYIKYVLKSSLMRLPIFG
WGFHVLEFIPVERKREVDEPVMLOMLSTFKDPREPLWLALFPEGTDFTEEKCKRSQKFAAEAGLPTLSNV
LLPKTRGFSVCLEALHNSLDAVYDLTIAYKPRCPSFMDNVEGTDPSEVHIHVRRVLAKEIPASEAGSSAW
LMDSFKSKDKLLSDEFNAQGQFPNQRPEEELSILKCIATFGVIVSLTVLFLYLTLYSHSCFKVYVGLSFEFTY
LSFATYYKFRPSPSVGSCKGGSCKESKTH

>BnLPAAT4-1 Lysophosphatidyl acyltransferase 4-1 [Brassica napus]
AHV90568.1
MEVTGDSDNLKNRPLTPLRTLRGLITILLIFLSTAFMFLIYFAPPFALALRLLSVHQSRKSISFIFGHWLA
LWPYLFETINGTTVIFSGDTLPVEKRVLLIANHRTEVDWMYLWNIALRKGCLGYIKYVLKSNLMRLPIFG
WGFHVLEFIPVERKREVDEPVMLOMLSSFKDPREPLWLALFPEGTDFTEEKCKRSQKFAAEAGLPTLSNV
LLPKTRGFSVCLDALHNSLDAVYDLTIAYKPRCPSFMDNVEGTDPSEVHIHVKRVLTKEIPASEAESSAW
LMDSFKSKDRLLSDENAQGQFPNQRPEEELSILKCIATFGVIVSLTVLFLYLTLYSHSCFKVYVGLSFEFTY
LSFATYYKFRPSPSVGCCKGGSSCKEAKTH

>BnLPAATS Probable 1l-acyl-sn-glycerol-3-phosphate acyltransferase 5
[Brassica napus] XP 013749364.1
MEKKLKNSNNLSLIRMLRGIICLMVLVSTAFMMLIFWGEFLSAVVMRLFSLHYSRKCVYFFEGSWLALWPFE
LFEKINRTKVIFSGDKVPCESRVLLIANHRTEVDWMYFWDLALRKGQIGNMKYVLKSSLMKLPLEFGWAFH
LFEFTPVERKWKVDEANLROMVSSFKDPRDGLWLGLFPEGTDYTEAKCERSKKFAAENGLPELNNVLLPK
TKGEFVSCLEELDSSLDAVYDVTIGYKTRCPSFLDNVYGTEPSEVHIHIRRISONQIPNEEKE INAWLMNT
FOQIKDQLLSEFYSRGHFPNEGTEKEFSTIKQLINCLAVIVFTIICTHLTFEFSSMIWFKIYVSLVCAYLTY
ATHFNLRPAPLVETAKKSFEFYSKKLNF



>RcLPAATB B-class lysophosphatidate acyltransferase [Ricinus communis]
AFR42414.1
MESTGGGSEFMRNRRLESFLNTDSSTNVNETSRKLVRKEVEQRPNNDVYVDDDGWISGLISWVRIVVCEVS
MMITTFIWASLMLLLLPWPYERIROGNIYGHVTGRILMWILGNPLKIEGVEFSNEKAIYISNHSSPIDIF
LIMWLTPTGTVGVAKKEIIWYPLFGOLYVLANHLRIDRSNPAAATQSMKEVACAVIKNNLSLITIFPEGTR
SKSGRLLPFKKGFVHLALQTRLPIVPIVLTGTHRAWRKDSLHVRPAPINVKYLRPIKTDNWTDDKVDDYV
KLLHDMYVENLPESQRPLS

>AhLPAATB Lysophosphatidyl acyltransferase 6 [Arachis hypogaeal
AGT57763.1
MENSGGGALLRNRRLESFLDTSSGLRVEEAPKILVKEKPELWLKKDVYMDDNGWVSSIISWIRIVTCEVS
MMVTTFIWALIMVVLIPWPYERIRQGNIYGHVTGRMLMWILGNPIKIEGAEYNNERAIYISNHASPIDIF
LIMWLTPTGTVGIAKKEIVWYPLFGOQLYVLANHLRIDRSNPTSAIESMNEVARAVVRNNLSLIIFPEGTR
SKNGRLLPFKKGEVHLALQTRLPIVPMVLTGTHQAWRKGSLHVRPTPLAVKYLPPISTENWKAEKIDDYV
KMVHDLYAAQLPETQRPLA

>GmLPAAT3 l-acyl-sn-glycerol-3-phosphate acyltransferase 3 [Glycine max]
XP 025981491.1
MGAKHFLEKIIGYVGGEIADEDGVFQGGIGPALADAEGGPIEPEGLVGGVVGLENPFRCGVGDELDEAVA
LGLARELVADDFDGDHLAGGGEAVAQAVEFFVLLRPLSKNCYSRINKLLTESLWLELIWLIDWWAGIKIEL
YTDSETLOLMGKKILGKENALVICNHRSDIDWLIGWVLAQRSGCLGSTVAIMKKEVKFLPVLGWSMWEAE
YIFLERDWAKDETSLKSGFRHLEHMPFPFWLALFVEGTRFTQTKLLOAQEFAASKGLPIPRNVLIPRTKG
FVTAVQSLRPFVPAIYDCTYAVPKSEASPTLVRIFKGISCPVKVQIKRHKMEELPETDDGIGQWCKDAFV
AKDALLEKYSTTEIFSEQDLQQIRRHKTSILVVVCWLCLLGFLVYEFFOWTSLLSSWEGILFTVLFLLLV
TVIMEIFIHSSQSERSKPPMVLPTQODPMKQKLLQT

>BrLPAAT3 l-acyl-sn-glycerol-3-phosphate acyltransferase 3 [Brassica
rapal] XP_009144912.1
MAIPAALVFVPVGVLFLVSGLIVNLIQLVEFFIIVRPFSKSLYRRINKNVVELLWLOLIWLIDWWACIKVN
IYADAETLQLLGKEHALVLSNHRSDIDWLIGWVMAQRAGCLGSSLAIMKKEAKYLPITGWSMWESDYIFL
ERSWDKDEKTLTAGFKRFEDFPMTFWLALEVEGTRFTOQEKLEAAQEYASTIRSLPSPRNVLIPRTKGEVSA
VSHIRSFVPAVYDCTLTVRNNQPKPTLLRMEFSGQSSELNLQLRRHKMSDLPETDDGIAQWCQDLEITKDA
QLETYFTKDVESDLDVHQINRPIKPLIVVIVWVCLLMYGGFKLLOWLSMVASWEIICLEVVILVIATITM
QVLIQSSESHRSTPAKRPLQEQLISA

>AhLPAAT] 1l-acyl-sn-glycerol-3-phosphate acyltransferase 1, [Arachis
hypogaea] XP 025672028.1
MSSVHALLSTSLSQSPLSSMFEFNSSPSMEMFQLCTYKRPTYDHRVLRTSLSYAQRRLTGIPRKHRNDLWV
SFCPNEELCRPRYSCNLRYONKHARDTFARCELAAAGDSHSLSADLKMESKVRGACEFYAVTALSAVFLEV
LMLVGHPFVLLFDROQRRKFHHYVAKVWASLTVAPFYRIKFEGLENLPPPDTPAVYVSNHQSFLDIYTLLT
LGRSFKFISKTGIFLFPITIGWAMFLLGTIPLKRMDSRSQMDCLKRCMDLIRKGASVEVEFPEGTRSKDGKL
GAFKKGAFSIAAKTNAPVVPITLIGTGQIMPAGREGIVNIGWVKVVIHKPLRGKDAEMLCKEARTTIAGV
L

>AhLPAAT2 l-acyl-sn-glycerol-3-phosphate acyltransferase 2 [Arachis
hypogaea] XP 025604428.1
MGIAAAAVVVPEFGLLFFTSGLAVNLIQAVSYVLVRPLSKNLHRRINRVVAELLWLELVWLIDWWAGVKVE
VEFTDHETFQLMGKEHALVICNHRSDIDWLVGWVLAQRSGCLGSTLAVMKKSSKFLPVIGWSMWESEYLEL
ERSWAKDESTLKSGIQRLSDFPLPFWLALEVEGTRFTQAKLLAAQEYAASAGLPIPRNVLIPRTKGEVSA
VSHMRSEVPAIYDVTVAIPKCSPTPTMLRLLKGQPSVVQVHIKRHLMNELPETDEAVAQWCRDVEVAKDA
LLDKHIAEDTFSDKELODTGRPKKSLLVTISWSGLIVTGAVKFLRWTSLLSSWKGIAISTASLAVVTGLM
QILIMEFSQSERSTPAKVLPAKPKSTGEQVEDKNVKQQ

>AhLPAAT3 1l-acyl-sn-glycerol-3-phosphate acyltransferase 3 [Arachis
hypogaea] XP 025613857.1
MAFPAAVEFILPAGTLFILSGLIVNAIQIVVFILFRPISRNLFRRINNMLTOQSLWLELIFLIDWWGAIKIE
LHMDSESRQILMGKENALLLCNHRSDIDWLIGFALAQRSGCLGSSLAIMKKELKYLPVIGWSMWECDYIFL
EREWAKDERTLSSGLKQLENSPLPFWLALEVEGTRFTPDKLLAAQAFAASRGLPIPKNVLIPRTKGIVCV
VENIRSFTPATIYDCTYSVKKGDTPPTMLRLFKGQSSSVKLOQIQRLKMEDLPHTPNETAEWCKDLEISKDA
MLERYNTTDVFSDAELODLGRSKKSIFVVLCWTCLLGFLLYEFFKSTKLLSTWEGILCTVLFFVVVTLVM
ELLIHATQSERSTRMNLPTQDPLROKLLQ

>RcLPAAT1 1l-acyl-sn-glycerol-3-phosphate acyltransferase 1, [Ricinus
communis] XP_015580987.1



MELAFHPTHSNPLRLCYKRSSVHALSSSSLLSSVHKGLHVGSSPVKRAIMRSTNNSAFSGSLCIPRKLVA
VPWAEELNWPHEDSKLHKRNKLPRKTVVRSELVGNANPESAHPLSDIKLGAKVRGICEFYAVTAIAAIFLFE
VLMLVOHPEFVLLLDRYRRKTQFFIAKIWAMITVAPFFKIEFEGLENLPSPDAPAVYVSNHOSEFLDIYTLL
TLGRSFKFISKTGIFLFPIIGWAMFMLGVIPLKRMDSRSQLECLKRCIELVKKGTSVFFFPEGTRSKDGK
LGIFKKGAFSVAAKTKVPVVPITLMGTGKIMPAGMESILNLGSVKVVIHKPVEGSNPEVLCNEVRNTIAS
VLNQQS

>RcLPAAT2 A-class lysophosphatidate acyltransferase-2 [Ricinus communis]
AFR42413.1
MAVAAVAVILPLGVLFFLSGLVVNLFQAICEVLIRPISKSSYRMINRALAELLWLELVWLVDWWAKIKIQ
VYTDRETLCLMGKEHALILANHRSDIDWLVGWMLAQRAGCLGSALAVMKKSSKFLPVIGWSMWESEYLEFL
ERSWAKDESTLKSGIQRLKDFPRPFWLGLEFVEGTRFTKAKLLAAQQYAASQGLPIPRNVLIPRTKGEFVSA
VSNMRSEFVPAIYDVTVAIPKNSPOQPTMLRLFKGQSSVVHVHIKRHLMKDLPETDDAVAQWCKDLEFVAKDA
LLDKHIAEDTFSEQELODIGRPKKSLVVVTLWSCLLIFGTLKFLOWSSLLSSWKGIALSMSALAIVTVLM
HILIRFSQSEHSTPAQVAPANHAQVAPENPONGGEPSEKAENKQD

>RcLPAAT3 Lysophosphatidic acid acyltransferase 3 [Ricinus communis]
AJP36329.1
MAIPAALAIVPIGILFEFVSGEVVNLIQAVLEFILVRPVSKSLHRRINKIVAELLWLELIWLVDWWAHLKIE
VYADDETFELMGKEHALLICNHRSDIDWLVGWILAQRSGCLGSALAVMKKQAKVLPIIGWSMWESDYLEL
ERSWAKDETTLKSGFKRLEDFPMPFWLALEVEGTRFTEAKLQAAQEYAVTRGLPIPRNVLLPRTKGEVSA
VVHMRSEVPAIYDCTVDVDKSQPAPTMLRIFRRQSSVINLOQIKRHSMOEVPETADGISQWCKDVEVTKDA
MLEKYHTKGTEFSDOKHQHIGRPKKSLEVVIFWSNLLIFGIVMSFQFLSFLNSWQVLSEFSVTLLVLVTIVM
QILIHSSESEHSTPPPKLTEFSDQAKERLLQOK

>RcLPAAT4 Lysophosphatidic acid acyltransferase 4 [Ricinus communis]
AJP36330.1
MEVCKPPNHTYRQKNRPLTLFRLLRGLICLMVEVSTAFMFLVYFAPLAFLTRFASVHFRRRASSEFIFSIW
LSMWPFLFEKINGTKVVEFSGDDIPAEERVLITANHRTEVDWMY LWDLALRKGFLGSIKYILKSSLMKLPV
FGWGFHILEFISVDRKWEVDEPVMRIMLSTFKGPOQDPLWLALFPEGTDFTEKKCLGSQKFAAEVGLPVLK
NVLLPKTRGFCVCLEVLRGSLDAVYDVSIAYKHQCPSFLDNVFGLDPAEVHIHIRRIPVNDIPVSDSEAA
TWLMNTFQIKDELLSGFKTRGHFPNEGTEGELSTLRCLVNITIVISLTAIFTYLTLESSVWFKIYVSLAC
VFLSLVTYFNFLPLPVVDSENSMESYKKI

>RcLPAATS5 Lysophosphatidic acid acyltransferase [Ricinus communis]
EEF43306.1
MEVRGAVEFSPDGTGGRALTPLRMIRGIMCLLMLLVSAFMMLVYFGFASSVIMRLFSIRYSRKATSEFFEFGA
WLALWPSLFEKINKTKVVFSGETVPAKECVLLIANHRTEVDWMY LWDLAWRKGCLGFIKYVLKSSLMKLP
IFGWGFHILEFIPVERKWEVDGSNMRRVLSSFKDPKDPLWLALFPEGTDFTDOKCERSKKYAAENGLPIL
NNVLLPKTKGEFYACLECLRGSMDAVYDVTIGYKPRCPSLLDNVFGVNPSEVHIHVRRIALDGIPKSEEEV
AAWLMNTFQLKDQLLSNFYSQGHFPHOGTEGGLSTLKCEFVNFLALILLISILCCYLASATHFDVRPMPLL
SFLSCQ

>GmLPAAT2 l-acyl-sn-glycerol-3-phosphate acyltransferase 2 [Glycine max]
XP 003535857.1
MTAVVVVPLGLLFFASGLIVNLIQAICYVVVRPVSKNLYRRMNRVVAELLWLELVWIIDWWAGVKVQVET
DPETFRSMGKEHALVISNHRSDIDWLVGWVLAQRSGCLGSTLAVMKKSSKFLPVIGWSMWESEYLFLERS
WAKDERTLKSGLOQLRDFPLPFWLALEFVEGTRFTQAKLLAAQEYAASAGLPVPRNVLIPRTKGFVSAVNH
MRSEFVPAIYDVTVAIPKSSPAPTMLRLFRGKSSVVHVHIKRHAMKDLPEEDEAVAQWCRDMEVAKDTLLD
KHIAEDTEFSDQELODTGRPIKSLVVVISWACVVVMGVVKFLOWSSLLSSWKGVAFSAFGLGVVTLLMHIL
IMFSQSERSTPTKVAPAKSKNSEQLEARDNKQD

>CsLPAAT3 PREDICTED: 1l-acyl-sn-glycerol-3-phosphate acyltransferase 3
[Camelina sativa] XP_010479592.1
MTIPVALVFIPVGVLFLISGLIVNIIQLVFFITVRPFSRSLYRRINKTVAELLWLOQLIWLFDWWACIKIN
LYADAETLELIGKEHALVLSNHRSDIDWLIGWVMAQRAGCLGSSLAIMKKEAKYLPITIGWSMWESDYIFL
ERSWAKDENNLKAGFKRLEDFPMTFWLALFVEGTRFTOQEKLEAAQEYASTIRSIPSPRNVLIPRTKGEFVSA
VSHIRSFVPAIYDCTVIVONIQPTPTLLRMEFSGQSSEVNLOMRRHKMSDLPETDDGIAQWCQDLEFITKDA
QLEKYFTKDVFSDLDVHQINRPIKPLIVVIIWLCLLIYGGFKLFQWLSVVASWKIIFLLVFFLVIATITM
QVLIQSSESQRSTPAKRPLOEQLITA

>HnLPAAT3 1l-acyl-sn-glycerol-3-phosphate acyltransferase 3 [Helianthus
annuus] XP_021973179.1
MALAAVVVLPIGLLFLLSGLVINFLOQALFFVIVRPCSKNVYRKMNAHLAQLLWLEVVWLFDWWAHIKVDL



YIDSETLELMGKEHALLICNHKSDIDWLIGWVLAQRAGCLGSTLSLIKKSLKLLPVIGWSMWEFTEYIFLE
RSWAKDEHTLKAGFENLTDFPMPFWLAVEVEGTREFTQAKLTIAAQEYATAMKLPIPRNLLTIPRTKGEVAAV
NHLRSEFVPAIYNCTVAIPKDEPLPTILRMFRGRSSTVHIHIKRHLICELPETDSGIKQWCRDREVEKDAS
LELHKSKNSEFDSSECHSIGRPKKSLEVVIFWSWLLLYGAIKFFEWCSESWGTIAFCALLLLEFVVILMQIL
ILFSQSEKSDSLRSQTINYKEDTLNQKLIP

>HnLPAAT4 probable 1l-acyl-sn-glycerol-3-phosphate acyltransferase 4
[Helianthus annuus] XP_021983651.1
MDDCQALNSDTNSELKHYALTPLRLLRGLACLVVYLSTAFMFLVYFSPVAAVEFLRLESVHYSRKACSFLF
GLWLALWPFLFEKINKTKVVESGETVPEKERVLLTIANHRTEVDWMY LWDLALRKGCLGCIKYVLKSSLMK
LPIFGWGFHIFEFISVERKWEVDEPIMRKMLSTEFTNPLDPLWLAVFPEGTDFTEQKCIKSQKYAAENGLP
ILKNVLLPKTRGFHACVEILRGSLDAVYDVTIAYKNRCPTFMDNVFGVEPSEVHVHVRRISLEEIPVSED
ECNTWLLNTFHOKDQLLSDEFIAQGYFPNEGTEGDLSTFKCLVNCTIVLVITSVEFAYLAVESSVWEKVYVA
LSCAYLACATAYNFWPSPILDYVKGLLSGKKSS

>AtLPAATI Phospholipid/glycerol acyltransferase family protein
[Arabidopsis thaliana] NP_194787.2
MDVASARSISSHPSYYGKPICSSQOSSLIRISRDKVCCFGRISNGMTSEFTTSLHAVPSEKFMGETRRTGIQ
WSNRSLRHDPYRFLDKKSPRSSQLARDITVRADLSGAATPDSSFPEPEIKLSSRLRGIFFCVVAGISATFE
LIVLMIIGHPFVLLFDPYRRKFHHFIAKLWASISIYPFYKINIEGLENLPSSDTPAVYVSNHQSFLDIYT
LLSLGKSFKFISKTGIFVIPIIGWAMSMMGVVPLKRMDPRSQVDCLKRCMELLKKGASVEFFFPEGTRSKD
GRLGSFKKGAFTVAAKTGVAVVPITLMGTGKIMPTGSEGILNHGNVRVIIHKPIHGSKADVLCNEARSKI
AESMDL

>AtLPAAT2 Lysophosphatidyl acyltransferase 2 [Arabidopsis thalianal
ABG48392.1
MVIAAAVIVPLGLLFFISGLAVNLFQAVCYVLIRPLSKNTYRKINRVVAETLWLELVWIVDWWAGVKIQV
FADNETFNRMGKEHALVVCNHRSDIDWLVGWILAQRSGCLGSALAVMKKSSKFLPVIGWSMWESEYLFLE
RNWAKDESTLKSGLORLSDFPRPFWLALFVEGTRFTEAKLKAAQEYAASSELPIPRNVLIPRTKGEVSAV
SNMRSFVPAIYDMTVTIPKTSPPPTMLRLFKGOPSVVHVHIKCHSMKDLPESDDATAQWCRDQFVAKDAL
LDKHIAADTFPGOQEQNIGRPIKSLAVVLSWACVLTLGAIKFLHWAQLEFSSWKGITISALGLGIITLCMQ
ILIRSSQSERSTPAKVVPAKPKDNHHPESSSQTETEKEK

>AtLPAAT3 Lysophosphatidyl acyltransferase 3 [Arabidopsis thalianal
AT1G51260
MKIPAALVFIPVGVLEFLISGLIVNIIQLVFFIIVRPFSRSLYRRINKNVAELLWLOLTIWLEFDWWACIKIN
LYVDAETLELIGKEHALVLSNHRSDIDWLIGWVMAQRVGCLGSSLAIMKKEAKYLPTIIGWSMWESDYIFL
ERSWAKDENTLKAGFKRLEDFPMTFWLALFVEGTRFTQEKLEAAQEYASIRSLPSPRNVLIPRTKGEFVSA
VSEIRSEVPAIYDCTLTVHNNQPTPTLLRMFSGQSSEINLOMRRHKMSELPETDDGIAQWCQDLEFITKDA
QLEKYFTKDVFSDLEVHQINRPIKPLIVVIIWLGFLVFGGFKLLOWLSIVASWKIILLFVFFLVIATITM
QILIQSSESQRSTPAKRPLOEQLISA

>AtLPAAT4 Lysophosphatidyl acyltransferase 2 [Arabidopsis thalianal
AT1G75020
MEVCGDLKSDNLKNRPLTPLRILRGLMILLVFLSTAFMFLLYFAPTIAALGLRLLSVQQOSRKVVSLIFGLW
LALWPYLFETVNGTTVVEFSGDIIPVEKRVLLIANHRTEVDWMY LWNIALRKGCLGYIKYVLKSSLMKLPT
FGWGFHVLEFIPVERKREVDEPVLLOMLSSFKDPQEPLWLALFPEGTDFTEEKCKRSQKFAAEVGLPALS
NVLLPKTRGFGVCLEVLHNSLDAVYDLTIAYKPRCPSFMDNVEFGTDPSEVHIHVRRVLLKEIPANEAESS
AWLMDSFKLKDKLLSDENAQGKEFPNQRPEEELSVLKCIATFAGVISLTVVEFIYLTLYSHSCFKVYACLSG
TYLTFATYYKFQPSPGCFREDSCKVKNH

>AtLPAATS5 Lysophosphatidyl acyltransferase 5 [Arabidopsis thalianal
[Arabidopsis thaliana] At3gl8850
MEKKSVPNSDKLSLIRVLRGIICLMVLVSTAFMMLIFWGFLSAVVLRLESIRYSRKCVSFEFFGSWLALWP
FLFEKINKTKVIFSGDKVPCEDRVLLIANHRTEVDWMYFWDLALRKGQIGNIKYVLKSSLMKLPLEFGWAF
HLFEFIPVERRWEVDEANLRQIVSSFKDPRDALWLALFPEGTDYTEAKCORSKKFAAENGLPILNNVLLP
RTKGFVSCLQELSCSLDAVYDVTIGYKTRCPSFLDNVYGIEPSEVHIHIRRINLTQIPNQEKDINAWLMN
TFOQLKDQLLNDFYSNGHFPNEGTEKEFNTKKYLINCLAVIAFTTICTHLTFFSSMIWFRIYVSLACVYLT
SATHFNLRSVPLVETAKNSLKLVNK



>BnPAH1-1 Phosphatidate phosphatase 1 [Brassica napus] XP_013750374.1
MSLVGRFGSLISQGVYSVATPFHPFGGAIDAIVVQQEDGSFRSTPWYVREFGKFOQGVLKGAEKFVKISVNG
TEADFHMYLDNSGEAYFIREVDPAAANDDTENNNGNENNGLRLEHSLSDAGAEREGENSLSRLDRTESDC
NRRYYDFQDDDDDDPPSPTSEYGEGQGSDSEVVLVSVDGRILTAPVSAAEQEAENLRLNTPQFHLAPGDG
TEFCEGNTEFASSETSWDTEFISKVESSEKVDSRSRDITVKDSHYTELSQPGENVKSEEPAQNLKEGELL
STAVTENARGEEEVAVETVNTLIDGSESSTTQLTTEEVRITEESVDANTESECEDEQTNTSAETAILIES
EASERVSIDSTREEDEQLTPSKPNKDSENRNTIDSVAATSSVDIELKYELSLCKDELRQGMGLTAAAEVE
NTHIISIEEYKNSAASILESENLVVRIRETYMPWKKAARIILGKVAFDLDLDIQPEDVISVEENESSKPK
DDDEAAATTPSSSGRRWRLWPIPFRRVKTIEHTSSNSSSEEDLEVDSEPGLONSPEVLSAAESRHESPRR
QLVRTNVPTNEQIASLNLKDGONMITESEFSTRVLGTQOVDAHIYRWRWDTKIVISDVDGTITKSDVLGQF
MPLVGKDWTQSGVAKLFSAIKENGYQLLFLSARAIVQAYLTRSFLNNLKQODGKALPNGPVVISPDGLEFPA
LYREVIRRAPHEFKIACLEDIRKLFPKDYNPFYAGFGNRDTDELSYRKLGIPKGKIFIINPKGEVATGHR
IDVKKSYTSLHTLVNDMFPPTSLVEQEDYNPWNEWKLPVEEVD

>BnPAHZ Phosphatidate phosphatase 2 [Brassica napus] XP_013644973.1
MNAVGRIGSYIYRGVGTVSGPFHPFGGAIDIIVVEQPDGTFKSSPWYVREFGKFQGVLKNRRNLIKIEVNG
VDSGFTMYLAHTGQAYFLROVEDVLGEVYTLSSGDEAETSRRKSSSSSSDGVDKKIKIPLKSKSCNYDGV
VGGKPGILGEFVEFGGRSVKVDDGVTSMERAETIAADLLDVKWSTNIDTRKCVKGKASKSFDSILETPLVASP
TLOYLDEKEQDCFRESSNNVVEDDDDYSLLLVENGSSTVESVTTSQGSGNVEPPPLAQDSVNLDSKQQVL
GVPEYQADKTSLQEGSSTGSLVODDFEKTQPTNGATVQQPEVEEEQFSFSDIGDCKSAETSSQESSFLHT
VKVEIYDENEISPENGVEVLSEPIEIERKKDISGEEMERLAESLPIMRLHNNNDIDAGPCRQPMSQSEDP
SSNTLKPSSRGSPSLKAFEHVITNPEVVELSLCKHLLREGMGAEAASQAFNSEKLDMEKFASLGPSVLEN
DMLIVKIGGCYFPWDAAAPIILGAVSEGTSQVFEPKGMIVVDRNEKPDDAVLAPSGGSWNLWPESQRRSR
NDSEASSKDAAEREEKKQEKSSPRPVKKTVRALTPTSEQLASLNLKEGMNTVNETESTNIVGTQQOVDARTI
YLWKWDARIVVSDVDGTITRSDVLGQFMPLVGIDWSQTGVTHLEFSAVKENGYQLMEFLSARATSQASVTRQ
FLVNLKODGKALPDGPVVISPDGLFPSLFREVIRRAPHEFKISCLEEIRALFPPEHNPFYAGFGNRDTDE
ISYLKVGIPRGKIFTINPKGEVAVNRRVDTRSYTNLHALVNGMFPATTTSSEPEDENTWNFWKLPPPPLM
>BnPAH1-2 Phosphatidate phosphatase 1 [Brassica napus] CDY41298.1
MSLVGRVGSLISQGVYSVATPFHPFGGAIDVIVVQQEDGSFRSTPWYVREFGKFQGVLKGAEKFVKISVNG
DEADFHMYLDNSGEAYFIREVDPETTNDLISSSEDSNGSERVLTLEHSSSDVGAGELREGLSSLNRLDRT
ESDSNGRYYDFQODDPPSPTSEYGSARFDNLNVESYGDSSPGLDSEVVLVSVDGHILTAPVSAEEQEAENL
RILNTPOQFHLAPGDGTEFCEGSTEFASSETSWDTEFISKVESSNAVVNIKSKKVDIGCVECNDENAKSEEA
ASTLEVONLKEGELVPTTIKESVRGEDEVAIVGSCLEKSEPASIFEIQNLKEGELVPIETVTTLVDGSES
STTQLTIEEVRTSEESNTDPSAETAILIENKEGEITIESEERVSVDSTREEDEQLTPSKEPEEDNNTT
ESVAETSNIARSETELKYELSLCKDELRQGMGLTAAAEVENTHLISTEEYKNSATSILESENLVVRIRET
YMPWKKAARIVLGKVVEFDLDLEIQPEDVISVEETKPKDDETAAVTTTPSSSGRRWRLWPIPFRRVKTVEH
TTSSNSSSEEDLEVDSEPGLONSPEVLSTNESPRROLVRTNVPTNEQIASLNLKDGONMITESEFSTRVLG
TQOVDAHIYRWRWDTKIVISDVDGTITKSDVLGQFMPLVGRDWTQSGVAKLFSATIKENGYQLLFLSARAT
VOQAYLTRSFLNNLKODGKALPNGPVVISPDGLFPALYREVIRRAPHEFKIACLEDIKKLFPEHYNPEYAG
FGNRDTDELSYSKLGIPKGKIFIINPKGEVATGHRVDVKKSYTSLHTLVNDMFPPTSLVEQEDYNPWNEW
KLPIEEVD

>AhPAH1-1 Phosphatidate phosphatase 1 [Arachis hypogaea] XP_025605008.1
MNVVGKVGSLITQGVYSVATPFHPFGGAVDVIVVQQOODGTFRSTPWYVREFGKFQGVLKGAEKFVRINVNG
VEANFHMYLDNSGEAYFIKEVDDDKDVESSVADEDAGQSDFTHVHRLDHSISDSGVLRLKANDRPQIQRV
ESDLDRRYYELQDDEPGVDGSFELSEYGSNRYDNPNGENGLDSHGSHPEVVLVSVDGHMMTAPICRSEQN
DEENVQLKNPQFHLGPAEGTEFCEGNEFTSDENAWAADY IRKLDDSTDDVPSCSYNRNGGDTTSEIVAKV
HOREEVHVRYAEATLVIKDQENYVQOSDTEEVASGLRRETVFKSCLALDQFGQODENADSEDEGSPAKVQOK
SADEYNANCSVGNENAQENIKSPCSIDELSPLSRPTYSDENGSTKVELGGVQEVDDKASVHVDTDSGSHS
VINDNETEGNDELIENSVLTDGVDDSKQIPALDDANNLSEEIEPQPTTSNDEDQSYYGLGFEISLCGHEL
KVGMGSVAAAETFDAHRISAEEFRASAPLIIKNENLVVKFRERYLLWEKAAPLTILGMAVFGLDSPVNPDD
TIPVEQGDALSRDGDAGSASSGRRWRLWPIPFRRVKTLEHSTSNASSDEIFVDTESELQSSLLDPSPKSY
NPGSPHKQFVRTNVPGNEQIASLNLKEGONLVTEFSFSTRVLGTQQVDAHIYLWKWDAKIVISDVDGTITK
SDVLGQFMPLVGKDWSQSGVARLFSAIKENGYQLLFLSARAIVQAYLTRNFLLNLKODGNTLPNGPVIS
PDGLFPSLYREVIRRAPHEFKIACLEDIKRLFPADYNPEFYAGEGNRDTDELSYRKIGIPKGKIFIINPKG
EVAISQRIDSKSYTSLHTLVNDMEFPPTSLVEHEDENSWNYWRVPIPDVNDN

>AhPAH2-1 Phosphatidate phosphatase 2 [Arachis hypogaea] QHN88458.1
MOAVERLGSFITRGVSTVSMPFIPYGGAVDIVVVQQOKDGSFKSSPWEFVREFGKLHRVLKADEKKVSISVNG
SEAGFHMHMNHKGEAFFLRDTHCEQQGDEDSGSSESSSSGEDADVVLPWGRKRNEFKSKSCKFDPDGSEVA



DMNALNNDKIVDRTNSRGSRLFRLVLGOQRSEFNGEVDEDAEDLLERAEIAANLLDLKWSTNLKFDQLPRRE
RKNTRGGTLENGLHSSKVDDLHAQQRDCSHSVLDMEFDVADFEKLPKFOQKSRTISVYRPHRKANKVRADTP
TSEQLASLNLQEGRNLVTFRYSTAMLGTOQKIDARIYLWKWNTRIVISDVDGTITRSDVLGQVMPLVGIDW
SQTGVAHLEFSAIQODNGYQLLEFLSARAISQACHTRRFLEFNLKQDGKVLPDGPVVISPDGLFPALYREVIRR
APHEFKIACLEEIRALFPPDCNPEYAGEFGNRDTDELSYLKVGIPKGKIFIINPRGEIAVNCEFDAQSYPSL
HAVVDGIFPPTDSSEQVYL

>AhPAH2-2 Phosphatidate phosphatase 2 [Arachis hypogaea] QH029627.1
MRRIGSYITQGVYTVSGPFHPFGGAVDIVVVEQPDGTFKSSPWYVRFGKFQGVLKAREKIVDINVNGVDA
DFHMHLDHKGEAYFFREVDAEYGDAVIYPSSGDEYDDNRSRNLNDMQIQERLRSKSCNYDSENSNGNAGA
RSRGSLLGEVFGRKSIEEGEECGDKYGVEQMAPAEIAADLLELKWSTNIKSDRRPPREFVDKRKIAKSSSD
GDVLQEALPPLEVKEEEAASFSNSNSEHGHDKTMIKIDVAHEVECDSNGKOGGLAHECADFPVELVEVEA
EGGFERKLSEGELAPVSAFASPTGVASVDDNISADEVAQSVVFFETSEKATVDCANESSATSHDVSSTES
PPKELLGVQATTKSPAAGLVEEENFLESDLDESKINDQLDRPVSPESVDKEEEEEEEHHSCDDGDVKDDN
LVSEKGDLHSSSPMAIPRTEAAGEDIGHTGSLPNITTRSVSLGQPEASYPLSQSLDTRSKSLPWLFPENE
DSSEANGNQLSNAKSGVGSPPSGWRLWPESRSVSQTYVPPMPSDTKDTTFEQSSENTISTDPNKNELKTD
PKKKHVRVKVPTSEQIASLHLKEGGNTVMEFTEFSTTMLGROQVDCRIYLWKWNTRIVISDVDGTITKSDVL
GQFMPLVGIDWSQTGVAHLFSAIKENGYQLLFLSARSISQAYLTRQFLENLKQDGKALPDGPVVISPDGL
FPSLYREGONLFFLLLEFLITSL

>GmPAH1 Phosphatidate phosphatase 1 [Glycine max] XP 003541397.1
MNVVGKVGSLITQGVYSVATPFHPFGGAVDVIVVQQOODGTFRSTPWYVREFGKFQGVLKGAEKFVRINVNG
VEANFHMYLDNSGEAYFLKEVDDDKGVDSIEAVQODSIDKKNGYLINVHRLDHSISDSGVLRLKDESDSLV
VSQLORAESDIDRREFYEFPDDRSSLEDSVELSEYESNSYESLEGDNEFGESQGSHPEMVLVSVDGHILTAP
ISESEQAEENVOLKTPQFHLGPGEETDLCEGNGEFSTGENAWAAGY INQLGAQTTNVQPRLCDTNGDDNT
SKLLLKLCQGEEAHICEAQDTLEIKNQDHIKTDSKGAASGIKRENVEFKSYLELQDFGQQAGNADLQDIGS
SLEIONSAEESNASCPVVDENEQESIAISKNGDELSPHSGSTSSNGHRSLKSELEIQEVEKNASGKIETA
SGSHSVTTDTEQNDEHVDKSVSNDELDESQQTPALKDVRATSEVVEPQTETSNKGDQSHLGLGFEMSLCG
HELKVGMGSIAAAEVFEAHRISVVDEFTSSAPSIIKNONLVIKFKERYMTWEKAAPLVLGMAVYGLDLPVE
SKDTIPVEQDHALKSRDDDLGSSSSGRRWRLWPIPFRKVKTFEHTNSNSSNEEVEFLDSESGSLIEPTPTS
STOGSSHKQFLRTNVPTTEQIASLNLKEGONLVTEFSESTRVLGTQQVDAHIYLWKWNARIVISDVDGTIT
KSDVLGQFMPLVGKDWTQSGVARLEFCAIKENGYQLLFLSARAIVOAYLTRNFLLNLKODGKTLPNGPVVI
SPDGLFPSLYREVIRRAPHEFKIACLEDIKRLEPSDYNPFYAGFGNRDTDELSYRKIGVPKGKIFIINPK
GEVAISHRIGAKSYTSLHTLVNDMEFPPTSLVEQEDYNSWNYWKTPLPDID

>GmPAHZ Phosphatidate phosphatase 2 [Glycine max] XP 006578018.1
MQAVGRIISQGVYTFSGPFHPFGGAVDIVVVEQQODGTFKSSPWYVRFGKFQGVLKAREKVVDICVNGVQA
GFOMHLDHKGEAFFLREIDAQEEEATILMEPSSSGDDADDQTRSHSLRSESLNYDAAAEVVGRTTSSRRSR
ILGLVFGRRSLKREDGAGVGDGDGVGDGIGNRVGSLERAETAANLLDINWSTNPSAEQGQODVIANPSGDG
EVVVENGELNEEACFGGECDLNWKEIVYDIAESDVQVACVEVEVEACVEKELNGEEVSIDAPGENSNESS
SETSKLGVDCSSEQAHEVMYLAGPECEEVHVHVHDEVLHGATVLLAEDTEAEEVIENADLESHSRIQQTD
SSDSDDIRYNEVVVEEQPTSPKSQTVKMGLGHYSNEKVEPNCITIKPSSYSILADQALDDNNMKDKDVSST
LSSPLDSVDDSLPRKASRRSSSPSSEDENFLESGHDKSVINDRFERSEFSPEHVDKEDHVSYGNDSEKLTA
ISNPIDIPMNKAAGEEVVQFSGSLPNISSGSDIMVEHNVRYPLCQSLDSKSTSLPWAFPGKDDLECLKSD
EDKGNQLSHEGQGAKDYNDSGELKGDPSTRNPSAGGSWRIWPFSLRREGSRKSMLPPSPSDSKNTTEVNS
PENTISTDMNKNELKPNLMKKKVKEMTPTSEQLASLNLKDGMNTVTEFTESTAVLGKQQVDCRIYLWKWNA
RIVISDVDGTITRSDVLGQFMPLVGIDWSQTGVAHLFSATIKENGYQLLFLSARSISQAYITRQFLLNLKQ
DGKVLPDGPVVISPDGLFPSLYREVIRRVPHEFKIACLEDIKALFPSDSSPEFYAGFGNRDTDEISYLKVG
IPLGKIFIINPRGEVVINRRVDAKSYTSLHALVNGMEFPPTSSSEQEDFNSWNEWKLPPPAIDT
>AtPAH]1 Phosphatidic acid phosphohydrolase 1 [Arabidopsis thalianal
AT3G09560
MSLVGRVGSLISQGVYSVATPFHPFGGAIDVIVVQQODGSFRSTPWYVRFGKFQGVLKGAEKFVRISVNG
TEADFHMYLDNSGEAYFIREVDPAANDTNNLISGSENNNGNONNGVTYRLEHSLSDSGTGELREGFDPLS
RLERTESDCNRREFYDFQDDPPSPTSEYGSARFDNLNVESYGDSQGSDSEVVLVSIDGHILTAPVSVAEQE
AENLRLNTPQFHLAPGDGTEFCEGNTEFASSETPWDTEYIDKVEESSDTANIASDKVDAINDERNDLDSH
SRDNAEKDSHDAERDLLGSCLEQSELTKTSENVKSEEPGPTFEDRNLKEGEFPLRTITENDRSEDEVTIE
SIDTLVDSFESSTTQITIEEVKTTEGSRISVDSNADSECKDEQTSAETAILINNQESSISVDSNPDSECK
DEQPRISAETAILINNQEGGIIESEDQODSERVSIDSTREEVEQLTPSKPTDKDNEDRKTVVSVGVTSSVD
EGEPDTDORYELSLCKDELRQGMGLSAAAEVEDAHMISKEEYINSATSILESENLVVRIRETYMPWTKAA
RIVLGKAVFDLDLDIQPDDVISVEENESPKPKDDETTITPSSSGTRWKLWPIPFRRVKTVEHTGSNSSSE



EDLFVDSEPGLONSPETQSTTESRHESPRROLVRTNVPTNEQIASLNLKDGONMITEFSEFSTRVLGTQQVD
AHIYRWRWDTKIVISDVDGTITKSDVLGOFMPEFIGKDWTQSGVAKLESAIKENGYQLLELSARAIVQAYL
TRNFLNNLKQDGKALPTGPVVISPDGLFPALYREVIRRAPHEFKIACLEDIRKLEFPTDYNPEFYAGEGNRD
TDELSYRKLGIPKGKIFIINPKGEVATGHRIDVKKSYTSLHTLVNDMFPPTSLVEQEDYNPWNEFWKLPIE
EVE

>AtPAH2 Phosphatidic acid phosphohydrolase 2 [Arabidopsis thalianal
AT5G42870
MNAVGRIGSYIYRGVGTVSGPFHPFGGAIDIIVVEQPDGTFKSSPWYVREFGKFQGVLKNGRNLIRIDVNG
VDSGFNMYLAHTGQAYFLREVEDVVGESESGEVYTLSSGDEAETTSRDDVVDKVKIPLKSRSCNYDSPSP
RTGNGKIVGKPGILGYVFGGRSVRESQDCGVERAEIAADLLEVKWSTNIDTRKRGKGMSSESLDGKDYGE
STSTSGKSCVEGSSEMIVDSDSILETPLVASPTLRFLDEKEQDFRESTNVEDYCEEDGSSGVVVENGLCE
ASNMVESVTSEGSGNVEIFVEPRTEALAEDAVSGSDLDSKQELLRAPESVEIATLGSADQADMGSIGTSQ
EGSSTGSPVODENKITIKDMHISAGDFEKSQSASGESILOPEIEEEQFSFSDLDECKPGGNSSVGSSSSD
TVKVDGKESYDETKTSPENGVDNTMALSEPINIERKKDIFTDEMERLVGSLPIMRLONIDDMDASPSQPL
SOSFDPCENTSKLDLREDESSSGGLDAESVAESSPKLKAFKHVIANPEVVELSLCKHLLSEGMGAEAASQ
AFNSEKLDMEKFASLGPSILENDKLVVKIGGCYFPWDAAAPIILGVVSEFGTAQVFEPKGMIAVDRNEKPG
DVLAQGSGSWKLWPEFSLRRSTKEAEASPSGDTAEPEEKQEKSSPRPMKKTVRALTPTSEQLASLDLKDGM
NSVTFTEFSTNIVGTQQVDARIYLWKWNSRIVVSDVDGTITRSDVLGQFMPLVGIDWSQTGVTHLESAVKE
NGYQLIFLSARAISQASVTRQFLVNLKQDGKALPDGPVVISPDGLFPSLFREVIRRAPHEFKIACLEEIR
GLFPPEHNPEFYAGFGNRDTDEISYLKVGIPRGKIFIINPKGEVAVNRRIDTRSYTNLHTLVNRMEFPATSS
SEPEDFNTWNEFWKLPPPSLM

>AhDGATI1C Diacylglycerol O-acyltransferase 1C [Arachis  hypogaeal
XP 025688510.1
MAISDVHETSVAGDGANHSSLROQRHSRVASSGGNMEFDEAEASAEAVMIASSGSDDSLNEKIGAAREEKVK
ERQKQKEEDRKPPDHASRNEVODGERAAAGDNFTYRASVPVHRRIKDSPLSSRNIFKOSHAGLENLCVVV
LIAVNSRLITIENIMKYGWLINSGFWFSSKSLRDWPLLMCCISLNLFPLAAFMVEKLAQKKRISEPVIFLL
HTIIMTGEILFPVLVILSCDSTFLSGLTLMMVACIIWLKLVSYAHTSHDLRSLSLSIEKGETLPNNLNME
HPYRVSFRSMAYFMVAPTLCYQPSYPRTPSVRKGWVFRQLIKLVIFTGLMGFITEQYMHPIVONSQHPFEK
GNLLYGFERTLKLSVPNVYVWLCMEFYCFFHLWLNILAELVQFGDREFYKDWWNAKTVDEYWRNWNMPVHK
WMVRHIYFPCIRHGMSKLCIAVPCHKFKLWAFIGIMFQVPLSIVTNFLHEKCKSSMVGNMVEWEFTEFCILG
QPMCVLLYYHDWMNRHREHN

>AhDGAT1-3 Diacylglycerol acyltransferase 1 [Arachis hypogaea] ATG83402.1
MAIYQSVGATATVQGDSGANSSTVRRRRSGGATSATPLEKVELDAFDGESSSEELAKDSSSDDNNNGNGV
DDASKGNRQONAADEFSAVNFDYRPSFPAHRRIRDSPLSSGNIFKQSHAGLEFNLCIVVLVAVNSRLITENL
MKYGWLIKTDFWEFSSTSLSDWPLFMCCLTLLLEFPVASFIVEKLAQHKYIPEPVVVILHITIITSTSLLYPI
FVILRSDSAFLSGVTLMLFACIVWLKLVSYGHTNYDLRALAISNEKVEGLPSTLSMDYPYDVSIRRLAYF
MLAPTLCYQPSYPRTPSIRKGWVEFRQLVTLIIFTGLMGFITEQYINPIVONSQHPLKGNLLYAIERVLKL
SVPNLYVWLCMFYCFFHLWLNILAELLRFGDREFYKDWWNAKTVDEYWRLWNMPVHKWMIRHLYFPCIRH
GVPKGVALLIAFLVSALFHELCIAVPCHIFKLWAFIGIMMQVPLVLITNYLONKFRSSMVGNMIFWEIFC
ILGOPMCVLLYYHDLMSRKVKTE

>GmDGATI1A Diacylglycerol O-acyltransferase 1A [Glycine max]
NP 001237289.1
MAISDEPETVATALNHSSLRRRPTAAGLENSPETTTDSSGDDLAKDSGSDDSISSDAANSQPQOKQDTDF
SVLKFAYRPSVPAHRKVKESPLSSDTIFRQSHAGLFNLCIVVLVAVNSRLITENLMKYGWLIKSGEFWESS
KSLRDWPLFMCCLSLVVFPFAAFIVEKLAQQKCIPEPVVVVLHIIITSASLEFYPVLVILRCDSAFLSGVT
LMLFACVVWLKLVSYAHTNYDMRALTKSVEKGEALPDTLNMDYPYNVSFKSLAYFLVAPTLCYQPSYPRT
PYIRKGWLFROLVKLIIFTGVMGFIIEQYINPIVONSQHPLKGNLLYAIERVLKLSVPNLYVWLCMFYCF
FHLWLNILAELLRFGDREFYQDWWNAKTVEDYWRMWNMPVHKWMIRHLYFPCLRHGIPKAVALLIAFLVS
ALFHELCIAVPCHIFKLWAFGGIMFQVPLVFITNYLONKFRNSMVGNMIFWFIFSILGOPMCVLLYYHDL
MNRKGKLD

>0eDGAT1 Acyl-CoA:diacylglycerol acyltransferase 1 [Olea europaeal
AAS01606.1
MTIPELPESLETTTLNSHHSRAASTVRRRSIDVAVLESDSNSLEAVNDSDSDVNNTNEMGNLRGGVVESA
LEEPSELGTEGLRNGKEENEHVRTGESNQEMEVLASAKFAHRPSAPVHRRIKESPLSSDATIFKQSHAGLE



NLCIVVLVAVNSRLITENLMKYGWLINSGFWFSSTSLKDWPLIMCCLSLPIFPLAAFFVEKLVLLKYISE
CVAVFLHILITTAAILYPVLVILRCDSAVLSGVTLMLFACIVWLKLVSYAHASHDMRALAKSLDKGETLS
GYWNSDDSYGASFQSLAYFMVAPTLCYQPSYPRTSCIRKGWVVROQLTIKLTITFTGFMGFIVEQYINPIVRN
SQHPLKGNLLYATERVLKLSVPNLYVWLCMFYCFFHLWLNILAELLCFGDREFYKDWWNAKTVEEYWRMW
NMPVHKWMVRHIYFPCLRNGMPRGGAILIAFLISAIFHELCIAVPCHIFKFWAFIGIMFQVPLVILTNYL
QDKFONSMVGNMIFWCFFSILGQPMCLLLYYHDLMNRKASAK

>BnDGAT1 Diacylglycerol acyltransferase [Brassica napus] AAD45536.1
MATLDSGGVAVPPTENGVADLDRLHRRKSSSDSSNGLLSDTSPSDDVGAAAAERDRVDSAAEEEAQGTAN
LAGGDAETRESAGGDVREFTYRPSVPAHRRTRESPLSSDAIFKQSHAGLFNLCVVVLVAVNSRLIIENLMK
YGWLIRTDFWFSSTSLRDWPLEFMCCLSLSVFPLAAFTVEKMVLOKFISEPVAIILHVIITMTEVLYPVYV
TLRCDSAFLSGVTLMLLTCIVWLKLVSYAHTSYDIRTLANSADKVDPEISYYVSLKSLAYFMVAPTLCYQ
PSYPRSPCIRKGWVARQLAKLVIFTGLMGFITIEQYINPIVRNSKHPLKGDLLYATERVLKLSVPNLYVWL
CMFYCFFHLWLNILAELLCFGDREFYKDWWNAKSVGDYWRMWNMPVHKWMVRHVYFPCLRIKIPKVPATT
IAFLVSAVFHELCIAVPCRLENLWAFMGIMFQVPLVFITNFLOERFGSMVGNMIFGSASCIFGQPMCGLL
YYHDLMNRKGSMS

>CsDGAT1B Diacylglycerol O-acyltransferase 1B [Camelina satival
AQU71886.1
MATLDSGGGGVSTATATENGGGEFVDLRRRKSRSDSNGVLCGSDNPPSDDVGAPADVRDRIDSVVNDDAQ
GTTANLAGDNEIRETGGGGRGGGGEGGRGNAETTYTYRPSVPAHRRARESPLSSDATIFKQSHAGLEFNLCV
VVLIAVNSRLITIENLMKYGWLIRTDFWFSSRSLRDWPLFMCCLSLSFFPLAAFTVEKLVLQKCISEPVVI
FLHITITMTEVLYPVYVTLSCDSAFLSGVTLMLLTCIVWLKLVSYAHTNYDIRTLANSADKANPEVSYYV
SLKSLAYFMVAPTLCYQPSYPRSPCIRKGWVARQFAKLVIFTGFMGFITEQYINPIVRNSKHPLKGDLLY
ATERVLKLSVPNLYVWLCMFYCFFHLWLNILAELLCFGDREFYRDWWNAKSVGDYWRMWNMPVHKWMVRH
IYFPCLRSKIPKTLAIIIAFLVSAVFHELCIAVPCRLFKLWAFIGIMFQVPLVFITNYLQERFGSTVGNM
IFWFIFCIFGQPMCVLLYYHDLMNRKGSMS

>AhDGAT2 Diacylglycerol acyltransferase type 2 [Arachis hypogaeal
AE011788.1
MEDRGNVTAAPPAEEKVFRSTEVFAAESSSKSKGFKTTLALALWLGAIHFNGALMLFALLFLPLSKALLV
FALLFVFMVIPIDEKSKFGRKLSRYICKNACSYFPITLHVEDIKAFNSNRAYVFGFEPHSVLPIGVVALA
DNTGFMPLPKIKVLASSAVFYTPFLRHIWTWLGLTPATKKNFLSLLDNGYSCILIPGGVQETFLMEHGTE
TAYLKARKGFIRIAMQKGQPLVPVFCFGQSDIYKWWKPGGKLILNFARAIKFTPIYFWGIFGSPIPFKHP
MYVVVGRPIELDKNPEPTTEEVATVHSQFVASLODLFERYKARAGYPNLELRIV

>AhDGAT2D Diacylglycerol acyltransferase type 2D [Arachis hypogaeal
XP 025682671.1
MEVRGNVTVAPPAEEKVFRSTEVFAPESSSKSKGFKTTLALALWLGATHFNGALMLFALLFLPLSKALLV
FALLFVFMVIPIDEKSKFGRKLSRYICKNACSYFPITLHVEDIKAFNSNRAYVFGFEPHSVLPIGVVALA
DNTGFMPLPKIKVLASSAVFYTPFLRHIWTWLGLTPATKKNFLSLLDNGYSCILIPGGVQETFLMEHGTE
TAYLKARKGFIRIAMOQKGOQPLVPVFCEFGQSDIYKWWKPGGKLILNFARATKFTPIYFWGIFGSPIPEFKHP
MYVVVGRPIELDKNPEPTTEEVATVHSQFVASLODLFERYKARAGYPNLELRIV

>AhDGAT2-1 Diacylglycerol acyltransferase type 2 [Arachis hypogaeal
AE011791.1
MEDRGNVTAAPPAEEKVFRSTEVFAPESSSKSKGFKTTLALALWLGAIHFNGALMLFALLFLPLSKALLV
FALLFVFMVIPIDEKSKFGRKLSRYICKNACSYFPITLHVEDIKAFNSNRAYVFGFEPHSVLPIGVVALA
DNTGFMPLPKIKVLASSAVFYTPFLRHIWTWLGLTPATKKNFLSLLDNGYSCILIPGGVQETFLMEHGTE
TAYLKARKGFIRIAMOQKGQPLVPVFCFGQSDIYKWWKPGGKLILNFARATIKFTPIYFWGIFGSPIPFKHP
MYVVVGRPIELDKNPEPTTEEVATVHSQFVASLODLFERYKARAGYPNLELRIV

>0eDGAT2 Diacylglycerol acyltransferase type 2 [Olea europaea] ADG22608.1
MTSEGNGDMRRRQLLVSESAQQPTPAEFKGTQGSIFHTILALVLWLGSVHFNIIVVLASEFVFLSFTKALM
VIGLLVILMVAPIDDRNKWGRKLARYICKHAVGYFPVNLYVEDIKAFDPNESYVFGYEPHSVWPIGVVSL
ADLTGFMPLQKIKVLASTAVFYTPFLRHIWSWLGLTPATRKNFTSLLASGYSCIIVPGGVKEALYMEHGS
ETAYLKTRRGFVRIAMEMGKPLVPVEFCFGQTNVYKWWKPSGKLYLEFSRAIKFAPTIFFWGVLGSPLPLRH
PMHVVVGRPIVPKRNPQPTVEEVAEVHGQFVEALQELFERHKARVGYTDMQLKIL

>GmDGAT2D Diacylglycerol O-acyltransferase 2D [Glycine max] BCB92186.1
MAAEPVSDGGAAAEKLISGREEFGDSSNLLSATLAMVLWLGATHFNIALILLAVFFLPLSKSLLVEGFLF
GFMVLPINEKSRFGRRLSRFICKHACNYFPITLHVEDMKAFDPNRAYVFGYEPHSVLPIGIVALADHTGE
MPLPKVKVLASSTVFYTPFLRHLWTWLGLTPATKKNFISLLASGHSCILIPGGVQEAFHMOQHGTEIAFLK
ARRGEFVRVAMVKGKPLVPVFCEFGQSNVYKWWKPGGKLFLKFARAIKFTPICFWGIFGSPLPFRHPMHVVV



GRPIEVDKNREPTTEEVAKIHGLFVEALQDLFERHKARAGYPNLELRIV

>EgDGAT2D Diacylglycerol O-acyltransferase 2D [Elaeis guineensis]
XP 010932136.1
MPRVTHLGDIYPAAHRNTRRILSLSLTRSHEASWRMDHGNGDRQAAVLDDSAGAGEAAVYRGTEYSVVRT
TVALALWLGLIHFNVALVLTALLLLPARLAAAVFALLLVFMATPLDENSKWGRKLSRWICKYAVGYFPVT
LYVEDIKVFDPNQAYVFAFEPHSVLPIGVVALADLTGFMPLTKVKVLASSAVFYTPFLRHLWTWLGLVSA
SRKNFYAYLEAGYSCIVVPGGVQEMLHMDHDSEVAFLKARKGEFVRIAMETGRPIVPVFCEFGQSYVYKWWK
PSGKLEFVWIARATIKFTPIVFWGREFGSPIPFRHPMHVVVGKPIGLKRNPKPTIEEINEVHAQFVAAFQELF
EKHKTRAGYPDLRLRVL

>AhDGAT3-1 Diacylglycerol acyltransferase [Arachis hypogaea] ABW34442.1
MEVSGAVLRNVTCPSFSVHVSSRRRGGDSCVTVPVRMRKKAVVRCCCGEFSDSGHVQYYGDEKKKENGTAM
LSTKKKLKMLKKRVLEFDDLQGNLTWDAAMVLMKQLEQVRAEEKELKKKRKQEKKEAKLKASKMNTNPDCE
SSSSSSSSESESESSESECDNEVVDMKKNIKVGVAVAVADSPRKAETMILYTSLVARDVSANHHHHNAVE
LEFSRNNDISVGSINGGLKNENTAVITTEAIPQKRIEVCMGNKCKKSGSIALLQEFERVVGAEGGAAAAVV
GCKCMGKCKSAPNVRIQNSTADKIAEGFNDSVKVPANPLCIGVAWRMLKPLWLRFLGENQESTNE
>GmDGAT3 Diacylglycerol O-acyltransferase 3 [Glycine max] XP 003542403.1
MEISGSVLRQLSYVSGYGTPTRSRGVASRVGLRMGTGSGFCDEGHLOYYQDTKKILTPKKLKLLKGESKL
GLASDPEKLAMFHDLQONLTSDAGEVLLRELEAARAKEKEMKKKRKQEIKAKLKASKMNCESSSSSSSES
SDSDGDCDQVVDMNCFRAGAGVVVPAPVEESPLPKTPIVEDTNAKAHRDAMALCSKNDISVSSVRDCIKS
ESAVVTAAPQKRIEVCMGTKCKRSGAAALMQEFERVVGVEGGAVVSCKCMGKCKTAPNVKVONSVDHSLA
RGLDDSVNIPANPLCIGVGLGDVDAIVARFLGESHTDIGMIGAATAT

>AhDGAT3-2 Diacylglycerol acyltransferase [Arachis hypogaea] ABW34442.1
MEVSGAVLRNVTCPSEFSVHVSSRRRGGDGCFTVPVRMRKKAVVRCCCGFSDSGHVQYYGDEKKREKGTDM
LSTKKKLKMLKKRVLFDDLQGNLTSDAAAEVLMKQOLEQVRAEEKELKKKRKQEKKEAKLKASKMNTNPDC
ESSLSSSESESSESECDNEVVDMKKNIKVGVATADSPRKAETMIYTPPLLPEDVSANHHHHNAVELFSRN
NDISVGSINGGLKNENAAVITTEAIPOKRIEVCMGNKCKKSGSIALLQELERVIGAEGGAAAAVVGCKCM
GKCKSAPNVRIQONSTADKIAEGENDSVKVPANPLCIGVALEDVETIVARFLGENQESTNE

>AhDGAT3-3 Soluble diacylglycerol acyltransferase [Arachis hypogaeal
AAX62735.1
MEVSGAVLRNVTCPSFSVHVSSRRRGGDSCVTVPVRMRKKAVVRCCCGFSDSGHVQYYGDEKKKENGTAM
LSTKKKLKMLKKRVLEFDDLQGNLTWDAAMVLMKQLEQVRAEEKELKKKRKQEKKEAKLKASKMNTNPDCE
SSSSSSSSESESESSESECDNEVVDMKKNIKVGVAVAVADSPRKAETMILYTSLVARDVSANHHHHNAVE
LEFSRNNDISVGSINGGLKNENTAVITTEAIPQKRIEVCMGNKCKKSGSIALLQEFERVVGAEGGAAAAVV
GCKCMGKCKSAPNVRIQNSTADKIAEGENDSVKVPANPLCIGVAWRMLKPLWLRFLGENQESTNE
>CsDGAT3-1 Diacylglycerol acyltransferase 3[Camelina satival
XP 010479249.2
MEVSGVVLRQVPCVSGSVADGRYSGLRLVSDXGXTRTVSFRARKLRGVVCNNEFADKGHVNYYIEPTRCG
EAKEKVKVMEKEKKALKKKAKILKSLSKNLDMFSSIGFGLVPEAGLVGEIQTKTISEATETILVKQLEQLK
AEEKLLKKQRKEEKAKAKALKKMTEMDSESSSSSESSDSDCDKGKVVDMSSLRNKAKPILEPLOQPEATLV
TTLPRIQEDAQSCKDTSEALQIALQTSTVFPSMANPGOQTMKKVEAVPVVGLPLKRVEVCMGGKCKKLGGA
VLLDEFQKAMTGFQGSAVACKCMGKCRDGPNVRVVNETDAVMTDSVMTPSKTVCLGVGLQDVETIVTSEF
DEECSRENSVVSFE

>CsDGAT3-2 Diacylglycerol acyltransferase 3[Camelina sativa]
XP 010461643.1
MEVSGVVLRQVPCVSGSVANGRYSGLRLVSNFSGNTRTVSFRTRKLRGVVCNNEFAEKGHVNYYIEPTRC
GEAKDKVKVMEKEKKALKKKAKILKSLSKNLDMFSCIGFGLDPEAGLVGEVQTKTISEATEILVKQLEQL
KAEEKLLKKQRKEEKAKAKALKKMTEMDSESSSSSESSDSDCDKGKVVDMSSFRNKAQPILEPLOPEATL
VITTLPRIQEDAQSFKDTSEALQIALQRSTVEFPSMANPGQTMKKVEAVPVVGLPLKRVEVCMGGKCKKLGG
AVLLDEFQKAMTGFEGSAVACKCMGKCRDGPNVRVVNETDAVMTDSVMTPSKTVCVGVGLODVETIVTSFE
FDEECSRENSVVSF

>CsDGAT3-3 Diacylglycerol acyltransferase 3[Camelina satival
XP _010500353.1
MEVSGVVLRQVPCVSGSVADGRYSGLRLVSDISGNTRTVSFRTRKLRGVVCNNEFAEKGHVNYYIEPTRC
GEAKEKEMIKVMEKEKKALKKKAKILKSLSKNLDMFSSIGFGLDPEAGLVGEIQTKTISEATEILVKQLE
QLKAEEKLLKKQRKEEKAKAKALKKMTEMDSESSSSSESSDSDCDKGKVVDMSSFRNKAKPILEPLQPEA
TLTTLPKILEDAQSEFKDTSEALQTIALQTSTVEFPSMANPGQTLKKVDAVSVVGLPLKRVEVCMGGKCKKMG
GAVLLDEFQKAMTGFEGSAVACKCMVKCRDGPNVRVVNETVAVMTDSVMTPSKTVCVGVGLQDVETIVTS



FFDEECSRENSVVSF

>AtDGAT1 Diacylglycerol acyltransferase 1 [Arabidopsis thalianal
AAF19262.1
MAILDSAGVTTVTENGGGEFVDLDRLRRRKSRSDSSNGLLLSGSDNNSPSDDVGAPADVRDRIDSVVNDD
AQGTANLAGDNNGGGDNNGGGRGGGEGRGNADATFTYRPSVPAHRRARESPLSSDATIFKQSHAGLENLCV
VVLIAVNSRLITIENLMKYGWLIRTDEFWEFSSRSLRDWPLEFMCCISLSIFPLAAFTVEKLVLOKYISEPVVI
FLHITITMTEVLYPVYVTLRCDSAFLSGVTLMLLTCIVWLKLVSYAHTSYDIRSLANAADKANPEVSYYV
SLKSLAYFMVAPTLCYQPSYPRSACIRKGWVARQFAKLVIFTGFMGEFIIEQYINPIVRNSKHPLKGDLLY
AIERVLKLSVPNLYVWLCMFYCFFHLWLNILAELLCFGDREFYKDWWNAKSVGDYWRMWNMPVHKWMVRH
IYFPCLRSKIPKTLAIIIAFLVSAVFHELCIAVPCRLFKLWAFLGIMFQVPLVFITNYLOERFGSTVGNM
IFWFIFCIFGQPMCVLLYYHDLMNRKGSMS

>AtDGAT2 Diacylglycerol acyltransferase 2 [Arabidopsis thaliana]
NP 566952.1
MGGSREFRAEEHSNQFHSITAMATIWLGAIHFNVALVLCSLIFLPPSLSLMVLGLLSLEFIFIPIDHRSKYG
RKLARYICKHACNYFPVSLYVEDYEAFQOPNRAYVEFGYEPHSVLPIGVVALCDLTGFMPIPNIKVLASSAT
FYTPFLRHIWTWLGLTAASRKNFTSLLDSGYSCVLVPGGVQETFHMOHDAENVFLSRRRGEVRIAMEQGS
PLVPVFCFGQARVYKWWKPDCDLYLKLSRAIRFTPICFWGVEFGSPLPCRQPMHVVVGKPIEVTKTLKPTD
EEIAKFHGQYVEALRDLFERHKSRVGYDLELKIL

>AtDGAT3 Diacylglycerol acyltransferase 3 [Arabidopsis thaliana]
OAP16619.1
MEVSGVVLRQIPCVSSGSVAGLRLVSEFSGNTRTVGFRTRRFRGIVCNNEFADKGHVNYYIEPTRCGEEK
EKVKVMEKEKKALKKKAKVLKSLSKNLDMEFSSIGFGLDPEAGLVGEIQTKTISEATEILVKQLEQLKAEE
KILKKQRKEEKAKAKAMKKMTEMDSESSSSSESSDSDCDKGKVVDMSSLRNKAKPVLEPLQPEATVATLP
RIQEDAISCKNTSEALQIALQTSTIFPSMANPGQTLKTVEAVSVVGLPLNRVEVCMGGKCKKSGGALLLD
EFORAMTGFEGSAVACKCMGKCRDGPNVRVVKETDAVMTDSVRTPSKTLCVGVGLOQDVETIVTSFEDEEC
SREGLGSFSY

>TmDGAT1 Putative diacylglycerol acyltransferase [Tropaeolum majus]
AAM03340.2
MAVAESSONTTTMSGHGDSDLNNFRRRKPSSSVIEPSSSGFTSTNGVPATGHVAENRDQDRVGAMENATG
SVNLIGNGGGVVIGNEEKQVGETDIRFTYRPSFPAHRRVRESPLSSDATIFKQOSHAGLENLCIVVLIAVNS
RLITENLMKYGWLIDTGFWEFSSRSLGDWSIFMCCLTLPIFPLAAFIVEKLVORNHISELVAVLLHVIVST
AAVLYPVIVILTCDSVYMSGVVLMLFGCIMWLKLVSYAHTSSDIRTLAKSGYKGDAHPNSTIVSCSYDVS
LKSLAYFMVAPTLCYQPSYPRSSCIRKGWVVRQFVKLIVFIGLMGFITIEQYINPIVRNSKHPLKGDFLYA
IERVLKLSVPNLYVWLCMEFYSFFHLWLNILAELLREFGDREFYKDWWNAKTVAEYWKMWNMPVHRWMVRHL
YFPCLRNGIPKEGAITIIAFLVSGAFHELCIAVPCHVFKLWAFIGIMEFQVPLVLITNYLOQEKFSNSMVGNM
IFWFIFCILGQPMCVLLYYHDLINLKEK

>JrDGAT3 Diacylglycerol O-acyltransferase 3 [Juglans regial
XP 018840223.2
MEASGEFSFRRIPCLSGAKADTRSSKPSISCVSVGSRKLRVLGFQQSRARVRPRKAYGAMNMIMNSGFCDN
GHKRYYYVSPMCSGKKEKEKEKSVNSCSSLTAKKKLKLFKGLAEDLAKFSDMGEFGLDAYDGLAADVQQKA
IADAVEVLMSQLOHLRAAEELKKRRKQENAKLKDROMNIMLDCESSSSSSESSDSECEDVIDMSFLRSEP
LTOATLPVLDEVQLVSQENVTTLTLPSRLTQEGSAVLSDGLGDLKSENEVERCTGIGTSSSSNSFGHNDR
CSSVTGSSAKRIEVCMGGKCKKSGAATLLEEFGKVTGVEGAVVGCKCLGKCRDGPNVRILNSVDGSEAEG
ADVSVRSPLNPLCIGVGLDDVGVIVAKFFGDEPKDSGLAAASLONFL

>PfDGAT1 Diacylglycerol acyltransferase [Perilla frutescens] AAG23696.1
MAILDSPEILDTTSSSADNGAAHHTTLRRRQSARSVPPLLDSDSNSLEAESAINDSENVRNDANLIENLR
GGAVESENEKQESYGKEEGAKVKENGETSNGNGTDVMAVKEFTFRPAAPAHRKNKESPLSSDATIFKQSHAG
LFNLCIVVLVAVNSRLITIENLMKYGWLIKSGFWFSSTSLRDWPLLMCCLSLPVFALASFLVEKLVKLNY T
PEWVAVFLHVTITTVEILFPVVVILRCDSAVLSGVTLMLFACTVWLKLVSYAHTNYDLRVLAKSLDKWEA
MSRYWNLDYAYDVSFKSLAYFMVAPTLCYQPSYPRTACIRKGWVVRQLIKLVIFTGLMGFITIEQYINPIV
ONSQHPLKGNLLYATIERVLKLSVPNLYVWLCMFYCFFHLWLNILAELLCFGDREFYKDWWNARTVEEYWR
MWNMPVHKWMVRHIYCPCLONGIPKIVAVLIAFLVSATFHELCVAVPCQIFKFWAFSGIMLQVPLVIVTN
YLOEKFKNSMVGNMMEWCFEFCIFGQPMCVLLYYHDLMNRKASAR

>SaDGAT1 O-acyltransferase [Striga asiatical GER56917.1
MAILESPESLDTTSSSAENGHGRDHATTLRRRPSARSVEPLLESDSSSLDGETAVNDGERYQSDANSAAK
LCGGAIESNEEREAATGSEGFTCGKGEAEKVKEGDGKGVDALAVKFAYRPSAPAHRRIKESPLSSDATIFK
QSHAGLFNLCIVVLVAVNGRLIIENLMKYGWLIKAGFWEFSSKSLRDWPLFIVSLPVFPLAAFLVEKLVKQ



KYTHEWVAVFLHVVITTTEILYPVVVILRCDSAVLSGVTLMLFACIVWLKLVSYAHTNYDLRVLAKSLDK
WEALSSYWNMDYSYDISFKSLVYFIVAPTLCYQPSYPRTSCIRKGWVVRQLIKLVIFTGFMGEFIVEQYIN
PIVONSQHPLKGNLLYAVERVLKLSVPNLYVWLCMLNILAELLREFGDREFYKDWWNARTVEEPVHKWMVR
HIYFPCLRNGIPKVVAVLIAFLVSAIFHELCIAVPCHMFKLWAFIGQLVATVKRELFCGVKLKVGNMMEW
CFFCIVGQOPMCVLLYYHDLMNRKASAR

>ShDGAT2 Diacylglycerol acyltransferase 2 [Salvia hispanica] AXN76729.1
MSSESNGDVRRRRSPSSEAESDAPPTAAEFKGTRGSLMNSIIAIVLWLGSVHLIVSIVLASFEFFLPEPKS
LGGIVLLEFVEFMVIPINERSRWGRNLARYICKHAVGYFPVALHVENIKAFDPNEAYVEFGYEPHSVWPIGVI
AIADLTGFMPLPKIKVLASSAVEYTPFMRHLWTWLGLSAATRKNFTALLSSGYSCIIIPGGVQEACYMEH
GSEVAFLOSRKGEVRIAIETGKPLVPVFCEFGOTDVYKWWRPGGKLFREFSRAIKFTPIVFWGVLGSPLPFE
ROPLHVVVGEPILVKKNSQPTKEEVMEVHARFVEALODLFQRHKARVGHPDLOLRIL

>HiDGAT?2 Acyl-CoA:diacylglycerol acyltransferase [Handroanthus
impetiginosus] PIN08318.1
MAAEANGDVKQORKSPSPEAAEPPTPAEFKGTQGPLLHTILALVLWLGSVHLNFLVVLFAFVFLPFPKALG
VIGLLLIFMVIPIDERSKWGRRLSRYICKHAVGYFPVTLYVEDIKAFDPNEAYVEGYEPHSVWPIGVVAL
ADLTGFMPLPRIKVLASTAVFYTPFLRHVWSWLGLSPATRENEFSSLLTSGYSCIIVPGGVQEALYMEKGS
EVAFIQKRRGFVRIAMETGKPLVPVESEFGQSDVYRWWKPRGKLYREFSRAIKFAPITFWGVLGSPLPLRH
PMHVVVGRPIMLKKNPOPTAEEVAEVHAQFIEALKDLFERHKERVGYGDLHLRIL



