Supplementary data

FRIGIDA ESSENTIAL 1

AcFrigida MSDSIMD-IDODEVEQKVRVETIVRE SELFDKFP IQASNSHNDVKRHSVITPLDEQS K-~ 57
CeFrigida MPPSRHOMEENDV ILKIS VP STEMLTLKEE TIHIKS ST SNIKSRENLTSVEDSKSHOL €0
AcFrigida = - IIKE QAT AR DNGTL PRF PAPGI PPRST FIGOCQRE PEQKRARL- — ————————~ 101
CcFrigida DYYERNVGES LLOKE TR GGYNE DY NEKANLCGOT DIDSTARSEESSISSESCRNSTSIN, 120
AcFrigida - —CKFF AKGWC FNG VS CKE LHVKENSNCT SRRLAINSMAGNGGIRSDLERRILDSREGVR 159
CcFrigida I OEDANCCONSRIK TTOLEMES RODVICHI TRTRS LS AT TIDRMKRIR IEATACLY 1,60
AcFrigida VSQLSENGVTS LT REDIS EMNPQRVESSMS FUNPPGSQRVE PEN-—-NDMREMPSFEN- 215
CeFrigida TARCMRELEVERGVRENVE RLAHEQTAS RENED SO MOKTHIA LML IP R EATSASI 240
- -- - -
AcFrigida - =IRRE SLKQT YGADI TINRSLVINN——— —— ANS FALRS STVHEHRPSISSYLKIIMGSA 262
CcFrigida YFSRLILNSTRADGMITIWICGRYKGCYT STVLSRSPRS SLUTQITASSMELSHOIDAQS 300
- ‘ - s
AcFrigida GRAWIGSLS SSVRMNDRAS TVGOF ENGNS LS GEGSLPTLQGVAVSSDKSASANT TSTHKK 328
CcFrigida GRSTPFSSSICAGIMOSOKLLIINKE YLT SKSTFSGSCOIIL FLVSS SRVSSFPTGYKSK 360
AcFrigida VSSDOWEPSEPIKASITIPFY ILPSSDALYDPFTD-—-~ISNLGORFLMDSLSSKGEHARK 385
CoFrigida TCSYORERVE SRR SNNXT SN &5 GLLYDRINDEXEL AT CDOKLIANLI INORIGN. 420
AcFrigida S SCQOKDGDSASGPQARICINDDKSS SCSONGERETVARSLE AHGVVESVAT SVVDRNDT 445
CcFrigida S SQVRAYCDEOVVG KHTSNLNDAKSS VSS ENKICENE THIICOPREKICFAPETEIT SCT 460
- - - - - . - ‘ - - - -
AcFrigida ATPSKE ISSATAASNRVVLKR IKPASHDSHHRS- ————DGSS YKKI - ———KKSDEIDGE 495
CcFrigida YLIMONGIGT CORNIGUADS TIICERHLT EREARHYG GE CERHIIIR IGKOKHDHEMIVD 840
AcFrigida VRSDAGMK-—= ~UMRLFRTAVVET IKIMLKPLWREGRLT KIVENMIVIKAAS KVVGAAVY SS1
CeFrigida TG EGRMCRROALIE REAKL SERE KT CRDMURCEE ARINICUTY I SURMIV SILD, B39
- “: iheiess diebebiee b bebed:_ ieee

AcFrigida FHQUPT DIESVDQYLGLSGTRIVKLVEGYVEKYGIS S87

CcFrigida PQOTFT-IDTAKOYVSSSRVKIAKLVNGYVNKYCKS €34
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Fig. 1A. Amino acid sequence alignment of pigeon pea Frigida essential 1 (CcFrigida
essential 1) with Arabidopsis Frigida essential 1 (AtFrigida essential 1)



FRIGIDA

AtFrigida MSNYPPTVAAQPTTTANPLLQRHQSEQRRRELPKIVETESTSMDITIGQSKQPQFLKSID &0
CcFrigida = =  ——————- MATTDTSAPSSPPPGNETNEG——————————————————————— AAKLTKSVN 30
s R e = A s wws
AtFrigida ELAAFSVAVETFKRQFDDLQKHIESIENAIDSKLESNGVVLAARNNNFHQPMLSP———PR 117
CcFrigida ELNDLSIAIQTFKNRYDELQKHLEFIEQAIDARTKELQALRSNVENGVVEHDVKSDSNPN 90
o SR sk i wA Rz ik kwR WA AW rowmEr: oz am ae sw L.z < as
AtFrigida NNVSVETTVIVSQPSQEIVPETSNKPEGE—-—-—RMCELMCSKGLRKYIYANISDQAKLMEE 174
CcFrigida QQVKAELLLKLKLKLLLKLKhKLLLKLLLLLVSLCKTMNSRGLRKHVLSHLTETTALREQ 150
ss% B =% w .. - L o e . oo I s oo B b - e

AtFrigida IPSALKLAKEPAKFVLDCIGKFYLQGRRAFTKESPMSSARQVSLLILESFLLMPDRGKGK 234
CcFrigida VSAALKSAPKPSRLVFECIGRFFLQGSKAYAKDSPMIPARQASVQVLEYYLLSGCVG GE 209
AtFrigida 294
CcFrigida 269
AtFrigida 354
CcFrigida 329
sk, sww: ww sw: 3z G Sz sesw zoaesozoa W sow oW e w
AtFrigida FLKMSKESFERAKRKAQS—PLAFKEAATKQLAVLSSVMQCMETHKLDPAKELPGWQIKEQ 413
CcFrigida FLRKSEETWKKAKQDARNFPSMLKEVHEKYLTVLKSVVNCLE SHKIDFVKLLPGWQLKDK 389
L WeWe oo aWNs Wes 3 BN £l Weoo R Kdoe oWk R . ® Ve R K oa ke
AtFrigida IVSLEKDTLQLDKEMEEKARSLSLMEEAALAKRMYNQQIKRPRLSPMEMPPVTSSSYSPI 473
CcFrigida ISDLEKDISDANKKIEEKSAHKRKMDKSNLSNKMKI PETKRSREVGNGKDASMLSPSLTA 449
v ek de v T Rezdeddes degisisl Wi eI T dede_veg = L X
AtFrigida YRDRSFPSQRDDDQRDEISALVSSYLG————— PSTSFPHRSRRSPEYMVPLPHGGLGRSVY 528
CcFrigida LQEQRLLSHMDGNSSYDGSLSAHLLDGRSYGYPNNYLTASAQVGSVSDSLAEKYLGSALT 509
- .. - * e - . % - = = e de s
AtFrigida AYEHLAPNSYS——-—-PGHGHRLHRQYSPSLVHGQRHPLQYSPPIHGQRQQLPYGIQRVYRHS 585
CcFrigida NGTNMLGGAIGGSYSGYQGGVIRDNVGTVLNSNSHLYRWHGIGEGALSHDRPVGQSYVGQ 569
e = . . W = P S » ST
AtFrigida PSEERY LGLSNQRSPRSNSSLDPK-————— e —— e e e e = 608%
CcFrigida SPSALVNNLYGKTPTDNF SGVPEHLSIGASSRTGGPDLYSFADSVFDS 617
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Fig. 1B. Amino acid sequence alignment of Frigida from C. cajan and A. thaliana showed
relatively high sequence conservation



FRIGIDA LIKE 1

AtFrigida MTASETIATAINQIDEKKEKLKKAFDDLQAHRSLLSPSFSLSWSEIDSHFSSLQSSLASR 60
CcFrigida MEDTDSVATLIDSTTSKIQQLORKAFAELESYR-——-AVSLNLKWKELEEHFHGLEKSLEKRR 57
e - e e - B sWs e W ] g . W _WE S CWN e XL HW -
AtFrigida FRLLHS——————————————————————————— — —————— ————— ————— ——— — —— ——— 66
CcFrigida FHELEDQEKEFENKTMKARELLEKREADVYAKEQASLQSLODKRDAAVFAIVNAREKHRK 117
- -
AtFrigida = ————————————— TSPLEHDSYRIDASDAGKSSSSEEVSEQP——————— VVEPELRALCE 106
CcFrigida VSSRELAIVSNGGKGTLGVEEKLVDTVSVAARESNVEEVRLS PENGNVDLISYPELVKLCK 177
s . T*: ... o Ww, VOVENL W H TR oS
AtFrigida KIDGIGLIKYLIRIWDDET PLNQEVSAAIRYSPDTASMVLDAIEGSNYTPSSS—————— G 160
CcFrigida EMDAAGLHKFISDNRKNLAAVREDIPNATLRAAPNAACLVIDSLEGEYCTEVSNODVKKDA 237
s % e e wes 3 | 2 e L2222, W% FE R IR B L] L =
AtFrigida RSFDVRRVFVLLMEVLIEINAN-—————— ITVDTRNRARKKLAYHWKSKVG———————— VK 205
CcFrigida NLLGLRRTCIMLMECLCDFLSNSACVTNSISEDIKDRAKAVAEAWKPRLDALDMDASNGN 297
e B e
AtFrigida PFEALVFLHLVAAFELGSEFDTEELSDYVFMIARYKQATLVCNKIGVDRKRVGKLIKTLL 265
CcFrigida SLEAHAFLQLVASFGIASGFDEEELSRLIPMVSRRRQTADLCRFLGLSEKMPG —VIEVLV 356
«SVew o R o e o W e e e e v v v s L sWwss N s W sWs W
AtFrigida DSGKPILAVKFMYECGMTDEFEPIPVLKSYIKDCREAALRVCVEDNYSLKSQNEASDKEV 325
CcFrigida NNGRQIDAVNLAFAFDLTEQFSPVSLLKSYLKDARKASSPVKSVN-SSPTMQIEVNEREL 415
SR T T R T SRR B R LR T R T 2% = e SIFSRE TR S T
AtFrigida SALKPLIKIIKDONLESEFTQEKVEERVEELEKNKALRKR—-—-NTTNPPKQEPQQKGKKRT 383
CcFrigida VALKAVIKCIEEHKLDEKYPLDPLQKRLVQLEKAKADKKREAEATKPQPKRPRANGAGYV 475
E - W oo W . w e T Rw W g - R H w e ™

AtFrigida RDCKNGSQVPVPSQQLLSRPEALLMPEHSHHGLQLNPYGLMTSAFSGVVVNPLTGLFGSG 443
CcFrigida PRVTN————— IPSDKTCYARVADRYPQYVYDRSYMYPG —————— PTDNHCPPLMSTATYN 524
" AT P E s
AtFrigida ATPQSLYYAQQTGYVLEPPQYHPPYYSQ 470
CcFrigida FSPSHGNYFGNG ————— YQYQATYLH—- 545
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Fig. 1C. Amino acid sequence alignment of Frigida like 1 from C. cajan and A. thaliana
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FRIGIDA LIKE 2

MTAAESIAASINQIDERRQRLRRAFDDLOAHRSLLSPSFNLSWSEIDSHFSSLQSSLFNR 60

ME‘.DTDSVATLIDSTTSKIQ%:%EEAELESYR--—AVSLNLKWKELEEHE’HGLEKSLKRR 57
.-*.W- \\1:_ Jt Jt-*.**\\r --‘t---\l’ : w.w-w.w_w.. e e *-_Jt\b _\‘t
LQSAVTS—— e S S R S B e s S S s S 67

FHELEDQEREFENRTMRARELLERREADVYAREQASLQOSLODRRDAAVFAIVNARERHRRK 117

————— TR, e ———SNSGNIETPTAVITTETPVLWPELRRFCE 95
VSSRELAIVSNGGRGTLGVEERLVDTVSVAAESNVEEVRLS PENGNVDLISYPELVRLCRK 177
ek =hee Ll S g ool Nogmakis
RNDGRGLGNYMIENSRRRLSINEELPNAIRCSENPAALVLDAIEGSYHCSSPSS——SSsSAa 153
EMDAAGLHKFISDNRKNLAAVREDIPNALRAAPNAACLVLDSLEGFYCTEVSNQDVKKDA 237

: \'l. e s -\It = ::_Jt-.\lp\h\lpdt B dt\lt \h\lt\b\&--\lt\lt b = P e Big

RAIDVRRIFVLLLEALIEINAN——————— LTNDLRERARTIAYDWRP———————— NIGNK 1598

NLLGLRRTCIMIMECLCDFLSNSACVTNS ISEDIKDRARAVAEAWRPRLDALDMDASNGN 297
S [ SR o e 2 A B = ST R T T

PSEALGFLHLVAAFELGSLFSTEEICDYIFLISKYKQATTICKKIGLDRNRIGVLVQKFL 258
M3 Ea 356

> _ww:www_w DLW W e o w .:w

DTGRLLVAIRFIYENEMVGEFEPVSILRTSLERNSREAARRVCAEGNYSLRVQNEATDREL 318
NNGRQIDAVNLAFAFDLTEQFSPVSLLKSYLKDARKASSPVKSVN SSPTMQIEVNEREL 415

T sk kW sk s Wk n koo s w* - - e e e

SALRAVIKVVKEKNIESEFMEEKLEECVKELEDQKAQRKRATKFNSPANPQQPQEQKVDN 378
3 464

438
518

el e . stedes w — e WW . . *

LEFGSVPAPASRPVEYVQQTGYGMPPPQYRPPYYPQ 473
STATYNFSPSHGNYFGNG——————— YQYQATYLH— 545
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Fig. 1D. Amino acid squence alignment of Frigida like 2 from C. cajan and A. thaliana



TERMINAL FLOWERING 1

AtTermimal;: ifos o e e e e e e e e e e e e e e e e e e s
CcTerminal MEDTDSVATLIDSTTSKIQQLOKAFAELESYRAVSLNLKWKELEEHFHGLEKSLKRRFHE 60
ALTerminal,:  isoomm——m———— e s e == == MENMGT &
CcTerminal LEDQERKEFENKTMKARELLEKREADVYAKEQASLQSLODKRDAAVFAIVNAREKHRKVSS 120
AtTerminal RVIEPLIMG————— RVVGDVLDFFTPTTKMNVSYNKKQVSNG-HELFPSSVSSKPRVEIH €0
CcTerminal RELAIVSNGGKGTLGVEERLVDTVSVAARESNVEEVKLSPENGNVDLISYPELVKLCKEMD 180
% 1= = # N mTE an oEn sk % e sk LTSRS # o
AtTerminal GGDLRSFFT-———-LVMIDPDVPGPS——DP————————————————— 83
CcTerminal AAGLHKFISDNRKNLAAVREDIPNALRAAPNAACLVLDSLEGFYCTEVSNQDVKKDANLL 240
e % . = wew *
AtTerminal = = ——————— FLKEHLHWIVINIPGTT——————————————————————————— DATFG-—-—— 105
CcTerminal GLRRTCIMLMECLCDFLSNSACVINSISEDIKDRAKAVAEAWKPRLDALDMDASNGNSLE 300
= Wk soEek L o s ow
AtTerminal = = ————— KEVVSYELPR—————————— PSIGIHR————— FVEVLFRQKQRRVIFPNIPSRD 144
CcTerminal AHAFLQLVASFGIASGFDEEELSRLIPMVSRRRQTADLCRFLGLSEKMPGVIEVLVNNGR 360
. v . - £ - . % w . . - * e e .
AtTerminal HFNTRKFAVEYDLGLPVAAVFFNAQRETAARKR———————————————————— ——— —— —— 177
CcTerminal QIDAVNLAFAFDLTEQFSPVSLLKSYLKDARKASSPVKSVNSSPTMQIEVNERELVALKA 420
... - . - W v - - - v v e
AtTerminal = s cccm e e e e e e e e e e e e e e e e e e e e e e e e e
CcTerminal VIKCIEEHKLDEKYPLDPLQKRLVQLEKAKADKKREAEATKPQPKRPRANGAGYVPRVTN 480
ALTerminal, oo r e e e e e e e e e e e e e e e
CcTerminal IPSDKTCYARVADRYPQYVYDRSYMYPGPTDNHCPPLMSTATYNFSPSHGNYFGNGYQYQ 540
AtTerminal ===
CcTerminal ATYLH 545

Fig. 1E. Amino acid sequence alignment of Terminal flowering 1 from C. cajan and A.
thaliana



TERMINAL FLOWERING 2

ArTarminal e e T e g P T R G P AR
CoTearminal MECLLPHFNCHLDTFRPLPYAHHPFEKTREPNIOLOFOOVLEATE PPESTLLNLENKLALEAF 60
ArTarminal e s s s s o et i e s S S e
CoTarminal SHPNTPWPEY I TAPSOMIFKETLEARS LLTNEREAV TAAAAS EALALAKAAVEVAK DAALLV
At Tarminal T R B 2 B e R T P XSS X ST e AT T vy T T A A X T S T S e TR TR T T
CaoTarminal IQCKPPAF.I\FYR THVES SKEDDLLLEWFOHMEAE DCVAGCS TDACAE TMEGVDINPSEREESD 180
AtTarminal oo T T T T T T T T T T T T T T T T
CaTarminal \/PP:--IFE‘X O LOEELESDSE TAVRSFROQTERKAKRVFAAFEKATTNITESTKS 240
AtTarminal e ——
CaoTearminal WVDY’QDPLRYIRTT'P‘;A; RLLTPSEETKLEAGCTODLIKXLEKLOEDLTERFCOOPTEFAQW 300
_—
AtTerminal e MKCGASCAVE 9
CaoTaerminal IV ACT KT LEKRINYCTOCKDEMTKSNTRLV TS TAKN Y OCE DIVOBECCROLVE 360
At Tarminal 18
CaoTarminal 420
ArTearminal CG-——FEAETAVETVCESRK—————————— — e e e L S D e e e e e = . 537
CaoTarminal monms:s:\m’rc‘l.mm’rmpns‘ LEG(I”NQMKPWADPMTEEQ 480
— ]
AtTerminal —————————— e e e e e = — —— — O FGEDDCOCGOGCGESGES TLRETCDIRPTEDGD 71
CoTarminal LLEKOFMEKKDLEEALDSLN PREROQVVRWRFCMDDORTETLOE ICEMIOLE TAMEKRETTSS H40
D M o Aoy e e e e e e e
AtTerminal FEEEEEDEDEDDGD-—————————— = —— — — —— EEDEECECGECCOQEERPKLDECFYETEAT 113
CoTaerminal MAIE’N(NDD.ziEi&iPSS.QA\mELmKS%“‘VPWWNWWETI 600
At Tarminal 173
CaoTarminal 659

ArTerx
CaTeax

GPHEOMKKKORLTS TSHDATEKS DES TS LNNS SLPDT PDPLOLSGSSLLNRDVEAKNAYV 233
e ————————— 686

AtTerminal 289

CaoTarminal 746
rminal NVRPFNCLLEVY PKELDKNSRF TCAKRKSCESVEKRFKQDOGESTESNNHTAPFTDONLTPDLTTI. 349
minal HVD— —COPOVDYVEPTOSCRORCAKREKSCEVERFEKRETDECKLVDAQONGVAMP —————— 798

B s e
AtTarminal DEFORTARMONEY POVMENOCNLESQOKTKIEELDI TKTI LKPMS FTASVEDNVOEVLVTFLAL 409
CoTarminal ———A('MlM‘YN‘:.f’Mm(‘DM(TN'N———————IVKT TEKPTCQYSASISDNMODVILVTEFMAM B48
P il ST B P N I T T T
ArTarminal REDCKEALVDNRFLEKAHNPHLLTEFYEQHLEKYNRTP—-— 445
CaTaerminal RS‘D("W\MW)N’RYLKI\Y‘Nl"'I’J<LTN'F'YF‘T.HLRY TPTECD 886
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Fig. 1F. Amino acid sequence alignment of Terminal flowering 2 from C. cajan and A.
thaliana



