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Supplemental Fig. 1 A phylogenetic tree of FCA proteins. the FCA proteins information (species
and gene names) were as follows: MiFCA2-SJ (Mangifera indica), MiFCA2-JH (Mangifera indica),
PvFCA (Pistacia vera), CtFCA (Citrus trifoliata), TcFCA (Theobroma cacao), PpFCA (Prunus
persica), HbFCA (Hevea brasiliensis), AtFCA (Arabidopsis thaliana), OsFCA (Oryza sativa),
CsFCA (Citrus sinensis), PvFCA-like (Pistacia vera), PeFCA (Populus euphratica)



MiFCA2-ST Vi G

S s BE
AtFCAgamma ... <vessieeee MNGPPDRVD] KPM A YP, VRPTT SG
AFCAalpha

AtFCAbeta MNGPPDRVD 3 JG/NYP. G\ TT] G
AtFCAdelta ... MNGPPDRVD] MO\ YP, CKAMESLCYSV] SG
Consensus

MiFCA2-SJ R Ll'\’ FNQSTIANG Q \GYKEH H.FVGSLN(QATBIVEE\FJ(\«!G
MFCA2-TH 5S. RAL Q \GYK YFRVIG
AtFCAgamma SERS R H mmmumu-wup

At

AtFCAbeta GN ¥ RLMCEN

AIFCAdeta SCCFARYATSIALACRALRALENQ ITES €G"CPVIGVRYAL]

Consensus

MFCA2-S]

MFCA2-JH

AtFCAgamma S S

AtFCAalpha S

AtFCAbeta

AFCAdela (CNAPPVELCSGPRECASCPRET SNFEESSCEVS ETNPWRPATSRNVEPPSNTCIRCACSLF SPKPGCATLPSNQECRLCEYCVPR
Consensus

MIFCA2-SJ QQSFNQALSQLPPL HPSAQSSYP /GQLQVPSQTPFS LSGQLTGSQ) :PL NATNQQQLELP:

MFCA2-TH FNQALSQLPP KLHPSAQSSYP SHVGQLQVPSQTPF: S LSGQLTGSQP ATNQQQLGLPA

AtFCAgamma KPL SATLCCCNRAA.. PLRQTINFPG. 'PCACAPLCNPYA’ [SRATAP.QTP. | 'SRA TTVSSATW

AtFCAalpha SATLQQCNRAA GQ PLRQTNFPG. PCACAPLONPYA! [SRATAP.QTP. | SRA’ RPTTVSSATVCFPP]

AtFCAbeta

AFCAdeka ENPLBVPGVSSSATLGGCNRAA. .. GQHGGHITPLKKPEHSPCGLPLPLRQTNFPGAPQTNFPGAGAPLCNP YAYSSGLP TSGLPISRATAP. QTP. IPGCNISRATAP GTPFPIENI NLRPTTVSSATVGFPPRSGEQPEGKNGHP

MiFCA2-S] QQPPTGSNPQVLPAQQVPQVQLVQL QPQLRGCQ.. QQGLGGPFLS > ASGVRGQHS AQEHR YIYPILP\AGS ${DP TRF QQUQL QAN ASWMWKNKPSGT

MIFCA2-JH QQPPI(SN‘PQVLPAQQ\«?QVQL\’Q[QPQLW -QQGLCGPF.S S*ASGVRGQHSAQEHR YTYP_IL PAGSVS{DPTRFQQUQIL QAAAWMWKNKPSESLIESQGLEVER RRM
AFCAgamma  KPTIQGSITQ.QP.(QQ.......QPQQVQPQ Y(CCQILQ QCLCCPF PIS GASHNTQ.... YPSLPVGYPSLPPMSGSIQNAQD Y/Q THIPVIAVASMNDISR S2QS 1. SSPQELMWKNK

AtFCAalpha KPTIQEGCSITQ.QP-QQ....... QPQQVQPQ Y(CCQ)LQQGLGCPF PIS GASHNTQ.... YPSLPVGYPSLPPMSGS3QNAQDYAQ THIPVIAVASMNDISR $ QS L SSPQELMWKNK WW
AtFCAbeta

AtFCAdelta

Consensus.

Supplemental Fig. 2 Alignment of the MiFCA2 and AtFCA protein amino acid sequences
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