Fig. S3 Multiple alignments of PDS protein from different species. Fm: F. mandshurica, Oe: Olea europaea,
Dh: Dorcoceras hygrometricum, Sl: Solanum lycopersicum, Nb: Nicotiana benthamiana, Pt: Populus
trichocarpa, Vv: Vitis vinifera, At: Arabidopsis thaliana, Os: Oryza sativa, Zm: Zea mays, and Ta: Triticum
aestivum. The phylogenetic tree is drawn with 1000 bootstrap trials using the Jones-Taylor-Thornton (JTT)

model and the neighbor-joining (NJ) method in MEGA-X.

FmPDS1 - - - - MNSQFGHVE AVNLRGCSNP. . . WS PCS VRCCCLEGKMNTL SFASS DANGHEKLKRPS AEAL KEMS|
FmPDS2 - - -- : NSQFGHVS AI NLRGCNNLN. . . . NLWS $CS WRCYCPLG KLVS
OePDS - - - \SQr S AVNLRGCS NL VS $ CS WRCYCLLG! KLVP|
DhPD T i MAQI GEVS AVNLSGCTTI V. . . NKCRAQSS WRCCCKVGRI RNTI
IPD b o \PQ GLVSAVNLRVCGS SAYLWSSRSS SLGTES RDGCLC . KLCLd
NbP S MPQI GLVS AVNLRVCGNSAYLWSSRSS. LGTES CDVCLC KLFN
PtPDS \T\ F\ LQS YF1 FF-FF'\ CRAVVTVVI AVEFGF GENSALNL SWHSKSLDSQVALRCGAYPTCS NALAFRGSNGES LKFPF GNS S AKTRL RNEI RP)]
VvPD b MNTQFRYVSVVNLSCCSNII N. . FQNSQCTWRHL YI DSDCTNTLLFGCGDSNGLKLRI PN I1GTRRR. . KEF(
AtPD R Sl . MVWFCNVSAANLPYQNGFLEALS S GCCELNGHS FRVPTS RTRRRS TAQ
OsPDS - . . ADTGCLE S MSI TGTS QAR ... SFACQLPTERCFASSSI Q-‘\L:\SSQW’S FG\ KSLVL KRFR. . RRLG#
ZmPDS pm i . MDTGCLS S MNI TGAS QIR SFACQLPPCRCFASS. KLV RRHP#
TaPDS gt . MDTS CLS S ANI AGAKQVR SFACQLETCRCFTSSS VCALKT . HCL RS Pl
Consensus mq g vsaval gq C nl f sd mchkll. p a tst kd plkvveidyprpelentvaylea

Dinucleotide binding motif
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Carotenoid binding domain
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