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BBOX

0sCOL4 MEAVEDKANVGVGGAVAAGYSSSSVG. . . LGT

1SEGGEAARLYRRIIADFIGARMIERAEGAG. . . SEE AT VLCEVCEBAPAA. . VICRADAAALC

AtCO MLKQESNDIGSGENN. . . . ... RA D IERSNALT\YEI-ESEYM\ s[ENQVES ANRVAS[IE HAjEVCES CERAPAA. . FLCEADDASLC
AtCOL2 NLKEESNESGT. . .. ....... VA Y TSRS AACTV TTEERVE AANRVASEE E[EVCQS CESAPAA. . FLCKADAASLC
AtCOL NLEVESN. oo vvnvnnnnnnn VA )T RSAA(T\ S S[OE Qs AANRLAS|S: F)QYEVCQS CERAPAA. . FFCKADAASLC

Hd1 VNYNF GGNVF DQE VGVGGE GGGGGEGS GCPVA. ) GERAAPS VVY[S ASR‘E AANRV ASEEI 'VCEACERAPAA. . LACRADAAALC
0sCOL9 NASAAAATGAALGAR. ... ... TA VRRRARW EIE E E IS ANPLAEEE LPSASSSPASSPRSAAAPRAGSDD
0sCO3 MLKLEPEFPG............ LP ) S{SRS APCAF¥[SL) AT SXNPLA H NGVVAAPG. . .. ... .. 4 AGGAFV
Consensus ed ¢ ¢c ad a le cda rh rv

0sCOLA AACDADI BSANPLARREERLP VAPFF GPLADAPQPFPFSQAAADAAAAREEDADD. . . . . DRSNEAEAASVL. .. .. LPEPDDNSHED. . . . . SAAAADA
AtCO TACDS EVESANPLARRHQRVPI LPI SGNSFSSMVITTHHQSEKTMVIDPEKRLVVDQEEGEEGDKDAKEVAS VL. . . . . FPNS DKNNNNQ. NNGLLFS. . DE
AtCOL2 TACDAEI BSANPLARRHQRVPI LPLSANSCSSNMAPSETDAD. . . o0 vt vvnevn vvn e NDEDDREVASWL. . . .. LPNP GKNI GNQ. NNGFLFG. . VE
AtCOL TTCDS EI BSANPLARRHQRVPILPI SEYSYSS TATNHS CET. TVIDPENRLVLGQ. . . EEEDEDEAEAASVL. .. .. LPNS GKNSGN. . NNGFSIG. . DE
Hd1 VACDVQVHSANPLP. . AITIPATSVLAEAVVATATVLGDKD. . . EEVDSWLLLSK. . . . DSDNNNNNNNNND. . . . . NDNNDNNNS NS SNNGMYF GE VDE
0sCOL9Y PDAPAWLHGLKRRPRT PRTKP GGGGKHDAS AATVAAAAAS AVPDLEAEES GI VGDTDHDVGEEDDEDLLYRVPVF DPVNLAE LYNPVAADDEE QQI EQKPA
0sCO3 VRPAGGVNSSWPIR. . ......... EGRRCDYDDDDADAAG. .« .« v ovveeee e e EEDEEATSVL. .. .. LFDPLKDS SDQGLPPFGDALVAD
Consensus

0sCOL4 FEADTGAYLGVDLDEAR. .« . .ttt it it it SNDGI KAI GVPVAPP. .. ... ... ELDLTAG. . . SLFYPEE. . . .. SMVABSLSS
AtCO YLNLVDYNSS MDYKFTG. EYSQHQQNCSVPQT. . ... . ... ... SYGGDRVVPLKLEES RGBQCHNQQNF QFNI KYG. SSGTHYNDN. . GSI NHNAYISS
AtCOL2 YLDLVDYSSS VDNQFEDNQYTHYQR. & . o oot vvvnvnvnnn SFGGDGVVPLQVEES TSBLQQS QQNF QLGI NYGFSS GABYNNNSLKDLNHS AS VSS
AtCOL FLNLVDYSSS. DKQFTD. QGSNQYQLDCNVPQR. . oo\ v v vu s SYGEDGVVPLQI EVS KG. MVYQEQQNF QLSINCG. SWGALRSSN. . GSLSHVVNVSS
Hd1 YEDLVGYNS Y YDNRI ENNQDRQYGVEE QQEQQQQQQE NQKEFAEKEGS ECVVPS QI TVLSEQQHS GYGVVGADQAASNTAGVSAYTD. . . SISNSISFSS
0sCOL9 ARVVPFSEPS PEFASGS VEADGLS GFDVPDMVE LAS FAADMES LLVGVDE GFDDLGF LDDEKPHVKLDLDVDMDFAST SPAPAPEREE. . RKRKRPEMI LK
0sCO3 FLNLGGGAGEKEDASSSKDCSSSHG. « v vt vvv v o KSSEGSHEFAVPGEPVPERQGF GAVS VDI TDYDAS NFRRCYSFGASLGHS VS VS§
Consensus CCT

0sCOL4 SE. VAI VPDALSAGSAAPPNVVVVASKGK. . . .o ovvvivn e innennnn LRK\E{ﬁDE}:E E EA:ET R @ﬂ AD
AtCO ME. TGVVPES TACVTT ASHPRTPKGTVEQQPDPA. . . . . .. SQM TVT QLS PhDITNS VI L a8 RKT] 1 RP EI
AtCOL2 MD. IS VVPESTASDI TVQHPRTTKETI DQLSGPP. . . . . .. TQVV. . QQLTP ET
AtCOL MD. LGVVPES TTSDAT VSNPRSPKAVIDQPPYPP. . . . . . . 4 AQML. .. .. SPR \ DV
Hd1 ME. AGI VPDS TVI DVPNSRI LTPAGAI NLFSGPS. . . . . .. LQMS. . LEFSS/VDIEYL ‘KK-\EKEAE:EE E XE }EAE DV
0sCOL9 LDYEGVI DS WARDGAS PWFHGERPRFDPSESWPDFPAGSRGGLGAAVT AVTGGELIFNLV S G0 A CRRTE RPR AL
0sCO3 LENMNS TVEDCGVPDI TTSYLRSSKSTI DLETAAAGSPVAAHSI NSPPQF VGAI DIFNVHI GO RKT[L REEETEEEASEEAYEI R GRF/ DT
Consensus rear ryrek f kiry rk ae rpr grf k
0sCOLA4 ADDDDEAPCS PAFSALAASDGVEIESE

AtCO EAE. EQGENTMLMY. . NTGYGIJSSE

AtCOL2 EAEAEEIFSTSLMS. . ETGYGIESF

AtCOL DEEANQAFSTM TF. . DTGYGI \35SE

Hd1 QIEVDQMFSTAALS. . DGS YGTHL; VE

0sCOL9 LPPLPLPRHQHPPPPPPRALP PR3V VLAPRGAHGRYR

0sC03 DLEVDQYFSTTADS. . .. SCGVIIGTE

Consensus vp

S1 Fig. Exon/intron structure of OsCOL9 and alignment and phylogenetic analysis of
OsCOL9 with other COL amino acid sequences. (A) OsCOL9 has two exons (boxes)
and one intron (line between the two boxes). Closed boxes indicate coding region, and
open boxes show the 5’ and 3’ untranslated regions (UTR). (B) Phylogenetic
relationships of OsCOL9 proteins and selected species with the MEGAG6 program
using the Neighbor-Joining method. The genes and accession numbers were AtCO
(CAAB4407), AtCOL2 (AAB67880), GaCOL2 (KHG24977), NtCO (AEJ84000),
GmCO (ACJ65311), ZmCO6 (NP001148229), AtCOL5 (Q9FHH8), GaCOL5
(KHG29079), AtCOL3 (Q9SK53), AtCOL4 (Q940T9), ZmCO1l (NP001120722),
Hd1(AB041837), OsCOL9 (LOC_0s03g50310), AtCOL (CAB78567), AtCOL9
(AEE74583), AtCOL14 (022800), AtCOL15 (Q9C78E), AtCOL3 (0822256),
GaCOL1 (KHG24445), OsCOL4 (AK100097), GmCOL2 (NP001278944), OsCO3
(AB00187). (C) Amino acid sequence alignment of OsCOL9 and other COLs from
rice and Arabidopsis. Their gene accession numbers have been showed in (B). The
N-terminal conserved domain B-box was highlight marked by red rectangle. The

C-terminal CCT domain was highlight marked by blue rectangle.
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