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Table S1  Primer sequences
B NAnEE2 ALKyl P
Gene Forward primer sequence ( 5'-3") Reverse primer sequence ( 5'-3") Usage
B PR v
FVBBX22 ATGAAGATACAGTGTAACGTGTGCG ~ TAGTTGCCTACGACGTTTTGAGAC
Gene clone
FvBBX22 GTTTTTCTGGGGGCTCTGGA TCCCCAAGTTTACCGCAGTC SN RO E B
AIACT2 AAGCTGGGGTTTTATGAATGG TTGTCACACACAAGTGCATCAT RT-qPCR
Fv26S TAACCGCATCAGGTCTCCAA CTCGAGCAGTTCTCCGACAG
AtCHS GGCTCAGAGAGCTGATGGAC GATACTCCGCCTGAAGCACA
AtCHI ATGTCTTCATCCAACGCCTGCGCC ~ GACGGTGAAGATCACGAATTTACC
AtF3H TCGCTCGTGACTTCTTTGCT AATCTTGCACAGCCTCTCCC
AtDFR ATGCCGCCTAGCCTTATCAC ATATAACGTCCCTTGGCGGC
AtANS GGCTGTGTTTTGTGAACCCC TGAGCAAAAGTCCGTGGAGG
AtUF3GT ACTTGCCGTGAGACAGAAGG GGAGGGCTGATTAGGTTGGG
A1CO ATTCTGCAAACCCACTTGCT CCTCCTTGGCATCCTTATCA
AIFT CTGGAACAACCTTTGGCAAT AGCCACTCTCCCTCTGACAA
AtFUL GGAGAAGAAAACGGGTCAGC ACTCGTTCGTAGTGGTAGGAC
AILFY TCCCAAGAAGATGATTGGACAGG TGCGTCCCAGTAACCACTTC
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A: FvBBX22 3:[Aff) CDS #714; B: FvBBX22 81 “Z4i#;: C: FvBBX22 EHZHAM.
A: CDS amplification of FvBBX22 gene; B: Secondary structure of the FvBBX22 protein; C: Tertiary structure of the FvBBX22 protein.
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Fig. S1 Cloning and protein structure analysis of FvBBX22 gene
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ABBX2 ) d 3
Consensus skilgcnvce .ea vlceadeaalcw cdek b TYIE khqrv 1|
FVBBX22 SG v, VKSE T KVAPES VAGNGF S (68 GAGAGS VPQWP VEEF L RF A (VDNGSSKADCGKEIG. - DSDSS VLRS PEE
GG GVAGPSSSVKSH . SGCVSKF D 7 VAPS S VAGMVPFAGGSAAG . S APQWS MDEFLGF T IVNDNGS SKADCGKLG. - ESDSSFLRSSEE
VNGVCVGASSTVKLHS = GS AS VSRCET! AGAPPGGGI SFTGGS. SVPQCYI DEFLGFS FDYI DNGSSKADCSKLG. = GYDSPVLRSSVE
GGGGGGGGGVVGVGYGAS S S S VKSRS GS GS GS RCDTHNPMVPVECKVAPAGVDVNPF AGGS SAG . TVPQWHI DDFLGLS ENGSSKADCGKLG. = EYDSPALKS SEE

S§5SVKS YSGEENLETKS . HTASRRDSSLPLAVQR!

'VLPGHVGGI GDF AAPEVPYAGGS VAG. . S1MQWP1 DEYLGI PE! YGYNDNGS SKADTAKLG. - ETDSPFFRTAEE
4 s 3 E

STSSGKSLSGEKRSEI KSHPVSKRETPTPS VGD. CKVS S VNVGGGG S1LQWQI DDYI AL INDNGS SKADSGKLG.  DSDDS VFRASEE
SSLTGNSHSGEKI SETEL. RPSRRPAPVSSSSQ Y PTQUNG VI S1PQWQFDEYLGL: S Y m:msm GSDCS1 LRAADE
1SSSGTSQS1 QKVSEPESAPLSKRNAS VSLDAQ F LPTQVSGI EDF APTKS PFAGGS AAG = S)VPQWQF DEFI GL: INYGYM SKADNGKLGGESDS§S1 LRVEDE

1 )GS § 3
'LPTQI TEVGNF APTKAPF AGGS AAG. . S1 PQWQLDEF LGLNEF NQNYGYNDNNS SKADS GKLG. DTDCS ATLRVNEE

SSSLGKSQSGEKI SELEFLSVSRRNPEVASDI Q. Y 1 S8
EPI NVSGI GEF AQTGVS YAGGS AAG. . TNPQWP1 DEF L GL NDE S QNYDF MGNGS SKADS GKLG. - DSDSP1 LRS GEE

PCSSVKTNSGDKI SETKSS S VSRKVF § GPNSHD.

ASSSGTPQSI QKVSEAES APLSKRNASI SLDAQ. VNKVLPPQAS GLGDF APSKS PFAGGS AAG. . VPQUQF DEF1 . GL YGASRADSGKLG. ESDSTSILRFEDE
SSSDVKSPSSEKTSETKS. NS TSRRGTPMPETS. GYNEALPENVGVGNS GPTKVCYGGGS TAG F GLTDE NQNYGYMNDNGS S KADS GKRG. DSDSSS1LRSAEE
CSSTPKAESREKSTETKVVSRSLPQREFSI PSPGELSKSLSI PI GSEDF VPNKI FLSGDS1 SO F1 NLTGENQS YGYNDNGS S KADS GRLG. DS DS P VLRAAEVE

STKSSPTNDDKTNETKPF VQSI PEPQKNAFDHH. . . HHQQQQEQQEGVI PGTKVND. . . QTST. . KLPLVSSGS TTGS1 PQWQI EEI FGLTDF DQS YEYME. . NNGSSKTDVLKM

PP S SGUYWPKT YQNPLESAV. F VPDVNYS DVQNS LHYQQNGT VS KRRRQL w
IPPTAS GLYWPKS YQS PSPCAV. F VPDVCYSENQNS LEHCQQNGT VSKRRR 280

PTAS GLYWPKS F QNL SBS S TTF VPDI CHS QVQNSLRS QHNGTI SKRRRQF 288
IPPTAS GLYWPRS S QI S SDF AN. F VPDI CHS QVQNPLYS QHNDAL 288
PPTAS GLYWPKN IGAVE VPDI CHS PVQN QHNGTI S KRWRRL 298
IPPTASGLYWSRS S YS S S NYAAF VPNVS PSRVQNAPTS QF NGS1 SKRRRQF 296
IPPTAS GLYWQRAYQNPPBTAVE VPDI § GS PMVQNL YNHQS HGS TF KRRKHF 296
IPPTAS GLYWPKT YQNPF DS AVF VPDI S YSPSSSLQQQPPS GTRLKRRRQ. 297
[PPTAS GLYWPKTNQNS F DS AVF VPDI CYS PMNQNF DNQQPNCS RVKRRRQ. 296
IPPT v§ GLYWPRNS QVS SDTAF VPDI CF PPNKKPHHLQYNGI VSKRQRQL 293

'AS KTYQNPF DCSNFVEDI $ YSPS HNLQQRPPS GTSLKRRRQ 295
IPPTAS GL YWPKAS HN¢ GVVF VPDI CLKNTF HS RESGS I PKRRRQI 293
[BETAS GLYWBRS YHNS MIGAVF VDI S GS SERVQHCS HNGTF S KRRRQF 9
DS S SMAVRS AEEDGEDNNNCLGGETS WAVP QI QS PPTAS GLNWPKHF HEHS VF VPDI TS S TPYTGS S PNQRVGKRRRR 318
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Fig. S2 Multiple sequence alignment analysis of BBX22 proteins from different species



