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Table S1 Information of CrmCHI1, CmCHI2 and CmCHI3

. Top Top BLAST
) Protein ) ) GenBank number of the
Candidate Arabidopsis match Homology
. sequence . homology genes used in
transcripts BLAST match excluding (%)
length ) ) Blast
Arabidopsis
AAA32766.1 AIA59796.1
37 chalcone chalcone
CmCHII ) isomerase isomerase 59a,87b AAA32766.1
residues . . :
Arabidopsis Lycoris
thaliana radiata
AAA32766.1 AE036936.1
)18 chalcone chalcone
CmCHI2 : isomerase isomerase 51a,59b AAA32766.1
residues . . .
Arabidopsis Canarium
thaliana album
AAA32766.1 AlU39024.1
chalcone
210 chalcone isomerase
CmCHI3 : isomerase . 83a,88b AAA32766.1
residues ) . 2 Narcissus
Arabidopsis
) tazetta subsp.
thaliana

chinensis

a% Similarity to Arabidopsis thaliana.

b% Highest similarity to other plant species.



Table S2 Primers used in the study

Forward(5'-3") Reverse(5'-3")
Full length
cDNA CmCHII ATGGGAGAAACATCGACGAC TTGTGTGACATTAACGTACT
sequence CmCHI2 ATGGCCCAAGAGTCGTCCGT TTGAAGAGCTTTTTAAGACT
cloning CmCHI3 ATGGGTTCTGAGATGGTGATG CTTTACGATAGTCAACGAATC
CmCHII CCCTAGTGGCTCACTCACGATT ATTTAGCAGCAGGCGATACACC
CmCHI CGTGGATGATTCAGCAGTTTCC GGCCCTTTGACAATATCAAGATAGA
qRT-PCR A
CmCHI3 TGAGAACTGGAAAGGCAAGAA TGTGGGAGCTGAAATAAGAGCA
G
CmActin GCATCACACCTTCTACAA CATTGTAGAAGGTGTGATG
TGGCTGATATCGGATCCATGGGA CGACGGAGCTCGAATTCTCATGCAAT
, CmCHI GAAACATCGACG TACAGTGTG
Protel.n TGGCTGATATCGGATCCATGGCC CGACGGAGCTCGAATTCTCAGAATTT
expression CmCHI2
CAAGAGTCGTCC TTCGAGAAG
TGGCTGATATCGGATCCATGGGT CGACGGAGCTCGAATTCCTAAGCAAC
CmCHE TCTGAGATGGTG TGATAGCAT
CmCHII ACGGGGGACTCTAGAGGATCCA GATCGGGGAAATTCGAGCTCTCATG
. TGGGAGAAACATCG CAATTACAGT
Transgenic ACGGGGGACTCTAGAGGATCCA GATCGGGGAAATTCGAGCTCTCAGA
plants CmCHI2
TGGCCCAAGAGTCG ATTTTTCGAG
CmCHI3 ACGGGGGACTCTAGAGGATCCA GATCGGGGAAATTCGAGCTCCTAAG
TGGGTTCTGAGATG CAACTGATAG

CTGATTACGCTCATATGATGGT AGGATTCAATCTTAAGTTACTTGTA
GAGCAAGGGCGAG CAGCTCGTCCATG
GACGAGCTGTACAAGCATATGG CAACAGGATTCAATCTTAAGTCATG
GAGAAACATCG CAATTACAGT
GACGAGCTGTACAAGCATATGG CAACAGGATTCAATCTTAAGTCAGA
CCCAAGAGTCG ATTTTTCGAG
GACGAGCTGTACAAGCATATGG CAACAGGATTCAATCTTAAGCTAAG
GTTCTGAGATG CAACTGATAG

GFP(35S8:GFP)
Subcellular (GFP)CmCHII
localization

(GFP)CmCHI2

(GFP)CmCHI3
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