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Supplementary Table S1. Characteristics of R2ZR3-MYBs in kiwifruit
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Supplementary Table S2. Conserved amino acid motifs of R2ZR3 AcMYBs
from interProScan

Motif No. Width Conserved amino acid sequences Annotation
1 41 RCGKSCRLRWINYLRPDIKRGNFTEEEEELIIQLHAIYGNR  Myb domain
2 22 WAAIAAHLPGRTDNEIKNYWNT Myb domain
3 15 GPWTPEEDQKLINYV Myb domain
4 15 HGHGCWRAVPKLAGL /
5 21 HIKKKLIKMGIDPVTHKPLTD /
6 15 YGPRNWNLIAQKIPG Myb domain
7 11 MGRQPCCDKVG /
8 50 QCGHGCCEAESGGVPRRSLLGPEFVEYEEPPPFPSHEFAAI

ATDINNIAW /
9 29 WKKIAECFPDRTDVQCLHRWQKVLNPELV Myb domain
10 34 FTPYCVWHTPFRCHSPEAVLKSAAMSFMCTPSIL /

Note: These conserved amino acid sequences were identified by using the MEME program
(http://meme.ncbr.net/meme/cgi-bin/meme.cgi) and subsequently annotated with interProScan
(http://www.ebi.ac.uk/Tools/pfa/iprscan/).



Supplementary Table S3. Expression levels of R2R3-AcMYB genes during kiwifruit development

Gene S1 S2 S3 S4 S5 S6 S7
AcMYB1 1.894 0.604 0.664 1.316 1.344 1.332 2.041
AcMYB2 0 0 0 0 0 0 0
AcMYB3 2.115 3.274 2.093 2.308 2.363 2.052 2.457
AcMYB4 2.014 0.561 0 0.483 0.654 1.67 2.67

AcMYB5 1.594 2.108 0.854 1.989 1.481 1.785 1.429
AcMYB6 2.679 2.407 1.835 2.295 2.397 2.812 2.038

AcMYB7 4.236 4.09 2.414 3.057 3.858 3.18 2.753
AcMYBS8 2.443 2.329 0.816 1.076 2.069 1.962 2.66
AcMYB9 0 0 0 0 0 0 0
AcMYB10 4.474 1.785 2.955 0.813 1.654 0.943 0.754
AcMYB11 2.414 1.783 0 0 0.797 0 0
AcMYB12 0.617 2.603 2.382 0.68 1.508 0 0
AcMYB13 0.812 0 0 0 0 0 0
AcMYB14 0.657 0 0 0 0 0 0
AcMYB15 1.844 2.895 4.695 3.524 2.909 0.6 0.822
AcMYB16 2.994 0.98 0 0.628 0 0.617 0
AcMYB17 0 0 0.464 0 0.491 1.666 1.593
AcMYB18 0 0 0 0 0 0 0
AcMYB19 5.139 6.433 6.473 5.992 5.878 6.446 5.26
AcMYB20 3.815 0.29 2.456 0.972 0.894 0 1.242
AcMYB21 6.542 0 0.662 0.499 0 0 1.081
AcMYB22 1.842 1.838 2.141 1.66 1.536 1.673 1.697
AcMYB23 0 0 0 0 0 0 0
AcMYB24 5.405 0 0 0.504 0 0 0
AcMYB25 2.605 2.485 2.494 2.955 2.409 1.552 2.057
AcMYB26 0.288 2.097 0 0.328 0.778 1.22 0.419
AcMYB27 1.592 1.64 1.988 1.952 0.955 1.838 0.932
AcMYB28 0.223 0 0 0 0 0 0
AcMYB29 2.274 0.483 0 0 0 0 0
AcMYB30 1.835 0 0 0 0 0.624 0
AcMYB31 5.714 4.584 3.851 3.479 4.616 3.882 3.806
AcMYB32 3.09 3.692 3.385 3.591 3.642 4.242 4.365
AcMYB33 0.344 0 0.648 0.197 0.678 0.977 0.255
AcMYB34 3.116 2.783 2.984 3.024 2.654 2.524 3.129
AcMYB35 0.313 0.207 0 0 0 0.397 0
AcMYB36 0.234 0 0 0 0 0 0
AcMYB37 1.646 0 0 0 0 0 0
AcMYB38 0411 0 0 0 0 0 0
AcMYB39 0 0 0 0 0 0 0
AcMYB40 0 0 0 0 0 0 0
AcMYBA41 2.764 0.749 0.469 0.573 0 1.321 0.62
AcMYB42 0 0 0 0 0 0 0
AcMYB43 0 0 0 0 0 0 0
AcMYB44 0 0 0 0 0 0 0
AcMYB45 0 0 0 0 0 0 0
AcMYB46 0.859 0 0 0 0 0 0
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Note: The expression of R2R3 MYB genes was normalized and calculated as FPKM
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Supplementary Table S4: The genes for qRT-PCRQRT-PCR in Arabidopsis

Gene
Actin 2
GAPDH
CHS
CHI
F3H
F3'H
DFR
ANS
F3GT

Locus

At3g18780
At3g22650
At5g13930
At3g55120
At3951240
At5g07990
At5g42800
At4g22880
At5917050

Forward primer
CCGGTATTGTGCTGGATTCTGG
CTTCTGCAATGGGAAGCAGTGG
GCGCATGTGCGACAAGTCGAC
CCGGTGTCCGAGGCCTTGAT
ACCTCCAGGGAGAGGCTGTGC
CGACAGGAAGAGGTTGGAACGC
CACTCGGAACGAGGCGCATTAC
CATAGAAGCAACGAGTGAGTACGC
CGGTGTCAAAGAAGTAGGTGAGC

Reverse primer
CCAGCAAGGTCAGAGCGGAGG
GGAGAGTCCTTGCGACCATGC
CTTGATGGCCTTCACTGCCG
CTTCTCAAACGCACCGGTGAC
GCCTCTCACTATACTCCTCCGG
GCCGAACAATCGCCGTCCGAT
CAACACCTTCAAACGTTGAAGGTAC
CCACACCGAGTGCTAGCTCAG
CAGCAGTGGCACGAGGCAAAG



