100233098

0 ion233136 I 100260656
23 222909 B o2z [ 00260989
2 2% 3, E Z g oo Qr;? 2 100243253 | 100261001
R 25338856 B ooz 100263069
z D %% %0 B £8EDSESS @ S
9.2 %0 OSFdssXg ®
R R N PSP o & 100244033 100264512
AN SN L ISR G S
%, ‘?gp)"c’:%'} °® S 5‘“5\@5\’;' & & B 0024025 00 [ 0026sses
& %%)% o® ; QA.@,\@{”&@ % B onasso B toneisT
7009 e‘%’@ 4”@‘5\.. LS ENIS 100244605 100266336
N
o 5‘70 37 LA o - 100244939 100268113
70, <3 (%4 @ ‘S% ) Pf],
RO SN ] B O s
70, N v o0 100244960 5251
5, N
,00295007) .. ?@@,{e\\% 100244963 104877823
7005 "9276 ® oy N“N{% X ] 100245558 [ 104878347
70, 57684 N e v Bl oozasses 104881670
7048845554 .. PP P:( " B onzasrm [iosss2z07
7002452 307 [ ] \b\h\r\‘(B'Z B 100246422 I 100233018
1 %83 g o as I 100246563 I 100233128
04877855 LMY
1 o B B 0026605 00 100233133
00244550 I —
100251790 g SIANT1 - 100248382 100233135
100245492 @ styeat [ 100248383 [ ] 00240910
100254518 @ SaA 0 on2aem 0 100242243
100233135 ® Pf:inz 10250750 [ [ 100245492
100266336 @ Rhmcz B 0020007 [ I 100246003
10028638 € 10 570 100251652 100248153
0
\00%60035.. ® 1002260989 I 0025165 [ O 100249216
'\007—5113:\3 ® ® 7, 8844725 ] 100251783 [ 100250017
O o O o/ 00z, 070 N I roozssas [N I r0ozsi7o0
R Ogy, D850 03 100254320 [ I 100254518
R 65,505.6 °® ’Qf?p/y Vo, 0% 1vzss200 I 100256165
\@11@@ O .. P ’01; 1o02sso11 [ I 10025638
& P e O, %, %, 100257729 [ I 100260647
e e 5, . Fo, 0>
T ee e 05 Cr S 72 100257755 [ I 100265304
N \Q[L (]P‘Q%Q;‘?W f\,.. ° z% @O) < '957) 100259031 --100267575
§ o
FFER e 20 2 %, 7 6 5 4 3 2 1 0
TP Fes Og 03 595
NP Y % 0% %D %
T §555%92220052%%22%7 % -
S § NS S 5 = g2z7 0 50 % 23" % © %, 2N Color scale indicating FPKM value
~ oA < o Q2
P NFSIRFsoF88 wnym &H° 1210 8 6 4 2 0 -2 -4
© o < g KN ERDN © 3% >
I @ 3N & 3
S o peiiet o %
w W =2
o @ (expression ratio)

Color scale indicating ]()g2

Supplementary Figure S1. Phylogenetic relationships among R2R3-MYB family
members detected in Yan73 and its male parent leaves (based on RNA-seq data) and
the R2ZR3-MYBs from other species. The gene IDs are listed in Supplementary Tables
S2 and Tables S5. The up- and down-regulated transcription factors in Yan73 red leaf
are indicated with red and green dots, respectively, and the corresponding transcript
patterns are presented on the following two grids: the left presents the FPKM values of
Yan73 red leaf, whereas the right presents the logy(Yan?3 red leafl its male parentleal) y 165 The
grid in the above with seven colors indicates the absolute expression levels in Yan73
leaf, with the FPKM values 02!, 2'-22 2223 2324 2425 2526 and 26-27 represented
by 0-1, 1-2, 2-3, 3-4, 4-5, 5-6 and 6-7 respectively. Each functional clade is
highlighted.
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Supplementary Figure S2. Phylogenetic relationships among R2R3-MYB family
members detected in Yan73 and its male parent stems (based on RNA-seq data) and the
R2R3-MYBs from other species. The gene IDs are listed in Supplementary Tables S3
and Tables S5. The up- and down-regulated transcription factors in Yan73 red stem are
indicated with red and green dots, respectively, and the corresponding transcript
patterns are presented on the following two grids: the left presents the FPKM values of
Yan73 red stem, whereas the right presents the log,(Yan73 red stem/ its male parent stem) v yyeq.
The grid in the above with seven colors indicates the absolute expression levels in
Yan73 stem, with the FPKM values 0-2!, 21-22 2223 2324 24 25 2526 and 26-27
represented by 0—1, 1-2, 2-3, 3-4, 4-5, 5-6 and 67 respectively. Each functional clade
is highlighted.
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Supplementary Figure S3. Phylogenetic relationships among R2R3-MYB family
members detected in Yan73 and its male parent tendrils (based on RNA-seq data) and
the R2R3-MYBs from other species. The gene IDs are listed in Supplementary Tables
S4 and Tables S5. The up- and down-regulated transcription factors in Yan73 red tendril
are indicated with red and green dots, respectively, and the corresponding transcript
patterns are presented on the following two grids: the left presents the FPKM values of
Yan73 red tendril, whereas the right presents the log,(Yan?3 red tendril /its male parent tendril) 1y o
The grid in the above with seven colors indicates the absolute expression levels in
Yan73 tendril, with the FPKM values 0-2!, 21-22, 2223 2324 24 25 2526 and 26-27
represented by 0—1, 1-2, 2-3, 3-4, 4-5, 5-6 and 67 respectively. Each functional clade

is highlighted.



