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Table S1. Pairwise correlations between various physiological and biochemical indexes
in A. rubrum.

Indexes L* a" b* Chla Chlb Car Acy NPQ qP Fv/Fm SOD POD CAT PAL PPO
L 1
a" 1
0.943**
b 0.954** 1
0.998**
Chla  0.948" 0.998™ 1
0.997**
Chlb  0.948™ 0.998™ 0.999* 1
0.999**
Car  0917" 0.993* 0.994™ 0.996™ 1
0.997**
Acy 0.997™ 1
0.947** 0.998™ 1.000* 0.998** 0.993**
NPQ 0.992** 0.992* 1
0.927** 0.985™ 0.993* 0.994** 0.992**

qP 0.972"" -0.871" 0.891" 0.873" 0.877" 0.840" -0.870" -0.836"

—_

Fv/Fm 0.857" 0.962™" 0.954™ 0.950™ 0.962" 0.788 1
0.956™ 0.957" 0.929™

SOD 0.996™ 1.000” 0.992"" -0.876" 1
0.950™ 0.998™ 1.000™ 0.998™ 0.993* 0.954™

POD 0.995™ 0.999" 0.989™ -0.853" 0.998™ 1
0.936™ 0.996™ 0.998™ 0.995™ 0.992* 0.967"

CAT 0.986™ 0.985™ 0.992" -0.829" -0.915" 0.983" 0.982™ 1
0.929* 0.976™ 0.984™ 0.986™ 0.980™

PAL  -0.877" 0.878" -0.858" -0.875" -0.884" -0.861" 0.874" 0.909" -0.775 -0.710 0.874" 0.859" 0.934™ 1

PPO  0.717 -0.665 0.665 0.679 0.668 0.629 -0.691 -0.682 0.580 0.590 -0.685 -0.698 -0.751 -0.770 1

*P<0.05; **P<0.01.



Table S2. Details of the transcriptome sequencing.
Clean Clean
Total Raw Total Clean Total Clean Clean Reads
Sample Reads Q20 Reads Q30 .
Reads (M) Reads (M) Bases (Gb) Ratio (%)
(%) (%)
CK1 80.63 75.52 11.33 97.53 89.90 93.66
CK2 78.88 75.74 11.36 97.81 90.81 96.03
redl 71.12 64.90 9.73 97.21 88.94 91.25
red2 75.37 72.23 10.83 97.97 91.37 95.83
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Figure S1. Transcript length distribution.
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Figure S2. Volcano plot showing the genes differentially expressed between green (CK)
and red (red) leaves.
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MYB108-1ike GSTHNCQQCSDD .EMMMITOVREGEFWILEEDSLEMNYVATHEDGRWNNSVARCAS . . . . LERTGKESCRLENLNYLREIVRRGN 83

MYB35-1like . .MVRFPCCD.....ELNVERGINTAEEDAKILAYVSKHELCHNTAVEEEAGYFGGLRRCGESCRLRNTHNYLREDLEHDS 73
MYB35 ELMEAKESAS....SVGFLIKGOWICEEDRELLELVECQYEVSENAPIAERKLVG. . . . . RVGKCCRERWHNHLREDIKRDS 191
MYB111 . -MGRAPCCE.....EVGLERGRNIAEEDCLLTEYICAMEEGSWRSLEFENAG. . . .LLECGEKSCRLENINYLETODLERGH ]
MYB114-1ike L. MASME. .. ... REVHNEGANTAEEDRFLAEVIATEPEENETIAVEAG. . . . LHRCGESCRLEWHNYLRENIERGHN &5
MYB5S KTSTTITPCCS.....EVGIKKGPNIFEEDELLSNYINRHEEGRNRTLEPERAG . . . . LLRCGKSCRLEWHMNYLRECVERGR 84
MYB10& SCTSS5CTSEELADNIMEDLERGEFWIVEEDFELINYIANHEEGENNSLARCAS. . . . LERTGESCRLENLNYLREIVRRGN 84
MYB1 e o JMTTVEG. .. .. FVGVRRGANTHEEONLERKCIEKYEECKNHOIPLRAG . . . . LHRCEESCRLENLNYLEENTERGE 67
MYB59 « -MMEMIQED...... QEIRKGPNIEQEDILLINFVHLFEDREWNDFIAEVSE. . . . LNRTGKSCRLENVHNYLHEGLERGE 63
MYB& . -MGRAPCCS.....EVGLHRGEWNIFREDTLLTEYICAHEEGHWRSLEKERAG. . . . LLRCGESCRLEWNMNYLEED IKRGH =
MYB44-1like . .MAALNREE...... VIRIKGEWSFEEDEALCQQLVHEHEPRNWSLISEAIP.. ... GRSGESCRLERWCNCLSEQVEHRA 67
MYB12Z KIMGRAPCCE.....EVGMEEGRNICEEDE ILTEYIQAMEEGSWNRSLPENAG . . . .LLRCGESCRLEN INYLRADLERGN 551
MYBIR1-1ike MGRECSHCG. .. .. NIGHHSETCIAYRGAARASOVSVHELEIEGVHLOVSS.. ... .. 55555555IFEMMERSFSMDC a7
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MYBl0&-1ike ISLOEQLTILELASREGNRNSKIACHLEGRTONEIRNYWETRVOEQAKCLECD. . VNSEQFROAMRYV . WIFRLLERIRA 160
MYB35-1like FTPCEEEMITIRLAAATGSRWNA ITACCLEGRTONDVENYWNTELREELSOMGIDE . VTHEFFSQILVIY . GNIGGLYRCGN 151

MYB35 WSEEEERILVEAHARVEGHNRWNAETAKKIPGRTEN SIENHWNATERRONSRRENEPTSERHEANINNNNESROSYVLOODYIR 271
MYB111 ISSEEEETILHELASDLGNRWS LTAAHLPGRTON D IENYWN SHLSEEIYSLTGFSRNNSHSITES5555. SSROIMSIIELA 148
MYB114-1like ISODCEEDLILREAKLLGNRWS LTAGCRLEGRTONEIENYWNSHLS . KEMNE. . . . .KESEEE. .QTGTS5. 5STREKTSVEERS 136
MYB5S IAPDEEDLILRLARLLGNRNS LTAGRIEGRTONEIENYWNTHLSKKLISQGIDE . RTHEFLINFPFFPL . FTHTSSGLYEH lez
MYB10& ITLEEQLMILELASRWGNRWSKIACHLEGRTONEIRNYWETRVOEHAKCQLECD . . VNSEQFELDTHRYL . WHFRLVERIQA 161
MYB1 FTEDEVIMILRLAKLLGNRWS LTAGRLEGRTANIVENYWNNTHLRRETVSS. . . . .KERLOWEGMEISTH . CNTEEINVIEP 141
MYB59 MTSCEERLNVLELANEWEGHRNS RIARKLEGRTONEIENYWRTHMRERAQEREEG. . VHNSPFSHMS555HS5 . ESS55TVITGD 145

MYB& ITFOEDCLITREAALLGNRWNS LTAGRLEGRTONE
MYB44-1ike FTAEEDCTIIRAHARFGNENATIARLLNGRTONA

ENYNNTHLSERLESOGTDE .NTHRELSEFVODR . TRCRER . TTTE 146
ENHNNSTLERECCSSLTADDCNYGSCOGYDGDEGDOVEHCOQPLER 147
MYB12 ICAEEEDTITIFLBASLGHNRNSLIA SHLEGRTONEIRNYWN SHL SEEIRTFWRPTGDENCPMIMOVAEV . GVATER . EYGR 629
MYB1R1-1ike FES555. e nnss S5P58SESTTEVSIDEDHNE TSINGYLSDGLMTARTO . . EKERGVAWTEEEHRTELMGLERKLGE 135
Consensus k

Figure S3. Multiple sequence alignment of 13 MYB proteins.



