Table 1 Suppl. Primers used in this study.

Primer name Primers for amplification (5°-3”)
MYB1f ATGGACAAGAAAATATGCAATAA
MYB1r TCTCCATTAAGTAACTGGATGGA
dMYB1f CTGCGGTGGCTCAACTACCTT
dMYB1r CATGCAGCTCCACAATCAAAA
MYB1fl CCCGAAGCTTGGGATGGACAAGAAAATATGCAATAAT
MYB1rl ACGCGTCGACGTCGGTCACCATTAAGTAACTGGATGGA
MYB1-f ATGGACAAGAAAATATGCAATAA
MYB1-r TCTCCATTAAGTAACTGGATGGA
dMYB1-f CTGCGGTGGCTCAACTACCTT
dMYB1-r CATGCAGCTCCACAATCAAAA
dPAL-f GGCTTGGCTTCAGTTGTTCTTT
dPAL-r GATGGTGCTTTAGTTTGTGCGT
dPAL1-f TGGTGCAACATCACATAGGAGAAC
dPAL1-r GCAGAGTTTGGGATGATTCAGTTC
dCHS-f GATATTGTGGTGGTGGAAGTG
dCHS-r TGCAGAAGATTAAATGGGTGA
CHI-f CTCCTCCATTCTATTCACTCA
CHI-r CAACGATTATTTGCTGCTAT
dCHI-f ATTGGTGAGCACGGTGTTTCCC
dCHI-r CGTTTGGCATGGTGGTCTTCTT
dF3H-f ACGGAGGAGTATAGCGACAAG
dF3H-r TTGGATAGAAATTCACGACCA
dFLS-f ACCATTACCATTCTTGTCCCTA
dFLS-r CTTCCCATTGCTCAATATCTCA
dDFR-f CATCACTCCAACCTTCCCACC
dDFR-r ATGAGCGTCGCATAGATCGTC
dANS-f CGGTAATGTTCAAGGGTATG
dANS-r GGAACCTTAGGCCAAATGTC
ACTIN-f CGTGGCACTTGACTATGAA
ACTIN-r TCTGGGCAACGGAATCTCT

18s RNA-f GGAGAGGGAGCCTGAGAAAC

18s RNA-r GCCAACGTAATAGGACCGAA




Table 2 Suppl. Statistical results of sequencing data.

Samples BMK-ID Read number Base number GC content [%]  [%] >Q30
DO TO1 27475198 6892989310 43.64 91.88
DJ T02 24547401 6164011070 43.69 89.53
DS TO3 27514095 6905162540 43.54 91.40
DA TO4 26079942 6544132194 43.45 91.68
YO TOS5 27722398 6957001914 43.50 91.36
YJ TO6 28420554 7130751008 43.43 91.89
YS TO7 31683095 7949812656 43.60 91.55
YA TO8 34016142 8538650782 43.44 91.72
Table 3 Suppl. Assembly results of unigenes.

Groupl unigenes Group?2 unigenes All unigenes
200-300 38522(37.96%) 39805(37.06%) 50013(35.21%)
300-500 27392(26.99%) 29568(27.53%) 36534(25.72%)
500-1000 18540(18.27%) 19990(18.61%) 27217(19.16%)
1000-2000 10285(10.13%) 10893(10.14%) 16345(11.51%)
2000+ 6752(6.65%) 7143(6.65%) 11920(8.39%)
Total number 101491 107399 142029
Total length 67923578 72066383 105385618
N50 length 1083 1068 1300
Mean length 669.26 671.02 742.00




Table 4 Suppl. The number of differentially expressed genes (DEGS).

DEG set All DEGs Upregulated Downregulated
D0-vs-DJ 1669 896 773

D0-vs-DS 2369 1478 891

DO-vs-DA 2532 1709 823

YO0-vs-DO 4394 2223 2171

YO0-vs-YJ 1957 976 981

YO0-vs-YS 2191 1535 656

YO0-vs-YA 1852 1214 638

Table 5 Suppl. Unigene annotations.

Database Annotated_number 300<Length<1 000 Length>1 000
COG_ 12602 2871 8298

GO_ 26941 9181 12712

KEGG 16985 5727 8430

KOG _ 27429 8972 13790

Pfam_ 29812 8138 18364
Swissprot_ 31380 10496 15877

Nr 50168 18128 22541

All_ 50918 18408 22601
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Fig. 1 Suppl. A Venn diagram presenting the number of genes classified in different combinations.
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Fig. 2 Suppl. The GO annotation of differentially expressed genes for YO0-vs



COG Function Classification of Consensus Sequence

A: RNA proceseing and modification [16-1.04%]

B: Chromatin structura and dynamics [4-0.26%]

C: Energy production and conversion [68-4.5%]

D: Cell cycle control, call division, chromesome partitioning [33-2.15%)]
E: Amino acid transport and metabolism [102-6 66%)

F: Nucleotide transport and metabolism [12-0.78%]

G: Carbohydrate transport and mataboism [116-7.57%]

200 -
K H: Caenzyme transport and matabokism [35-2 28%)
|- Lipid transport and metabolism [51-3.334%)
J: Translation, nbosomal structure and tiogenesis [43-2.81%)
Ry
c
o
g
e N: Cell matilty [0-~04%)

O: Posttranslational moddication, protein tumover, chaperones [102-6.86%)
P: Inorganic ian transport and matabokam [60-3.82%)

Q: Secondary metaboltes biosynthesis, transpon and catabalism [60-3.92%]
R: General function pradiction only [276-18.02%]

S: Function unknown [33-2.15%]

T: Signel transduction mechaniems [125~8.16%]
U: Intracellular trafficking. sscretion, and vesicular transpor [13-0.85%]
Jool

\V: Defensa mechanisms [23~1.5%%)
l I W: Extracellular structures [0-056]
. Y: Nuclear structure [0~055]

Z: Cytoskeleton [21+1.37%)

K: Transcrption [134-8.75%)
L: Replicaban, racombination and repair [160~10.44%]
M: Cell wall/membrane/envelope bicgenesis [44-2.8794]

Fig. 3 Suppl. The COG function classification of consensus sequences for Y0-vs-DO0.
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Fig. 4 Suppl. The KEGG pathway classification of differentially expressed genes for Y0-vs-DO.
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Fig. 5 Suppl. Sequence alignment and phylogenetic analysis of v-myb avian myeloblastosis viral oncogene homolog 1 (MYB1) with
some MYB proteins. A - The deduced amino acid sequence of OfMYBL1 is aligned with homologs from Mucuna pruriens MYB305
(acc.No. RDX79912), Vitis vinifera MYB24 (acc.No. NP_001268062), Coffea eugenioides MYB305 (acc.No. XP_027154721),
Sesamum indicum MYB305 (acc. No. XP_011097428), Antirrhinum majus MYB305 (acc.No. P81391), OfMYB1, Gerbera hybrid
cultivar MYB8 (acc.No. CAD87008), Petunia * hybrida EOBI (acc.No. AGC00814), and Capsicum baccatum MYB21 (acc.No.
PHT29427). B -Phylogenetic relationships of MYB1 with some MYB proteins. The analysis was performed by the neighbor joining
method using MEGA version 4.1.



