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Supplementary Figure S1. The Venn diagram shows the transcriptome coding ability predicted
by CPC, txcdspredict, CNCI, and Pfam databases. A. predicted result Venn Diagram-IncRNA. B.

predicted result Venn Diagram-IncRNA.
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Supplementary Figure S2. Correlation clustering heat maps of different comparison groups.

80,~987 r8 = 309 =852 14 = 807 =975 r25 = 59 =965 1.5 =
=0 2 pomif & p=0.001 20 = 4 p=0.002 s
60 e £. b3 2 60 r20 2 1 2
s g s 201 7 s Lis & =5 F1.0
¥ 404 F4 2 X F2 2 % 40 g ¥ 3
= RN ) Fog &= 29 Los =
4 F .
20 F2 ¢ ki g 20 Los & 1] Z
] g g g
- - 0- Lo o L0.0 o Lo.o
SS3 SS5 SS8 XS3 XS5 XS8 S$S3 SS5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8 SS3 $S5 SS8 XS3 XS5 XS8
PaF106G0300012468.01(PSY) PaF106G0100002035.01(PDS) PaF106G0100002403.01(ZISO) MTCONS_00033405(ZDS)
10—,37(3)0] r20 30-,::%02 r1o 50 s r20 m 1009 o )
{7 Lse | SEESETC Lis & s r0
= 6 &= 20 le & = 304 & = 604 Lis &
Z 6 Lo £2 63 Zw Loge® b
o o o -y
& 4 B Fe S & 204 S & 404 L0 8
ls ¢ 10 g Los & g
24 > g 2 2 101 £ 204 s £
g g g ]
- Lo 0- Lo 0- Lo.o 0- Lo
SS3 SS5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8
PaF106G0700027260.01(CRTISO) PaF106G0700028583.01(LCYB) PaF106G0200010557.01(CrtZ) PaF106G0600023388.01(ZEP)
157,985 r1.5 %2500-941 [3000 = 607756 r80 = 2007,~968 r2s =
p=0 ;12000 | p=0.005 F2000 & p=0.082 ;1 p=0.002 F20 &
= 1 g F60 = 150 ris 2
s 104 F19% 500 [1000 2 401 is 3 Fio 2
£ s 2% F40 2 3 1004 30 8
= Lo.s =5 10007 Fa 8 = 5 =1 L1sS
- 3 ¢ Lo & sod g
£ 5004 b2 & g 50 Fo &
£ ER g [0S &
0 Lo.o 0- Lo 0 L 0- Lo.o
SS3 $S5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8 SS3 $S5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8
MTCONS_00054352(VDE) PaF106G0400017352.01(NCED) PaF106G0600023034.01(CCS1) PaF106G0700027524.01(CYP707A)
40 ,=882 r80 = 49 =o801 1.5 = 20,943 rl.s = 8,=985 rl.s =
p=0.02 F60 @ p=0 % | p=0.005 ;L p=0 [
304 F40 2 34 2 154 2 6 2
= -23 s F.0 5 = Fo 5 = F1.0 2
£ 21 20 $E g ¥ o g ¥ E
= F1.s 5= Fos g = Fos g = Fo.s &
10 FL.0 2 19 g 5 2 21 ]
Los 5 ) =} o
: Loo = o Loo = 0 Loo 7 o Loo =
SS3 $S5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8 SS3 SS5 SS8 XS3 XS5 XS8 S$S3 SS5 SS8 XS3 XS5 XS8
al ! al o . al A ar !
PaF106G0300010939.01(ABA2) PaF106G0700026687.01(LCYE) PaF106G0700027669.01(LUT1) PaF106G0300012356.01(LUTS)
- FPKM

B Relative expression

Supplementary Figure S3. Expression analysis of 16 differentially expressed mRNAs by qRT-
PCR in orange and white apricot during S3, S5 and S8 stage. Columns and lines indicate QqRT-PCR
and RNA-seq of the candidate differentially expressed genes, respectively. The Pearson correlation

coefficient is denoted by r, and sample significance is denoted by P.

Table S1. Experimental sample information.

Number Cultivar Pulp color  Sampling position Sampling stage
OFP1 yuxing Orange mature stage
OFP2 shenyangdashuaifuxing Orange mature stage

OFP3 gingyangxing Orange mature stage
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Table S2. Whole transcriptome sequencing data filtering statistics.

TotalClean CleanReads  TotalMappin ~ UniquelyMa  StrandSpecif

Sample TotalRawReads TotalCleanBase =~ GCofFql GCofFq2 Q200fFql Q200fFq2 Q300fFql Q300fFq2
Reads Ratio gRatio ppingRatio icRatio
SS1-1 112988812 112004560 11200456000 47.33% 47.69% 98.06% 97.72% 93.91% 92.55% 99.13% 74.20% 71.17% 92.94%
SS1-2 127539558 126293984 12629398400 47.47% 47.79% 97.98% 98.05% 93.71% 93.57% 99.02% 74.57% 71.64% 95.03%
SS1-3 129383592 127986180 12798618000 47.73% 48.07% 98.03% 97.96% 93.84% 93.32% 98.92% 73.55% 70.43% 94.66%
SS2-1 129383592 128177864 12817786400 48.05% 48.36% 97.95% 97.98% 93.59% 93.28% 99.07% 78.09% 75.11% 96.34%
SS2-2 129383592 128225318 12822531800 48.18% 48.50% 97.93% 97.96% 93.61% 93.23% 99.11% 78.21% 75.24% 96.39%
S2-3 129383592 128024968 12802496800 47.82% 48.21% 97.96% 98.02% 93.72% 93.51% 98.95% 78.07% 75.19% 96.40%
SS3-1 129383592 128165018 12816501800 48.67% 48.87% 98.02% 97.91% 93.83% 93.16% 99.06% 79.77% 76.64% 95.93%
SS3-2 129383592 128126212 12812621200 48.62% 48.87% 98.07% 98.07% 94.01% 93.70% 99.03% 79.75% 76.70% 96.20%
SS3-3 129383592 128244312 12824431200 48.68% 48.95% 97.93% 98.10% 93.54% 93.71% 99.12% 79.79% 76.60% 95.94%
XSI1-1 129383592 128132296 12813229600 47.52% 47.85% 97.99% 98.09% 93.71% 93.64% 99.03% 74.68% 71.63% 92.52%
XS1-2 127435434 126004654 12600465400 47.63% 47.99% 97.70% 96.91% 94.12% 92.33% 98.88% 73.35% 70.16% 92.83%
XS1-3 123623084 122030400 12203040000 48.03% 48.38% 97.87% 97.04% 94.57% 92.68% 98.71% 72.59% 69.27% 93.19%
XS2-1 121671572 120578976 12057897600 47.88% 48.25% 98.06% 98.06% 94.01% 93.62% 99.10% 77.71% 74.55% 95.67%
XS2-2 129934168 128221742 12822174200 48.30% 48.63% 97.62% 97.17% 94.01% 92.96% 98.68% 76.02% 72.88% 95.68%
XS2-3 129934168 128165600 12816560000 48.33% 48.70% 97.70% 97.26% 94.21% 93.24% 98.64% 75.14% 71.92% 95.66%
XS3-1 129383592 127630892 12763089200 48.60% 48.76% 98.01% 98.15% 93.85% 93.93% 98.65% 80.97% 77.75% 97.60%
XS3-2 129934168 127527340 12752734000 49.11% 49.25% 97.76% 97.01% 94.38% 92.68% 98.15% 78.27% 74.86% 97.13%
XS3-3 129934168 127919182 12791918200 48.73% 48.90% 97.85% 96.80% 94.53% 92.08% 98.45% 79.54% 76.13% 97.56%




Table S3. Primers used in this study.

Gene Primer forward(F) Primer reverse(R) Use
PaF106G0700028583.01 TTGCTCGATTGACCCGTCTC ACCAGACCAGGTAGTGTCCA
PaF106G0700027669.01 CTCTGAGCTTCTGGGTGGTG ACCACGAAGTTTCTAGGCCC
PaF106G0700027524.01 GGATGTTACCCGGAACTTGG CATACCTGTTTTGCCTAGTGGC
PaF106G0700027260.01 ATGGGACGCTCTGGTCATTG ACCGAGAGAACTTGAAGCCG
PaF106G0700026687.01 ATGCAAGCATGGAACACCCT CCAAGGAAACCCTGCCACAT
PaF106G0600023388.01 TCGTTGCCTCCAATGGTGAT TGTTCTTGGGTCTCAATAGCAGTG
PaF106G0600023034.01 TCCTTCCAAAGCCCAGAGCA GTGCCGATGATGATCACGTC
PaF106G0400017352.01 TTTACTACAGAAAGCGGCAGC TTTTGGGAAGTGGGTTTTGG
PaF106G0300012468.01 GAACAGAGCAGGGTCAAGGAG CTTGGCATATTCAGCACAGACC
PaF106G0300012356.01 TATGCGATTCCTGCTGGGAC TCGAAACCAGCCCATCCTTC
PaF106G0300010939.01 GAAGAAGCAGGCTAGAAGGCAA CCTTGTTGGATGAACTCGTGG qPCR
PaF106G0200010557.01 GGAAGCACTGTTTCACTGTCTATG GACAACTTCTCAGCCACACGTAC
PaF106G0100002403.01 GGCCCAATGTTGCTCCCTAT CAGGGCTTGTGCATTTTGCT
PaF106G0100002035.01 TACGAAACACTCCCAGATGCG ACCATTCCTCGGCCTTCCAT

MTCONS 00054352 ACCCATCATGTGCTGCCAAT TCCCACATCAGATTTCTTGGGTA

MTCONS_00033405

LTCONS_ 00065464

LTCONS_ 00056403

LTCONS_ 00051642

LTCONS_00032302
ACT

GAGCATTGAGGGATGTACGGA
GGGTGCCATTTTATAGAGGGAAG
CTGAAGGATTGACAAGCCCG
CCATCTCTTTTGGCACCAGTC
AGCACAGACCTCACCACATCG
ACATTGTTCTTAGTGGTGGGTC

AGAGAAGTAAGTGCTAGGCCG
AGGAAAGCAAGCTGAAGTAGCC
AGTGAAGAGGGTTTTGGAGGC
CATGCACCCTATGACACCTGAT
TGGACTTGGATGAACGGATTG
AGATTCGTCATACTCTGCCTTT

PaPSY

ATGTGCAAGGAGGAATCAAT

CCCCAGTTGAAAAAGTCAGC promoter activity




BI121 PaPSY tgaccatgattacgccTTCAAT taagggactgaccacccCTCAGA
p _Pa

GTGCAAGGAGGAATC AGAAAGGCAAGACT
X15-PaPDS CCATTTAAGGGTGCTGGTAAAAC CACTTAAAAGAGGACTCCTGCTA
pBWA_ X15-PaPDS acggcatggacgagctctacATGTCT tgaagacagagctagttaca[TAAGTAAATTC
CAGTGGGCTTGTGTCTCTG AGACATAGATGAGCATGCGTGTTC o .
verexpression
JTY-PaPDS CCATTTAAGGGTGCTGGTAAAAC CACTTAAAAGAGGACTCCTGCTA P
PBWA ITY-PaPDS acggcatggacgagctctacATGTCT tgaagacagagctagttacaTTAAGTAAATT
- CAGTGGGCTTGTGTCTCTG CAGACATAGATGAGCATGCGTGTTC
TRVII PaPSY tgagtaaggttaccgaattcAGCC ggacatgcccgggcectcgagCCA
- CAGAATCAAAGGCTTCA CACTGGCCATCTACTAGC VIGS
tgagtaaggttaccgaattc TCCCGA ggacatgcccgggectcgagACAT

TRVII_PaPDS
- ATACAGAAAATTGAGCTA GTTACAGACATGTCAGCA




