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Supplementary Table 1. Primer sequence information.

Gene

Primer sequences

Ednra
Ednra
Cers
Cers
Angptl?2
Angptl?2
Gnb3
Gnb3
Erbb2
Erbb2
Klotho
Klotho
Gprél
Gprél
Cyplbl
Cyplbl

[-octin

[-octin

F: GCTCTAGATAGGTAGCAACGTGGCTT

R: GCTCTAGAGCCCCAAAACTTGTCAAC

F: TCCTGACCACCTTCCAGGAA

R: GCAGCAGTGTGTCATCCCAA

F: TGTCAACTCCAAAGAGCCCG

R: GTCTCGATCTGCCGCTTCTG

F: TCTACAACCTCAAATCCCGC

R: TCTCAATGTCCCACAAGGC

F: GAGACAGAGCTAAGGAAGCTGA

R: ACGGGGATTTTCACGTTCTCC

F: TCCCTCCTTTACCTGAGAAC

R: CGGATGGCAGAGAAATCAAC

F: GGCTGAGAAAAGCGGTATGA

R: TCGTTAACTCTCTCCGAGCTAGA

F: CACTGCCAACACCTCTGTCTT

R: CAAGGAGCTCCATGGACTCT

F: TCACCCACACTGTGCCCATC

R: AGCTGTAGCCACGCTCGGTC




Supplementary Table 2. Quality metrics f clean reads.

Total Raw  Total Clean  Total Clean Clean Reads Clean Reads Clean Reads
Sample
Reads(Mbp) Reads(Mbp) Bases(Gbp) Q20(%) Q30(%) Ratio(%)

WKY1 107.05 88.9 8.89 97.64 91.29 83.04
WKY2 107.05 88.75 8.87 97.56 91.05 82.9
WKY3 107.07 90.1 9.01 97.74 91.44 84.15
SHR1 104.59 89.61 8.96 97.7 91.34 85.68
SHR2 102.1 88.11 8.81 97.76 91.47 86.29
SHR3 107.08 89.82 8.98 97.42 90.86 83.88
MA1 104.88 88.82 8.88 97.66 91.52 84.69
MA2 106.51 88.84 8.88 97.63 91.39 83.42
MA3 108.94 88.46 8.85 97.35 90.6 81.2




a

Classification of Raw Reads(WKY1)  Classification of Raw Reads(WKY2)  Classification of Raw Reads(WKY 3)

Reads of (d_WKY1) contains:

1N (1133124 1.08%)

2. Adapter (292,702;0.27%)

| 3.Lowqual (16,726,292; 15.62%)
|4 Clean reads (83,898,790; 83.04%)

Roads of (4_WKY3) contains:
1. (899.318;084%)

2 Adapter (326.752:03%)

| 3.Lowqual (15741232 14.7%)
| 4. Clean reads (90,103,134;84.15%)

Reads of (4_WKY2) contains:
1.~ (1.167,084; 1.09%)

| 2 Adapter (341,640;032%)

| 3.Lowqual (16,793,680 15.69%)
{1114 Clean reads (88,747,644; 829%)

b

Classification of Raw Reads(SHR1) Classification of Raw Reads(SHR2) Classification of Raw Reads(SHR3)

Reads of (4_SHR1) contains:
1N (1.509.450; 1.53%)

| 2 Adapter (426810:041%)

| 3.Lowqual (12950.464; 1238%)
[ 4.Clean reads (89.614,110; 85.68%)

Reads of (4_SHR2) contains:
1. (1,450,276 1.42%)

2 Adapter (359,040;0.35%)

13 Lowaual (12,184980; 1.93%)
[ 4. Clean reads (88,106,362; 86.29%)

Roads of (4_SHR3) contains:
1~ (1,809,804 1.73%)

| 2 Adapter (455,610;0.43%)

| 3.Lowqual (14,953,828; 13.97%)
| 4. Clean reads (89,820,832 83.88%)

C

Classification of Raw Reads(MA1) Classification of Raw Reads(MA2) Classification of Raw Reads(MA3)

Reads of (4_C1) contains:
BN .151.282:491%)

2. Adapter (427.510;0.41%)
| 3.Lowqual (10.474,048;9.99%)
{11 4. Clean reads (88,824,556: 84.69%)

Reads of (d_C2) contains:
1N 7o011.816:6.58%)
2. Adapter (325,740;0.31%)
| 3.Lowqual (10326,226:9.7%)
|4 Clean reads (83,844,220, 83.42%)

Reads of (d_C3) contains:
1N (7,009, 144;6.43%
2. Adapler (333,058;031%)
| 3.Lowqual (13,133,152; 12.06%)
[ & Clean reads (88.463,620;81.2%)

Supplementary Figure. 1 A summary of the original RNA-Seq data. The original data

performance of the WKY(A), SHR(B), and MA(C) group is shown in the pie chart (n = 3). N:

The total amount of reads that contain more than 5% unknown N base (the N reads ratio);

adaptor: The total amount of reads that contain adaptors (the adaptor ratio); low quality: More

than 20% of the bases in the total read have a quality score lower than 15 (a low quality read

ratio); clean reads: Reads filtered with N reads; reads have adaptors and low quality reads (a

clean read ratio).



