Supporting Materials
[image: image1.png]0.88 090 092 094 096 0.98 1.00

Correlation coefficient

a2 @@OD

w1 @@ED

050

025

PC2 (20.344%)

-025

WT 2

WT 3

WT_1

dksA 2
dksA_3 * dksA 1

-02

00

02
PCI (37.281%)

Mock 2

Mock 3 7.

04

Mock_1

Group

O dksd_2d
0 Mock_cj
A WT_2d

06




Supplementary Figure S1 Correlation analysis among transcriptome data samples
A: Correlation analysis between L. crocea transcriptome data samples. B: Principal component analysis (PCA) of P. plecoglossicida transcriptome data samples.
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Supplementary Figure S2 Base percentage composition in reads 
Horizontal axis shows base coordinates of reads, which represent bases from 5' to 3' ends sequentially. Vertical axis shows corresponding percentage, with each base shown in a different color. A, purple; C, green; G, blue; T, orange; N, yellow. In existing high-throughput sequencing technology, the 6 bp random primers used in reverse transcription of cDNA can cause a certain preference of nucleotide composition in the first several positions, which is normal. (A), (B), (C) are dksA-RNAi strain-infected group; (D), (E), (F) are wild-type strain-infected group.

	Name
	Base sequence(5'–3')


	dksA-shRNA-31
	F5’-TGCCGATGACTACATGAACGCTTTCAAGAGAAGCGTTCATGTAGTCATCGGCTTTTTTT -3’




	
	R5’-GTACAAAAAAAGCCGATGACTACATGAACGCTTCTCTTGAAAGCGTTCATGTAGTCATCGGCATGCA -3’




	dksA-shRNA-49
	F5’-TGCTGATCAGCTGGCATTCTTCTTCAAGAGAGAAGAATGCCAGCTGATCAGCTTTTTTT -3’


	
	R5’-GTACAAAAAAAGCTGATCAGCTGGCATTCTTCTCTCTTGAAGAAGAATGCCAGCTGATCAGCATGCA -3’




	dksA-shRNA-81  
	F5’-TGCAGGCGATGAAAGTCGAAACTTCAAGAGAGTTTCGACTTTCATCGCCTGCTTTTTTT -3’


	
	R5’-GTACAAAAAAAGCAGGCGATGAAAGTCGAAACTCTCTTGAAGTTTCGACTTTCATCGCCTGCATGCA -3’




	dksA-shRNA-87

	F5’-TGATGAAAGTCGAAACCCATGATTCAAGAGATCATGGGTTTCGACTTTCATCTTTTTTT -3’


	
	R5’-GTACAAAAAAAGATGAAAGTCGAAACCCATGATCTCTTGAATCATGGGTTTCGACTTTCATCATGCA -3’


	dksA-shRNA-249
	F5’-TGGCGCTTGATCGTATCAATGATTCAAGAGATCATTGATACGATCAAGCGCCTTTTTTT -3’


	
	R5’-GTACAAAAAAAGGCGCTTGATCGTATCAATGATCTCTTGAATCATTGATACGATCAAGCGCCATGCA -3




	Gene name
	Base sequence (5'–3')


	gyrB 
	F:5’TGCTGAAGGACGAGCGTTCG 3’


	
	R:5’ATCATCTTGCCGACAACAGC 3’


	dksA
	F:5’GCATTCTTCACTGCCCTGCTG 3’


	
	R: 5’ CCGATTGGCTCACCACTGTCAT 3’


	16S
	F: 5' TCAGTATCAGTCCAGGTGGTCGC3'


	
	R: 5' CGTTACCGACAGAATAAGCACCG 3'


	pcM130
	F:5’CTTCCTGGTTGGCTTGGTTTC 3’


	
	R:5’GGTGTTCCTTCTTCACTGTCCCT 3’


	β actin
	F:5' GACCTGACAGACTACCTCATG3'


	
	R: 5' AGTTGAAGGTGGTCTCGTGGA3'


	L321_RS01030
	F: 5' ATCCCTCGAAAGCCTCA 3'


	
	R:5' CCGCCATCAGAATACCA  3'


	L321_RS16535
	F:5' GAAGTTGATCGACCTGCTGAC 3'


	
	R: 5' GCCATACACGACTACGGAAAT 3'


	L321_RS12770
	F: 5' AACTGGGATGTTCCGACTG 3'


	
	R: 5' CAACCACTGACCTGGCTTC 3'


	L321_RS13275
	F: 5' CGCCCTATTGGTAGACAC 3'


	
	R: 5' GCAACAGACGCCTCCT 3'


	L321_RS00705
	F:5' CACGGGACAGTTTGGTTT 3'


R:5' GACGGCGACTGGGTTAC 3'


	impB
	F: 5' AAGGCTTGACGCTGGAAAT 3'


	
	R: 5' CACTTGGGCAACAACTGAAT 3'


	fliC
	F: 5' CCTTGGCATTGGCTTCATAG 3'


	
	R: 5' TTCCAGGGCGTAGTCGGTAT 3'


	prkA


	F: 5' CCTGTTCAATGCCACCG 3'


	
	R: 5' GGCGTCTGCGTCGTTTT 3'


	flgL


	F: 5' CAGCGGATGGATAAACCC 3'


	
	R: 5' CGACAGCTCACTGGCAAA 3'


	LOC104927340
	F: 5'  GTATGTTTCAACGAGGTCC  3'


	
	R: 5'  ATTGGCAGTTTCTTCAGG  3'


	LOC104926167
	F: 5'  GGCACGACAGAGCATACA  3'


	
	R: 5'  TGACCAGCACGACTACCA  3'



Supplementary Table S2 Primers sequence for PCR and qRT-PCR(continued)
	Gene name
	Base sequence (5'–3')

	rdh10
	F: 5'  CACGGGAATGTTCAAAGG  3'

	
	R: 5'  GATCATGGGCTGGTCAGT  3'

	LOC104932154
	F: 5'  TCTGAGTGACAGCCTTGA  3'

	
	R: 5'  CCTTCCTTCTGCACGATT  3'

	LOC104932156
	F: 5' GGAATGGGAGAATGGAAC  3'

	
	R: 5' ACAAGACAGAACAGGAGC  3'

	LOC104939330
	F: 5' TGACTCCACCACTGCTTT  3'

	
	R: 5' ACCAGTTCTTGCTGCTAA  3'

	IL11
	F: 5' AACTCCGCTTCCTGTCTT  3'

	
	R: 5' TCGTCAGCTCCTCCACCT  3'

	LOC104922235
	F: 5'  GGAGAATGGAAATGGGTG  3'

	
	R: 5'  GGAGCAGGGAACATCGTA  3'

	LOC109137616
	F: 5' AACCCGACCCACAACCTC 3'

	
	R: 5' ACGCCAGTGTCTCGTACTTATC 3'

	LOC104922653
	F: 5' TTCACTCCTGCCACCACA 3'

	
	R: 5' CCAATAATAAGGCTACCAAACA 3'



	Sample_ID
	Total_Reads
	Total_Bases
	Error%
	Q20%
	Q30%
	GC%


	WT_2d_1
	200048168
	26657517354
	0.0245
	98.31
	94.56
	49.36


	WT_2d_2
	190546784
	25746982390
	0.0247
	98.25
	94.39
	49.06


	WT_2d_3
	203641328
	27006815909
	0.0244
	98.36
	94.69
	49.84


	dksA_2d_1
	216870178
	28948484129
	0.025
	98.09
	94
	49.45


	dksA_2d_2
	189528966
	25205299230
	0.0242
	98.41
	94.81
	49


	dksA_2d_3
	203743130
	26982226167
	0.0242
	98.42
	94.83
	49.43


	mock_cj_1
	21107326
	2948749200
	0.0242
	98.41
	94.87
	58.13


	mock_cj_2
	21157930
	2965562035
	0.0244
	98.34
	94.65
	58.68


	mock_cj_3
	20896468
	2917744458
	0.024
	98.51
	95.11
	58.64



