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Supplementary Table 1. Sequencing data output statistics.

Library Insert 
size

Raw reads 
(bp)

Raw Base (bp) Effective 
rate (%)

Clean base (bp) Error 
rate (%)

Q20 
(%)

Q30 
(%)

 GC content 
(%)

DES02111-S 350bp 401,986,051 120,595,815,300 100 120,595,815,300 0.05 93.78 86.75 42.86

Supplementary Table 2. Statistics of shrimp genome characteristics obtained by Kmer=17 analysis.

K-mer K-mer number K-mer depth Genome size (Mbp) Revised genome size 
(Mbp)

Heterozygous ratio 
(%) 

Repeat 
(%)

17 83,427,961,764 23 3627.30 3579.38 0.88 77.65
K-mer, analyzes the size of the selected kmer; K-mer number, the total number of kmers obtained by Soapdenovo software; K-mer depth, kmer depth, 
which is the expected value corresponding to the Poisson distribution; Genome size, calculated genome size, K-mer number/K-mer Depth, in M (mega); 
Revise genome size, the corrected genome size, eliminating the error caused by the error kmer, in M (mega); Heteozygous ratio, the heterozygosity ratio, 
calculated according to the formula (7) of 5.1; Repeat: The repetition rate obtained by kmer analysis is calculated as a percentage of the total number of 
kmer of 1.8 times the main peak as a percentage of all kmer numbers.

Supplementary Table 3. Contig assembly result statistics.

Tatal length (bp) Total number Max length (bp) N50 length (bp) N90 length (bp)
1,535,295,243 3,711,514 61,160 879 130

Supplementary Table 4. Scaffold assembly result statistics.

Tatal length (bp) Total number Max length (bp) N50 length (bp) N90 length (bp)
1,682,115,001 2,940,268 81,806 1,426 159
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Supplem
entary Table 5. T

he genetic param
eters of 10 individuals of Procam

barus clarkii in 22 m
icrosatellite loci.
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