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Supplementary Fig. S1. Observed number of microsatellites with di-, tri-, tetra-, penta- and hexa-nucleotide motifs in 1,625Mb
sequence.
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Supplementary Table 1. Sequencing data output statistics.

Library Insert Raw reads Raw Base (bp) Effective Clean base (bp) Error Q20 Q30 GC content
size (bp) rate (%) rate (%) (%) (%) (%)
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  Heterozygous ratio Repeat
(Mbp) (%) (%)
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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Supplementary Table 5. The genetic parameters of 10 individuals of Procambarus clarkii in 22 microsatellite loci.

No. Loci Primer1l tm of Primer 2 tm of  Repeat unit of num- Ho He PIC
primer 1 prim- SSR ber of
er2 alleles

1 scaffold137841 11.7 AGCAGTGATCACCATACCAATCTG 62.503 GGACAGTCTTCTTCTGCTGTCCTC 63.02 (AGO)10 3 0.5 043 037
2 scaffold1524733 14.4 CAACGGGAGATTGGGTATGTCTAA 63312 TATATGAGACGTTTACACGGGGCT 62.95 (TC)12 5 1 08 07
3 scaffold1526357 14.2 GCTTCATGTTGGGATTCTTGGATA 63.42 CTCTTGGGTGGCTTAATCTCCAT 62.79  (GATT)11 5 0.7 0.75 0.67
4 scaffold1893661 16.2 TGTGTGCTGATTCATGTGTGTACC 63.105 CAGAATGTTTGTACTGTAACGCTGC 62.2 (AAT)10 7 1 0.77 0.69
5 scaffold2027925 11.2  GTGCCCCAACAACCACTCTATATC 62.926 TGTAGTATCTGTGCTTACGACGCC 62.69 (ACO)10 4 0.5 0.75 0.66
6  scaffold2039339 11.1 TCTTGTTTGTACCTCAGTCTGGTCC 62921 AGCTCATAGGTTCGAATCGTCATC 62.93 (ATT)10 2 0.7 048 035
7  scaffold2055415 12.4 GAAGACAGGGAATGTGTGTGTTTG 62933  TTTCTTCCATCCTTCTTTCCTTCC 63.05 (GAAG)10 4 02 049 042
8  scaffold256173 15.6 TGACTGTCTTGCAGGCAGAACTAT  62.532 TCTGTAGTATTACACCGCGCACAT 62.9 (TACAC)10 4 0.7 0.71 0.61
9  scaffold260377 14.0 CACGAGAAAATTGTCATCATTACGTC 62.96 TGATATGATAGGTTGGGTTGGGTT 62.59 (AACCT)I0 3 0.5 051 041
10 scaffold1022879 17.4 CAATGTTTTTGTAAGCGTTGTTGC 62.799  TTGGATCAGTGTTTTTGCAAGTGT 6296  (TGTA)10 3 0.6 0.7 059
11 scaffold1188287 13.9 CATTTTGACATGCAAACAAGTATTGA 62.191 TACGCTAGACTTGTTAGCGGCTTT 62.7 (ATTG)10 6 0.6 082 0.75
12 scaffold1351069 13.5 GAGGGAAGGGTTGAAGAGAAAGAG 62.958 CCTACTATGGCCTTGTTCCATCTG 63.12 (GGAA)10 4 0.8 0.77 0.61
13 scaffold1598717 14.0 CCGTGTATAATTTGGCTTAGGTTAGG 62.152 TGAAAGAACTGCAAATTACTGCCA  63.07 (TAGGT)10 4 0.7 0.6 0.51
14 scaffold1867767 15.6 GAATCAAAACCAAACAGGGTTGTC 6291 GTTTAGGCTCAGTTGAGGCTTGC 63.68 (AGACACQ)7 4 04 0.67 0.57
15 scaffold2029901 9.5 CCCAGTGTTGGAGACTGTGTCTT 62.794  AGTTGGTTTAGTGCATACAGAGTCCA 6237 (AACCT)I0 2 04 034 027
16 scaffold488809 14.2 GGTATTATCCTCGTGTGGCTTACG 62.947 CCCCTGCTATCGCTACTGACTTAT 62.06 (GTATAA)I10 4 0.8 0.7 0.6
17 scaffold1940553 16.4 CGATGTTTCGCCTCCAATCTATTA 63.422  CCAGAGGATGTCTTCTTGGACAGT 63.11 (AGTAC)9 3 0.5 0.54 0.46
18 scaffold1092139 15.3 TAACGATTCCCAGAAAATCAGGTT 62.108  CATCATAATCCCATTGTACCTTCTCA  62.33 (TTTA)11 3 04 0.68 0.57
19 scaffold1946501 10.0 GAGAGAAGGGAAAGGAGGAGACAG 63.161 TCACACAATCTGTTTTCCTTGGAG 62.59 (AGACAG)9 2 03 0.52 037
20 scaffold796857 10.6 ~ GGGAATGTTGCACTGTGTTGG 63.642 CTCTTTCCAAGCTTCACTCCCTCT 63.6 (GGGAGA)11 3 03 0.56 0.44
21 scaffold179237512.7 TTAACACGAGCCTCTCTTTTTGCT 62.754  GCCAGAGAATTAGGACCAAATCAA  62.71 (TAGGT)12 3 0.5 051 041
22 scaffold770215 12.6  AGCAGCTGATGTCTCAAGGAAAGT 62939 GACGAATTTGTTGGCCATGTG 63.51 (GCA)10 2 02 044 0.33

Mean 3.6364 0.6 0.62 0.52

Ho, observed heterozygosity; He, expected heterozygosity; PIC, polymorphism information content.



