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term=PRJNA238496). The genomic Hi-C sequencing data were deposited in the Sequence Read Archive (SRA) database at SRR10802271 (https://
www.ncbi.nlm.nih.gov/sra/?term=SRR10802271). RNA-Seq data used for annotation and biological analyses include the following: NCBI SRA SRR2180019-
SRR2180020 (https://trace.ncbi.nlm.nih.gov/Traces/sra/?study=SRP062750), SRR770582 (https://www.ncbi.nlm.nih.gov/sra/?term=SRR770582), SRR769751
(https://www.ncbi.nlm.nih.gov/sra/?term=SRR769751), SRR1199039 (https://www.ncbi.nlm.nih.gov/sra/?term=SRR1199039), SRR1199058 (https://
www.ncbi.nlm.nih.gov/sra/?term=SRR1199058), SRR1205971 (https://www.ncbi.nlm.nih.gov/sra/?term=SRR1205971), SRR1199228 (https://www.ncbi.nlm.nih.gov/
sra/?term=SRR1199228), SRR2170964 (https://www.ncbi.nlm.nih.gov/sra/?term=SRR2170964), SRR2170970 (https://www.ncbi.nlm.nih.gov/sra/?
term=SRR2170970), SRR10058623-SRR10058634 (https://trace.ncbi.nlm.nih.gov/Traces/sra/?study=SRP220350), SRR10083958-SRR10083963 (https://
trace.ncbi.nlm.nih.gov/Traces/sra/?study=SRP220979), SRR10276365-SRR10276369 (https://trace.ncbi.nlm.nih.gov/Traces/sra/?study=SRP225577), SRR10276537-
SRR10276548 (https://trace.ncbi.nlm.nih.gov/Traces/sra/?study=SRP225587), SRR13644341-SRR13644350 (https://www.ncbi.nlm.nih.gov/bioproject/?
term=PRJNA699917), SRR13664056-SRR13664067 (https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA700787) and PRJNA700687 (https://
www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA700687). The E. sinensis genome sequences are also be available at the genome website (http://
www.genedatabase.cn/esi_genome.html).

Sample sizes were determined according to previous data published by us (Ref. 26) and others (Ref. 16). We sequenced the genome of a
single male adult of Eriocheir sinensis. A total of 15 crab individuals were selected for genome resequencing. Four and three replicates were
used for qPCR experiments presented in Figure 3d and Figure 4d, respectively.

No data were excluded.

Experimental findings were reliably reproduced.

The samples were randomly allocated in the experiments.

No blinding was applied to this study as this technique does not apply to our work.

Species: Eriocheir sinensis, Strain: an inbred from six generations of small-size population mating or wild; Sex: Female or male; Age:
embryos, larvae, adults

The mitten crabs used for whole-genome resequencing were 15 wild individuals of E. sinensis. The detailed sample information
including geographic location and sex is in Supplementary Table 13. The samples were captured and then send to the lab for DNA
extraction.

The male mitten crab E. sinensis used for genome sequencing is an inbred from six generations of small-size population mating
produced by Panjin Guanghe Crab Industry Co., Ltd. This crab with body weight approximately 150 g was captured and then send to




