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Table S1. Current status of genetic connectivity between populations in the East China Sea and
populations in the South China Sea. The Web of science and CNKI were used to search the published
papers. ((genetic OR gene) AND (" East China Sea" AND "South China Sea ")) were used as search
keywords for English articles, and ("East China Sea", "South China Sea" and "genetic") (in Chinese)
were used as search keywords for Chinese articles. The search deadline was December 29, 2022.
Only articles in which the studies species had sampling sites in the East China Sea and the South
China Sea were retained. A case was considered to have significant genetic differentiation if there
was at least one significant value of the fixation index (Fsr) between populations in the East China
Sea and populations in the South China Sea.
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Table S2. The information of carapace width, carapace length, abdomen width, abdomen length,
weight and gender.



Population Carapace = Carapace Abdomen Abdomen Weight () Female:
width (cm) length (cm) width (cm) length (cm) Male
MA 204+036 171034 0.67+024 141+032 541+225 5:10
CwW 3.09+034 264+023 1441047 231+0.26 1659+540 177
DT 323+035 272+037 138+055 244+0.37 18.06+6.17 14:6
DZG 199+029 1.72+0.27 0.65+021 1.40+029 528+251 714
MZD 294+020 247+021 1.16+038 2.18+0.19 1338+2.66 97
QA 294+026 244+024 1221049 211+0.23 1501+3.54 157
NJLD 311+040 265+036 142+049 239+047 16.15+695 82
PT 295+0.35 245+030 1.19+051 214+0.31 13.68+454 10:8
ZJS 340+029 286+035 148+051 257+034 2282+711 95
DH 3.07+0.27 249+025 1.10+£0.61 227+030 1443+456 7:8
SYH 221+032 193+026 081+036 167031 554+250 5:10
XM 306+032 258+028 131+047 226+033 16.65+572 13:5
FYLD 16.07 + 3.32 78
HA 1342 + 2.33 87
JH 14.03 + 241 23

Table S3. Pairwise Fsr values between populations based on COI sequences. All pairwise Fsr values
between populations were not statistically significant (p > 0.05).

JH PT AN SYH MA HA XM CcwW DT FYLD DH DZG MZD QA NILD
JH 0.0000
PT 0.0054 0.0000
AN -0.0370 —-0.0328 0.0000
SYH -0.0134 0.0025 -0.0124 0.0000
MA -0.0147 0.0070 -0.0273 0.0177 0.0000
HA -0.0412 0.0068 —0.0308 -0.0116 -0.0129 0.0000
XM 0.0358 0.0138 0.0162 0.0602 -0.0003 0.0321 0.0000
Ccw -0.0039 0.0040 -0.0249 0.0433 —-0.0315 -0.0018 0.0107 0.0000
DT -0.0232 0.0094 =0.0290 0.0170 —-0.0327 -0.0054 0.0087 -0.0133 0.0000
FYLD -0.0131 0.0076 =0.0170 0.0329 -0.0163 0.0124 0.0229 -0.0123 =0.0091 0.0000
DH 0.0065 0.0115 -0.0168 0.0234 —0.0402 0.0063 —-0.0213 -0.0149 =0.0269 0.0066 0.0000
DZG -0.0190 —-0.0106 -0.0353 0.0105 -0.0076 -0.0047 0.0507 -0.0134 0.0007 -0.0247 0.0239 0.0000
MZD -0.0275 0.0062 -0.0212 0.0109 0.0065 -0.0182 0.0526 0.0025 0.0038 -0.0188 0.0345 -0.0201 0.0000
QA -0.0240 —0.0034 —0.0400 0.0119 -0.0230 -0.0146 0.0261 -0.0192 -0.0310 -0.0066 —0.0131 -0.0143 -0.0122 0.0000
NJLD -0.0116 —0.0456 =0.0406 -0.0130 0.0033 -0.0087 0.0181 -0.0013 0.0041 -0.0245 0.0152 -0.0393 —-0.0359 -0.0111 0.0000




Table S4. Pairwise Fsr values between populations based on D-Loop sequences. The genetic differ-
entiation between the remaining populations showed insignificant differences (p > 0.05), except for
the significant differences between MZD and FYLD, and between MZD and HA populations (p <

0.05).
MA DT FYLD MZD NILD PT VAN HA XM CcwW QA DH JH DZG SYH
MA 0.0000
DT -0.0417 0.0000
FYLD =0.0651 0.0139 0.0000
MZD 0.0519 0.0704 0.1889 0.0000
NILD -0.0482 -0.0933 0.0172 0.0110 0.0000
PT -0.0359 —-0.0330 0.0906 -0.0284 —0.0688 0.0000
AN -0.0547 =0.0290 0.0259 -0.0155 0.0625 =0.0260 0.0000
HA -0.0436 0.0488 -0.0716 0.2675 0.0552 0.1571 0.0640 0.0000
XM -0.0214 —0.0298 0.0490 -0.0477 =0.0699 =0.0451 -0.0571 0.1024 0.0000
CcwW -0.0692 —0.0684 —0.0479 0.1071 =0.0672 0.0219 -0.0161 =0.0460 =0.0023 0.0000
QA -0.0325 =0.0591 0.0200 0.1287 -0.0213 0.0129 -0.0107 0.0286 0.0295 -0.0397 0.0000
DH -0.0974 0.0121 -0.0628 0.0725 -0.0135 0.0386 -0.0619 -0.0286 -0.0013 —-0.0386 —0.0489 0.0000
JH —-0.0838 —-0.0327 0.0351 —0.0541 -0.0918 =0.0910 —-0.0514 0.0603 —0.0425 -0.0276 -0.0102 —0.0480 0.0000
DZG —0.0988 -0.0797 -0.0705 0.1537 —-0.0397 0.0451 —-0.0386 -0.0709 -0.0012 -0.1128 -0.0739 -0.0602 -0.0143 0.0000
SYH —-0.0247 —0.0422 0.1111 -0.0545 -0.0350 -0.0737 -0.0524 0.1410 =0.0512 0.0292 0.0384 0.0330 -0.0536 0.0198 0.0000

Table S5. The effective population sizes for each population based on COI and D-Loop sequences.

Population COI D-Loop
MA 82784000 127069000
Z]S 84495000 79514000
HA 40708000 60300000
DT 90766000 103192000

NJLD 41633000 106242000
FYLD 2477000 108329000
PT 88047000 119829000
MZD 2060000 15060000
CwW 100252000 142173000
XM 11573000 102886000
QA 115895000 132202000
DH 80819000 130186000
JH 39004000 115484000
DZG 34860000 98923000
SYH 40811000 4266000
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Figure S1. The minimum spanning network based on COI sequences.
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Figure 52. The minimum spanning network based on D-Loop sequences.



