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Figure S1. STRUCTURE plot for the individual admixture coefficient values (q) at QU16 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S2. STRUCTURE plot for the individual admixture coefficient values (q) at ME16 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S3. STRUCTURE plot for the individual admixture coefficient values (q) at PR16 using the 19 diagnostic SNPs genotyped with MassARRAY approach.

Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S4. STRUCTURE plot for the individual admixture coefficient values (g) at MA17 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S5. STRUCTURE plot for the individual admixture coefficient values () at TS18 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S6. STRUCTURE plot for the individual admixture coefficient values () at OR18 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S7. STRUCTURE plot for the individual admixture coefficient values (q) at CA18 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S8. STRUCTURE plot for the individual admixture coefficient values (g) at CT17 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.




0.00
206 207 208 209 210 211 212 213 214 215 216 217 218 219 220 221 222 223 224 225 226 227 228 229 230 231 232 233 234 235

OgH 0472 0.650 0.599 0.549 0.635 0.616 0.571 0.506 0.510 0.628 0.479 0.541 0.485 0.442 0.639 0.705 0.572 0.565 0.576 0.689 0.508 0.634 0.450 0.574 0.644 0.603 0.547 0.654 0.547 0.510
@gN 0.528 0.350 0.401 0.451 0.365 0.384 0.429 0.494 0.490 0.372 0.521 0.459 0.515 0.558 0.361 0.295 0.428 0.435 0.424 0.311 0.492 0.366 0.550 0.426 0.356 0.397 0.453 0.346 0.453 0.490

GRE17

Figure S9. STRUCTURE plot for the individual admixture coefficient values () at GRE17 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S10. STRUCTURE plot for the individual admixture coefficient values (q) at RT17 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.
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Figure S11. STRUCTURE plot for the individual admixture coefficient values (g) at RQS18 using the 19 diagnostic SNPs genotyped with MassARRAY approach.
Each individual is represented as a vertical bar partitioned into segments according to the proportion of the genome belonging to each of the two clusters (K) identified
(Hatchery (H) and Native (N), respectively) by STRUCTURE.




