
Supplementary Table 2

scaffold start-pos end-pos Marker Name Development Status Repeat Sequence Motif Num Rep

310 268087 268126 VVY1 Failed PCR Testing gaagaagaagaagaagaagaagaagaagaagaagaagaa gaa 13

310 268127 268184 VVY2 Failed PCR Testing gaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaagaa gaa 19

310 191046 191116 VVY3 In Panel aaaataaaataaaataaaataaaataaaataaaataaaataaaataaaataaaataaaataaaataaaat aaaat 14

292 10849 10897 VVY4 No Polymorphisms Found ataaataaataaataaataaataaataaataaataaataaataaataa ataa 12

310 16171 16221 VVY5 In Panel acacacacacacacacacacacacacacacacacacacacacacacacac ac 25

310 374832 374876 VVY6 Bad with M13 tatctatctatctatctatctatctatctatctatctatctatc tatc 11

310 399903 399951 VVY7 In Panel ttatttatttatttatttatttatttatttatttatttatttatttat ttat 12

310 83947 83969 VVY8 In Panel cacacacacacacacacacaca ca 11

292 65231 65261 VVY9 Bad with M13 ctctctctctctctctctctctctctctct ct 15

310 62137 62161 VVY10 In Panel agagagagagagagagagagagag ag 12

310 137858 137898 VVY11 In Panel aaacaaacaaacaaacaaacaaacaaacaaacaaacaaac aaac 10

292 189026 189046 VVY12 Bad with M13 ctctctctctctctctctct ct 10

292 37829 37849 VVY13 In Panel agagagagagagagagagag ag 10

310 448786 448808 VVY14 In Panel acacacacacacacacacacac ac 11

310 472787 472833 VVY15 In Panel cacacacacacacacacacacacacacacacacacacacacacaca ca 23

310 339297 339325 VVY16 In Panel gtgtgtgtgtgtgtgtgtgtgtgtgtgt gt 14

292 637949 637977 VVY17 In Panel agagagagagagagagagagagagagag ag 14

292 566422 566448 VVY18 No Polymorphisms Found tctctctctctctctctctctctctc tc 13

292 272975 273003 VVY19 No Polymorphisms Found agagagagagagagagagagagagagag ag 14

292 481883 481903 VVY20 No Polymorphisms Found agagagagagagagagagag ag 10

292 482846 482870 VVY21 Bad with M13 gagagagagagagagagagagaga ga 12

292 304097 304117 VVY22 No Polymorphisms Found ctctctctctctctctctct ct 10

292 378761 378783 VVY23 No Polymorphisms Found agagagagagagagagagagag ag 11

292 636531 636553 VVY24 No Polymorphisms Found agagagagagagagagagagag ag 11

292 333046 333086 Design Failed ataaataaataaataaataaataaataaataaataaataa ataa 10

310 377439 377504 Design Failed gaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaa gaaaa 13

292 33705 33727 Y30-Fox From Literature gagagagagagagagagagaga ga 11

292 188433 188473 Design Failed tgtttgtttgtttgtttgtttgtttgtttgtttgtttgtt tgtt 10

310 466162 466192 Design Failed ctctctctctctctctctctctctctctct ct 15

292 63770 63808 Y29-Fox From Literature agagagagagagagagagagagagagagagagagagag ag 19

292 144556 144582 gagagagagagagagagagagagaga ga 13

310 215753 215809 taaataaataaataaataaataaataaataaataaataaataaataaataaataaa taaa 14

292 512090 512128 tgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtg tg 19

292 599230 599266 gtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgt gt 18

292 320030 320074 acacacacacacacacacacacacacacacacacacacacacac ac 22

292 314347 314395 aaataaataaataaataaataaataaataaataaataaataaataaat aaat 12

292 76079 76134 Design Failed aaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaagaaaaga aaaga 11

292 651410 651434 ctctctctctctctctctctctct ct 12

292 327722 327746 agagagagagagagagagagagag ag 12

292 239098 239118 agagagagagagagagagag ag 10

292 368571 368597 tgtgtgtgtgtgtgtgtgtgtgtgtg tg 13

292 247080 247100 agagagagagagagagagag ag 10

292 188668 188688 ctctctctctctctctctct ct 10

292 260571 260631 tatttatttatttatttatttatttatttatttatttatttatttatttatttatttatt tatt 15

292 242864 242888 ctctctctctctctctctctctct ct 12

310 293950 293990 acacacacacacacacacacacacacacacacacacacac ac 20

292 174600 174622 ctctctctctctctctctctct ct 11

292 533655 533707 attcattcattcattcattcattcattcattcattcattcattcattcattc attc 13

292 614941 614997 tttatttatttatttatttatttatttatttatttatttatttatttatttattta ttta 14

292 39321 39359 agagagagagagagagagagagagagagagagagagag ag 19

310 331094 331132 gtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgt gt 19

292 319622 319662 gagagagagagagagagagagagagagagagagagagaga ga 20

292 119136 119180 aataaataaataaataaataaataaataaataaataaataaata aata 11

292 636045 636065 tctctctctctctctctctc tc 10

292 638868 638890 ctctctctctctctctctctct ct 11

310 153086 153106 agagagagagagagagagag ag 10

310 51219 51241 atatatatatatatatatatat at 11

292 475529 475604 tttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttct tttct 15
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310 363213 363237 atatatatatATATATATATATAT at 12

310 464879 464913 agagagagagagagagagagagagagagagagag ag 17

292 147230 147250 ctctctctctctctctctct ct 10

310 152050 152070 tctctctctctctctctcTC tc 10

292 85597 85617 agagagagagagagagagag ag 10

292 219697 219721 tgtgtgtgtgtgtgtgtgtgtgtg tg 12

292 14928 14976 Design Failed tttatttatttatttatttatttatttatttatttatttatttattta ttta 12

292 143885 143907 ctctctctctctctctctctct ct 11

292 431094 431116 agagagagagagagagagagag ag 11

292 548345 548365 gagagagagagagagagaga ga 10

310 263849 263869 gagagagagagagagagaga ga 10

292 289216 289240 ctctctctctctctctctctctct ct 12

292 164632 164664 tctctctctctctctctctctctctctctctc tc 16

292 56767 56791 agagagagagagagagagagagag ag 12

292 535905 535927 gagagagagagagagagagaga ga 11

292 159305 159329 tctctctctctctctctctctctc tc 12

292 270741 270769 ctctctctctctctctctctctctctct ct 14

292 13812 13848 acacacacacacacacacacacacacacacacacac ac 18

292 192288 192328 ttatttatttatttatttatttatttatttatttatttat ttat 10

292 8782 8806 gagagagagagagagagagagaga ga 12

310 125214 125242 agagagagagagagagagagagagagag ag 14

292 454540 454588 tttatttatttatttatttatttatttatttatttatttatttattta ttta 12

292 6913 6935 ctctctctctctctctctctct ct 11

292 623698 623720 ctctctctctctctctctctct ct 11

292 282314 282346 acacacacacacacacacacacacacacacac ac 16

292 17092 17122 ctctctctctctctctctctctctctctct ct 15

292 178941 178983 tctctctctctctctctctctctctctctctctctctctctc tc 21

292 172944 172996 atagatagatagatagatagatagatagatagatagatagatagatagatag atag 13

310 191010 191030 ctctctctctctctctctct ct 10

292 112354 112390 gagagagagagagagagagagagagagagagagaga ga 18

292 85795 85817 agagagagagagagagagagag ag 11

310 119600 119622 agagagagagagagagagagag ag 11

292 642113 642141 ctctctctctctctctctctctctctct ct 14

292 191429 191463 agagagagagagagagagagagagagagagagag ag 17

310 208327 208351 ctctctctctctctctctctctct ct 12

292 615270 615290 agagagagagagagagagag ag 10

292 21974 22026 Design Failed atctatctatctatctatctatctatctatctatctatctatctatctatct atct 13

292 392360 392392 agagagagagagagagagagagagagagagag ag 16

310 175765 175789 tctctctctctctctctctctctc tc 12

292 515327 515355 tctctctctctctctctctctctctctc tc 14

310 142740 142760 tgtgtgtgtgtgtgtgtgtg tg 10

292 15464 15494 tgtgtgtgtgtgtgtgtgtgtgtgtgtgtg tg 15

292 642325 642345 ctctctctctctctctctct ct 10

310 174454 174506 atttatttatttatttatttatttatttatttatttatttatttatttattt attt 13

310 164480 164524 atttatttatttatttatttatttatttatttatttatttattt attt 11

310 228262 228302 attcattcattcattcattcattcattcattcattcattc attc 10

310 233643 233691 atttatttatttatttatttatttatttatttatttatttatttattt attt 12

310 118502 118524 agagagagagagagagagagag ag 11

310 144775 144797 agagagagagagagagagagag ag 11

292 110491 110531 taaataaataaataaataaataaataaataaataaataaa taaa 10

310 170987 171009 agagagagagagagagagagag ag 11

310 124645 124679 gtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgt gt 17

292 493038 493060 agagagagagagagagagagag ag 11

292 131170 131200 acacacacacacacacacacacacacacac ac 15

310 497698 497738 gtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgt gt 20

310 369068 369090 agagagagagagagagagagag ag 11

292 380838 380862 ctctctctctctctctctctctct ct 12

292 247374 247406 agagagagagagagagagagagagagagagag ag 16

310 101856 101884 ctctctctctctctctctctctctctct ct 14
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292 393129 393151 agagagagagagagagagagag ag 11

310 156223 156249 tgtgtgtgtgtgtgtgtgtgtgtgtg tg 13

310 63144 63192 ttatttatttatttatttatttatttatttatttatttatttatttat ttat 12

310 189484 189508 gtgtgtgtgtgtgtgtgtgtgtgt gt 12

310 176134 176170 agagagagagagagagagagagagagagagagagag ag 18

310 187688 187716 agagagagagagagagagagagagagag ag 14

292 569176 569216 atttatttatttatttatttatttatttatttatttattt attt 10

292 133300 133320 ctctctctctctctctctct ct 10

292 460420 460444 agagagagagagagagagagagag ag 12

292 336036 336084 acacacacacacacacacacacacacacacacacacacacacacacac ac 24

310 238383 238409 cacacacacacacacacacacacaca ca 13

310 226392 226444 ttccttccttccttccttccttccttccttccttccttccttccttccttcc ttcc 13

292 7778 7808 agagagagagagagagagagagagagagag ag 15

292 286020 286054 agagagagagagagagagagagagagagagagag ag 17

310 273945 273993 atatatatatatatatatatatatatatatatatatatatatatatat at 24

292 335864 335884 agagagagagagagagagag ag 10

292 586386 586414 acacacacacacacacacacacacacac ac 14

310 392260 392280 agagagagagagagagagag ag 10

292 353769 353793 agagagagagagagagagagagag ag 12

292 416636 416676 tgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtgtg tg 20

310 181235 181261 ctctctctctctctctctctctctct ct 13

310 143431 143453 tgtgtgtgtgtgtgtgtgtgtg tg 11

310 197298 197338 atagatagatagatagatagatagatagatagatagatag atag 10

310 243807 243829 tctctctctctctctctctctc tc 11

310 297962 298002 attcattcattcattcattcattcattcattcattcattc attc 10

310 361495 361535 ataaataaataaataaataaataaataaataaataaataa ataa 10

310 123133 123161 agagagagagagagagagagagagagag ag 14

292 301275 301315 atccatccatccatccatccatccatccatccatccatcc atcc 10

292 121345 121385 tccttccttccttccttccttccttccttccttccttcct tcct 10

292 401537 401557 tatatatatatatatatata ta 10

310 100384 100404 ctctctctctctctctctct ct 10

310 297709 297761 tttatttatttatttatttatttatttatttatttatttatttatttattta ttta 13

310 125653 125713 tatctatctatctatctatctatctatctatctatctatctatctatctatctatctatc tatc 15

292 442968 443012 ttatttatttatttatttatttatttatttatttatttatttat ttat 11

310 287578 287602 ctctctctctctctctctctctct ct 12

292 301475 301515 atccatccatccatccatccatccatccatccatccatcc atcc 10

310 361059 361124 ttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttcttttctt ttctt 13

292 287875 287899 acacacacacacacacacacacac ac 12

292 287899 287919 agagagagagagagagagag ag 10

292 440719 440784 ttattttattttattttattttattttattttattttattttattttattttattttattttatt ttatt 13

310 203764 203820 tttatttatttatttatttatttatttatttatttatttatttatttatttattta ttta 14

292 645095 645151 atttatttatttatttatttatttatttatttatttatttatttatttatttattt attt 14

292 387484 387524 aggcaggcaggcaggcaggcaggcaggcaggcaggcaggc aggc 10

292 387524 387616 aagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaagaaaga aaga 23

292 412537 412563 ctctctctctctctctctctctctct ct 13

310 406757 406777 ctctctctctctctctctct ct 10

292 337407 337431 gagagagagagagagagagagaga ga 12

292 507174 507194 agagagagagagagagagag ag 10

310 483294 483318 cacacacacacacacacacacaca ca 12

292 141524 141552 ctctctctctctctctctctctctctct ct 14

310 144527 144607 tttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttctttc tttc 20

310 365213 365233 agagagagagagagagagag ag 10

292 107277 107309 cacacacacacacacacacacacacacacaca ca 16

292 128945 128967 agagagagagagagagagagag ag 11

292 387133 387161 tctctctctctctctctctctctctctc tc 14

292 397735 397759 agagagagagagagagagagagag ag 12

292 426900 426936 ctctctctctctctctctctctctctctctctctct ct 18

292 562109 562129 ctctctctctctctctctct ct 10

292 628587 628615 ctctctctctctctctctctctctctct ct 14
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310 14578 14602 agagagagagagagagagagagag ag 12

310 34204 34248 aataaataaataaataaataaataaataaataaataaataaata aata 11

310 80302 80332 gaagaagaagaagaagaagaagaagaagaa gaa 10

310 103032 103058 ctctctctctctctctctctctctct ct 13

310 130227 130255 agagagagagagagagagagagagagag ag 14

310 158172 158192 tctctctctctctctctctc tc 10

310 161926 161950 tctctctctctctctctctctctc tc 12

310 162147 162175 gagagagagagagagagagagagagaga ga 14

310 194232 194262 agagagagagagagagagagagagagagag ag 15

310 248623 248653 agagagagagagagagagagagagagagag ag 15

310 276315 276387 tttatttatttatttatttatttatttatttatttatttatttatttatttatttatttatttatttattta ttta 18

310 277968 277988 acacacacacacacacacac ac 10

310 314115 314135 ctctctctctctctctctct ct 10

310 325683 325738 ttttattttattttattttattttattttattttattttattttattttatttta tttta 11

310 360386 360406 agagagagagagagagagag ag 10

310 431710 431754 gatagatagatagatagatagatagatagatagatagatagata gata 11

310 431764 431808 gatagatagatagatagatagatagatagatagatagatagata gata 11

310 480453 480483 tgtgtgtgtgtgtgtgtgtgtgtgtgtgtg tg 15

Supplementary Table 2: List of all microsatellites identified on the two Y-chromosome scaffolds. The positions of the 
microsatellite repeats within the red fox genome assembly vv2 are listed, with all markers found on either scaffold310 or scaffold292. 
“Repeat Sequence” contains the repetitive region identified. “Motif” indicates the repeated motif, and “Num Repeats” the number of 

perfect repeats identified in the reference genome. “Development Status” indicates the efforts taken to develop the microsatellite as a 
marker, and whether it failed. “Design Failed” indicates that the marker was excluded at the primer design phase, “Failed PCR 

Testing” denotes the marker that amplified unpredictably during initial screen (although male-specific, heterogeneity among males 
was on the order of hundreds of bp), “No Polymorphism Found” indicates that this marker was given low priority due to no detected 
variation within or among the farm and Newfoundland populations, and “Bad with M13” indicates that PCR amplification was too low 

once M13 was added. “In Panel” or “From Literature” indicates that these are the markers used for analysis. 


