Table S1: Properties of Roche-454 GS FLX sequencing runs.
[image: image1.png]Mule.deer Type of DNA Type of run Total number To.tal base Average
454 library of reads pairs length (bp)
MD 72360 cDNA quad 10,673 1,411,420  132.2
MD 80228 cDNA quad 40,900 9,108,622  222.7
MD 84709 cDNA quad 23,598 5,483,489  232.4
MD 84730 cDNA quad 47,966 10,644,588 221.9
MD 257 cDNA quad 95,997 20,262,600 211.1
MDlBonner- cDNA half plate 176,878 41,066,808 232.2
Il\)/lol;)OCT-pool cDNA normalized quad 22,419 3,604,629 160.8
MD OCT-pool cDNA half plate 44,195 8,090,938  183.1
MD OCT-pool cDNA quad 46,159 11,004,196 238.4
MD 72360 Genomic DNA quad 58,159 10,844,957 186.5
MD 84709 Genomic DNA quad 51,869 11,795,324 227.4
MD 80228 Genomic DNA quad 38,622 8,860,753  229.4
MD 84730 Genomic DNA quad 53,674 11,525,896 214.7
g’ln?piizn }iiiﬁgrAA% region 21,608 2,881,461 133.4
DSz LGS IUAVOren MO0 g3 pgstas0 ieas
g’ln?p(l)igzr'lp“l }iﬁiﬁgrAA% region 14,638 1,859,102  127.0

The run for MD OCT-pool was repeated due to a lower than expected generation of reads.




