Supplementary Material

Table S1. SNP Pruning
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Table S2. Read Mapping Statistics
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Blacklip (BL), Greenlip (GL) and Hybrid (HY) abalone sequence reads were each mapped to the greenlip abalone genome reference assembly. For each sequence dataset, the total number of trimmed reads is shown, along with the percentage successfully mapped. The mate pair architecture of library construction was exploited to determine the percentage of reads that mapped with their mate pair in the correct orientation and spacing. The last metric provided reflects the number of reads with a mate pair mapped to a different contig.
[bookmark: _GoBack]
image1.emf
QC Dataset Dataset Comments

SNP Animals

Raw Data 384 213 All data

After Step1 205 213 Excluded SNP with call rate < 90%

After Step2 117 213 Excluded 88 monomorphic SNP

After Step3 105 213 Excluded 12 SNP with all heterozygous calls

After Step4 105 191 Excluded 22 animals with call rate < 90%
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Dataset Total Reads Mapped Mate-Pair Mate on

Mapped Different Contig

BL 169,354,627 97.2% 82.5% 10.6%

GL 176,334,782 98.1% 86.0% 9.0%

HY 170,329,270 97.7% 84.7% 9.3%


