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Figure S2

A M.musculus - normal sequencing - replicate 1
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Figure S3

A H.sapiens - normal sequencing - replicate 1 B H.sapiens - adaptive sampling - replicate 1
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Figure S5
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Figure S6

H.sapiens - normal sequencing - depletion chr 11
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Figure S7
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A H.sapiens - normal sequencing - depletion chr 11 B H.sapiens - adaptive sampling - depletion chr 11
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Figure S8
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Figure S9
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Figure S10

A H.sapiens - end reason - depletion chr 11 D ANOVA: F-value=5.80654997417826 and Pr(>F)=0.00307121291774031
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Figure S11

A depletion chr 11 m nonparalog = paralog B enrichment chr 11 m nonparalog = paralog
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