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SGA Preqc Results : figl
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SGA Preqc Results : fig2
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SGA Preqc Results : fig3
10B_23024_ATCACG GC Bias
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16 23026 _TAGCTT GC Bias

SGA Preqc Results : fig4
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59 23028 ACTGAT GC Bias

SGA Preqc Results : figh
61 23027 _GGCTAC GC Bias
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k-mer coverage

100

SGA Preqc Results : figb
M_TubeE_23031_GAGTGG GC Bias
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