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1. Adjusted data: GA2x vs. subsampled HiSeq.



KIRC/P GA2x vs HiSeq, subsample 5, 738 miRNAs
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KIRC/P GA2x vs HiSeq, subsample 2, 735 miRNAs
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KIRC/P GA2x vs HiSeq, subsample 1, 735 miRNAs
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KIRC/P GA2x vs HiSeq, subsample 1, 735 miRNAs
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KIRC/P GA2x vs HiSeq, subsample 5, 35 miRNAs

Differential abundance analysis, edgeR v1.5.1
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2. Original data: GA2x vs. non-subsampled HiSeq
GC content of miRNAs



Differential abundance between HiSeq and GA2x
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GC content of differentially abundant miRNA mature|star strands

GC content of 1733 mature or star strands (v17,blue) and 939 primary transcripts (v15, green)
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