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Suggestion:

- Per sample total reads >3 M or median total reads across the samples 6M
- a few drop offs don’t matter
- How to make sure that the reads are of normal quality for these samples:
- trim reads to 36 bp if you have sequenced more
- remove adaptors
- 3 bp minimum overlap, 10% error rate, keep reads of length 14-36 bp
- map to human mature miRNA sequences; about 2.5-5% should map, aim for >=100 000
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