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Supplementary Figure S4A.
Distribution of product sizes
measured by Bioanalyzer in
size selection; full size range.
The selected size limits are

the single-end libraries of
short capped RNAs, before

2000 7000 indicated by red dashed lines.
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range. The selected size limits
are indicated by red dashed

lines.
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Supplementary Figure S4C. Distribution of product sizes measured by Bioanalyzer after size selection
of the pooled 18-mix single-end library of short capped RNAs, together with the distribution for each
library separately before pooling and size selection. The selected size limits are indicated by red dashed
lines. (top) full size range; (bottom) selected size range.



