Additional file 12: Flow chart to identify the phased siRNAs and
their target transcripts

1. Obtain all miRNAs with length of 22 nt
sRNAome from sRNAome data and their target
data transcripts from degradome data.

2. Predict all 21 nt standard phased
siRNAs generated from the cleavage
site of target transcripts to 3’ end of
targets one by one.

Degradome 3. Check the expression level and target
transcripts of phased siRNAs from

sRNAome and degradome data.
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