Read alignment using SOAP3

reads are mapped to both strands with no mismatch allowed

cis-NATs

map clean reads
directly to cis-NATs

trans-NATs

map clean reads

directly to trans-NATs

A

~

A

Overlapping region
counting

count the number of reads
aligned to the overlapping
reaion of cis-NATs

Whole-length
region counting

count the number of reads
aligned to the overlapping
region of cis-NATs

Overlapping region
counting
count the number of reads

aligned to the overlapping
region of trans-NATs

Whole-length
region counting
count the number of reads

aligned to the overlapping
region of trans-NATs

|

( |

h|

|
)

Fold change and
p-value calculation
between OE lines
and WT line

Fold change and
p-value calculation
between OE lines
and WT line

Fold change and
p-value calculation
between OE lines
and WT line

Fold change and
p-value calculation
between OE lines
and WT line

Additional file 14. Flowchart of small RNAs mapped to cis-NATs and

trans-NATs in Arabidopsis by SOAP3.



