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Classification of Raw Reads (0d)

Only Adaptor (45422, 0.63%)
[ Containing N (126, 0.00%)
Low Quality (5055, 0.07%)
[ Clean Reads (7113843, 99.29%)

Classification of Raw Reads (6h)

Only Adaptor (48469, 0.66%)
B Containing N (146, 0.00%)

Low Quality (5219, 0.07%)
[l Clean Reads (7271861, 99.27%)

Classification of Raw Reads (1d)

Only Adaptor (42483, 0.56%)
I Containing N (167, 0.00%)

Low Quality (5555, 0.07%)
Il Clean Reads (7515414, 99.36%)

Classification of Raw Reads (3d)

Only Adaptor (43455, 0.60%)

Containing N (29, 0.00%)

Low Quality (5421, 0.08%)
-Clean Reads (7163347, 99.32%)

Additional file 2. Saturation evaluation of different gene expression (A) and output of clean reads (B).



