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filterl

1.remove known annotated mRNAs;
2.remove transcripts with potential
coding ability;

filter2

1.remove transcripts <200bp;
2.remove transcript read
coverage <3

check

1.transcripts length >200bp;

2.transcript read coverage >3;

3.transcript exon number >=1;

4 known annotated IncRNAs information;
5.blast sequences with non-IncRNAs;
6.predict the coding potential



