
rnaseq_denovo_assembly.py

Step per reasdet 

File

Input/output

Step on multiple 
reasets/samples

Alternative entry

Step dependency

1
Picard Sam

to Fastq

2
Trimmomatic

3
Merge

trimmomatic
Stats

4
Insilico read

normalization
readsets

.bam .fastq

5
Insilico read

normalization
all

6
Trinity

8
Blastx trinity

uniprot

9
Blastx trinity

uniprot merge

10
Transdecoder

11
Hmmer

12
Rnammer

transcriptome

13
Blastp

transdecoder
uniprot

14
Signalp

15
Tmhmm

16
Trinotate

17
Align and
estimate

abundance
prep reference

18
Align and 
estimate

abundance

19
Gq seq utils
exploratory

analysis
rnaseq denovo

20
differential
expression

21
filter annotated

components

22
Gq seq utils
exploratory

analysis rnaseq
denovo
filtered

23
differential
expression

filtered

7
Exonerate
fastasplit


