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ikra RNAseq pipeline

Experimental matrix

fasterg-dmup

Download SRR mode

fastq mode fastq files
from SRR id

fastQC

MultioC

Quality control
on raw sequences

fastqe.html Aggregate multige_report_raw_reads.html

fastq files Qc reports

A 4

Trim Galore!

Automated quality
and adaptor trimming

A 4 fastQc
fastq files Quality control fastqc.htmi
on raw sequences
h J
salmon
Wicked-fast
Transcript quantification
Y
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MultiQC
guant.sf salmon log Aggregate ltiqe_report.htmi
QC reports .
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tximport
Aggregate

salmon outputs
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output.tsv designtable.csv

y

Downstream analysis
IDEP, DESeq2, clusterProfiler etc...
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Pull requests Issues Marketplace Explore

.| yyoshiaki / ikra wsponsor  Ounwatch~ 10 Kunstar 12 YFork 10
<> Code Issues 6 Pull requests 0 Actions Projects 1 Wiki Security Insights
RNAseq pipeline centered on Salmon https://doi.org/10.5281/zenodo.3352572 5 Eﬂ %;é I: 0)
salmon  illumina  ion  gencode transcript
GitHub OFE+
® 281 commits ¥ 3 branches (1 0 packages 4 releases 427 contributors Mt
o

Branch: master v New pull request Create new file  Upload files  Find file [NEELIRTELT AL ES

£ yyoshiaki Update README.md Latest commit cboedss on 24 Sep

® github funding 6 months ago
W .ipynb_checkpoints Merge branch ‘master into trimglore 10 months ago
| adapters trimmomatic activate ast year
i cwl_tools cwl 9 months ago
™ img Add files via upload 5 months ago
| legacy wget for mac & move MakeCountTable_lllumina_SRR.sh to legacy 9 months ago
i test version, EOF quote 6 months ago

.DS_Store tximport_R.R autoremove 7 months ago

Rhistory test 10 months ago
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