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nexciflow DGE analysis pipeline -

Channel fromPath
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nexccflow DGE analysis pipeline
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nexciflow DGE analysis pipeline - Output

RNA-seq analysis of differential expression using DESeq2, pvalue cutoff 1

10 j records per page Search all columns:
From
From From
to
to to
Ad]usted

D Name Type Posltion Image logFC p-Value p-Value

ER3413 1193 hlyE protein_coding Chromeosome:1211292-1212203 (-) % -299000 6.01e-09 1.31e-08
L RER I

ER3413 2342 elaB protein_coding Chromeosome:2371605-2371910 (-) &} 283000 1.17e-08 212208
S &

ER3413_1529 gadB protein_coding Chromosome:1551074-1552474 (-) 4% -268000 8.21e-07  9.92e-05
=D}

ER3413_ 3604 yhiD protein_coding Chromosome:3624934-3625581 (-) o{&}% 267000 878e-13 3.18e-10
o

ER3413 3605 hdeB  protein_coding Chromosome:3625645-3625971 (-) of b0 241000 4.33e-13  2.35e-10
b @

ER3413 3608 gadE  protein_coding Chromosome:3628045-3628572 (+) ® -4 237000 258e-08 4.01e-08
w{d F--4

ER3413_3606 hdeA protein_coding Chromosome:3626087-3626419 (-) e{d}4 234000 6.23e-14 6.78e-11
Hd

ER3413 1026 yeccd protein_coding Chromosome:1063696-1063923 (-) d 216000 7.20e-08 9.78e-08
o{F Fd

ER3413 1528 gadC  protein_coding Chromosome:1549383-1550918 (-) ® -0 -208000 9.81e-06 9.292-04
K] b

ER3413_3603 dctR protein_coding Chromosome:3624362-3624892 (+) #_F--¢ 207000 3.12e-05 2.42e-03
- P

Showing 1 to 10 of 1,087 entries « Previous i 2 3 4 5 Next—



nexciflow DGE analysis pipeline - Output
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nexciflow

nextflow run hoelzer-lab/rnaseq

-reads 1nput.csv

-dge 1nput.dge_comparison.csv
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-cores 10
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ARTICLE

Virus- and Interferon Alpha-Induced Transcriptomes of Cells from the
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Why use a workflow management system?
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custom scripts
Others
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mir-761, miRNA
SNORD105, snoRNA
Histone3. other
SNORD47, snoRNA
MIAT _exon5_3, other
Val_TAC, tRNA
I Val_TAC tRNA
SNORA7, snoRNA I
SNORA42, snoRNA
UB, other
lle_TAT, tRNA
SNORD81, snoRNA
Gly_TCC. tRNA
let-7, miRNA
SNORDB4, snoRNA
SNORD112, snoRNA
de-neve-mirdeep2, miRNA
Metazoa SRP, other
DLEU1_2, other
mir-374, miRNA
IRE_II, other
de-novo-mirdeep2, miRNA
Val_CAC, tRNA
Val_TAC, tRNA
SNORDE6, snoRNA
shoU13, snoRNA
SNORDT77, snoRNA
DLEUZ_2, other
7SK, other
mS, rANA
Ser GCT, tRNA
SCARNAZ2, snoRNA
mir-370, miRNA
mir-154, miRNA
MEGS_2. other
MEGS_3. other
Metazoa_SRP, other
de—novo-mirdeep2, miRNA
Val_TAC, tRNA
RANase_MRP, other

de-novo-mirdeep2, miRNA

trnGigga), tRNA
| SNORD14, snoRNA

SNORAZ27, snoRNA

SNORAS7, snoRNA

Val_TAC, tRNA

Telomerase-vert, other

SCARNA7Y, snoRNA

IRE_I, other

snol2-30, snoRNA

ygg-gi-new



