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Roteiro de analise

1. StringTie (quantificacdao da transcricao)
2. Obter arquivo de contagem das leituras mapeadas por Gene



Introducao

Controle (ex. nao tratado)

/

.| GENEA | [ GENEB | |

\

|

Reads (leituras)

Contagem
das reads

Desafio (ex. tratado com droga)

mapeadas
Genoma de -
| referéncia
v v
Controle Desafio
Gene A 2 4
Gene B 4 1




Renomear arquivos mapped.bam no Galaxy
(saida do software RNA STAR)
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James Taylor (1979-2020) believed that scientific progress can best be
sustained through the mentoring of students and junior faculty.
To ensure implementation of this vision, the Galaxy community has established a
foundation—JXTX: The James P. Taylor Foundation for Open Science. The JXTX
Foundation's mission is to (1) assist graduate students to participate in computational

biology and data science conferences, and (2) erganize and host mentering sessions
between senior and junior faculty members at high-profile meetings.

James
P. Taylor
Foundation

Design by Rebekka Paisner

To make this happen we are accepting contributions. Mare details can be found on the
@jxtx page in the Galaxy Hub. Please, help us continue what James has started.

Donate Now

O want to leam the best practices for the analysis of SARS-CoV-2 data using Galaxy? Visit the Galaxy SARS-CoV-2 portal at covid19.galaxyproject.org
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The Galaxy Team is a part of the Center for Comparative Genomics and Bicinformatics at This instance of Galaxy is utilizing infrastructure generously previded by CyVerse at the
Penn State, the Department of Biology at Johns Hopkins University and the Texas Advanced Computing Center, with support from the National Science Foundation.
Computational Biclogy Program at Oregon Health & Science University.

https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b511acdcc987ab096
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124: RNA STAR on data @ &%

106, data 105, and other
s: mapped.bam

123: RNA STAR on data @ & X
106, data 105, and other
s: splice junctions.bed

122:RNASTARondata @ & X
106, data 105, and other
s: log

121: RNA STAR on data @ & X
106, data 105, and other
s: mapped.bam

120: RNASTARondata @ & X
106, data 105, and other
s: splice junctions.bed

119: RNA STAR on data @ & X
106, data 105, and other
s: log

118:RNASTARondata @ & X
106, data 105, and other
s: mapped.bam

117: RNA STAR on data @ & X
106, data 105, and other
s: splice junctions.bed

116: RNASTAR ondata @ & X
106, data 105, and other
s: log




Arquivo .bam no Galaxy
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StringTie — Via Galaxy
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Filter mapped reads on MD tag string

Convert gffCompare annotated GTF to
BED for StringTie results

Search ChEMBL database for compounds
which are similar to a SMILES string
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@ usegalaxy.org/?tool_id=toolshed.g2.bx.psu.edu%2Frepos%2Fiuc%2Fstringtie%2Fstringtie%2F2.2.1%2Bgalaxy0&version=2.2.1%20galaxy0
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# StringTie transcript assembly and quantification (Galaxy Version 2.2.1+galaxy®) o & v

Tool Parameters
Input options

Short reads -
Input short mapped reads *

D& o

200: RNA STAR on data 3, data 2, and others: mapped.bam
196: RMA STAR on data 3, data 2, and others: mapped.bam
192: RNA STAR on data 3, data 2, and others: mapped.bam
188: RNA STAR on data 3, data 2, and others: mapped.bam
184: RNA STAR on data 3, data 2, and others: mapped.bam
18@: RNA STAR on data 3, data 2, and others: mapped.bam
176: RNA STAR on data 3, data 2, and others: mapped.bam

172: RNA STAR on data 3, data 2, and others: mapped.bam

168: RMA STAR on data 3, data 2, and others: mapped.bam
164: RNA STAR on data 3, data 2, and others: mapped.bam
16@: RNA STAR on data 3, data 2, and others: mapped.bam
156: RNA STAR on data 3, data 2, and others: mapped.bam

Arquivos mapped.bam

;h This is a batch mode input field. Separate jobs will be triggered for each dataset selection.

Input BAM/SAM/CRAM file containing the short reads you want to assemble into transcripts
Specify strand information *
Fita “reverse” v

Select 'Forward (FR)' . you.
below for more information. Default: Unstranded

Reverse (RF)

o e d liDrary, ‘Reverse (RF) if your reads are from a reverse-stranded library, or ‘Unstranded' if your reads are not from a stranded library. See Help section

Use a reference file to guide assembly?

Use reference GTF/GFF3

Use reference GTF -

Use the reference annotation file (in @i+ or G5 rormar) 10 guiage tne assemoly process. The output will include expressed reference transcripts as well as any novel transcripts that are assembled. This option is
recuired by option -e (Use Reference transcripts only), see below. (-G)

Reference file

Use a file from history

Use a file from history -

GIE/GEES datacat tn muida

History + =

search dataseis

SRT-Aluno

B 242GB
ar

a 2, and others: reads per gen
e

196 : RNA STAR on data 3, dat
a 2, and others: mapped.bam

195 : RNA STAR on data 3, dat
a 2, and others: splice junction
sbed

194 : RNA STAR on data 3, dat
a 2, and others: log

193 : RNA STAR on data 3, dat
a 2, and others: reads per gen
e

192 : RNA STAR on data 3, dat
a 2, and others: mapped.bam

191: RNA STAR on data 3, dat
a 2, and others: splice junction
s.bed

198 : RNA STAR on data 3, dat
a 2, and others: log

189 : RNA STAR on data 3, dat
a 2, and others: reads per gen
e

-

-

community and Galaxy developers. Please help us out by completing a very short survey so




StringTie — Via Galaxy
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! The US Galaxy Team is exploring the possibility of hesting user-focused US-centric Galaxy meetings for the presentation of new research use Galaxy, building relationships, and facilitating communication between the user community and Galaxy developers. Please help us out by completing a very short survey so

that we can gauge interest.

Tools 2
# StringTie transcript assembly and quantification (Galaxy Version 2.2.1+galaxy®) W o v
. ¢ x
strin v GTF/GFF3 dataset to guide assembly ~

D & o

2. Upload Data 3: trichophyton_rubrum_cbs_118892_2 transcripts.gtf A rq uivo. gtf

@ Show Sections .
Use Reference transcripts only?

@ ves
Limit the prot
transcripts (novel transcripts)

StringTie merge transcripts

pference transcripts given with the -G option. With this option, read bundles with no reference
given set of reference transcripts is limited to a set of target genes, for example. Default: No (-e)

StringTie transcript assembly and

Apenas transcritos conhecidos

quantification

Filter mapped reads on MD tag string i i i i
Qutput files for differential expression?

Saida para o software DESeq2 -

Select to output additional files tnat can e USea witn Baugown of UESEC/eager. See Help Section Delow for more information

Convert gffCompare annotated GTF to

BED for SiringTie resutts DESeq2/edgeR/imma-voom

Search ChEMBL database for compounds

which are similar to a SMILES string
Specify the average read length *
WORKFLOWS

AL workflows =
Default: 75 (—length)
Cluster overlapping genes
@) Mo
Choose whether to cluster genes with different gene IDs that overlap. Transcripts containing the genelD prefix will be ignored. Default: No (—cluster)

Prefix used for transcripts - °Pticn=

If a different prefix was used for genelDs assigned by StringTie than the default, specify it here, Only letters and numbers will be retained in this field. Default: MSTRG (--string)

Prefix for clustering - options

If clustering, what prefix to use for geneIDs assigned by this script. Only letters and numbers will be retained in this field. Default: prepG (—key)

Output coverage file?

@) Mo

If StringTie is run with this optien (requires -GJ, it returns a file with all the transcripts in the reference annotation that are fully covered, end to end, by reads. The output format is a GTF file as described below.
Each line of the GTF corresponds to a gene or transcript in the reference annotation. (-C)

Advanced Options @
javascriptvoid(0)

History + = -

search dataseis

SRT-Aluno

B 242GB
ar

a 2, and others: reads per gen
e

196 : RNA STAR on data 3, dat
a 2, and others: mapped.bam

195 : RNA STAR on data 3, dat
a 2, and others: splice junction
sbed

194 : RNA STAR on data 3, dat
a 2, and others: log

193 : RNA STAR on data 3, dat
a 2, and others: reads per gen
e

192 : RNA STAR on data 3, dat
a 2, and others: mapped.bam

191: RNA STAR on data 3, dat
a 2, and others: splice junction
s.bed

198 : RNA STAR on data 3, dat
a 2, and others: log

189 : RNA STAR on data 3, dat
a 2, and others: reads per gen
e




Exemplo de Resultado StringTie (Gene counts

Column 1 Column 2

gene_id RMNA_STAR_on_data_3_ data_2_ and_others__mapped_bam

TERG_00882 6030

TERG_88063 17457 Identificador do Gene
TERG_60084 U’

TERG_00688 | | 23418

TERG_88889 4228

TERG_00010 92

TERG_00811 1191

TERG_80812 12182

TERG_88813 1687

TERG_ 00814 176

TERG_80015 8428

TERG_80816 1486

TERG_80817 8658 Quantidade de reads
TERG_ 00015 2963 mapeadas no Gene
TERG_80819 5389

TERG_00020 13537

TERG_80021 9995




