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Roteiro de analise

1. StringTie (quantificacdao da transcricao)
2. Obter arquivo de contagem das leituras mapeadas por Gene
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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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Edit dataset attributes
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Arquivo .bam no Galaxy
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StringTie — Via Galaxy
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Exemplo de Resultado StringTie (Gene counts)

gene_id Oh_lI_RNA_STAR_on_data_106_ data_105__and_others__mapped_bam

TERG_00002 1248

TERG_00003 1406

TERG_00004 2301

TERG_00008 1189

TERG_00009 589

TERG_00010 58 Identificador do Gene
TERG_00011 101

TERG_00012 1 1052

TERG_00013 161

TERG_00014 37 !

T a0 Quantidade de reads
TERG 00016 161 mapeadas no Gene
TERG_00017 1871

TERG_00018 323

TERG_00019 845

TERG_00020 1097




