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Roteiro de analise

1. DESeq2 (normalizacao e calculo da expressao diferencial)
a) tratamento vs. controle

2. Obter os resultados:
a) PCA
b) Distancia entre amostras
c) Histograma de p valor
d) Genes significativamente DE
e) Tabelas de genes significativamente DE
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DESeq2 — Via Galaxy
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! The US Galaxy Team is exploring the possibility of hosting 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
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DESeq2 — Via Galaxy (cont.)
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Exemplo de Resultado DESeq2 (PCA)

PC2: 3% variance
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Exemplo de Resultado DESeq2 (Distancia entre amostras)

Sample-to—sample distances
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Exemplo de Resultado DESeq2 (Histograma de p valor)

Histogram of p-values for effects_drug_srt_3h: 3hXsrt vs 3hXsab
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Exemplo de Resultado DESeq2 (DEG)

log fold change

MA-plot for effects_drug_srt_3h: 3hXsrt vs 3hXsab
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Exemplo de Resultado DESeq2 (Tabelas DEG)
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Sobre as colunas da tabela de resultados DESeq2

Coluna | Descrigao

1
2

N o o b

GenelD = Identificador do gene
Base mean = média das contagens normalizadas tomadas em todas as amostras

log2(FC) = mudanca log2 vezes entre os grupos. Por exemplo, valor 2 significa que a expressao
aumentou 4 vezes

stdErr = erro padrao da estimativa log2FoldChange
Wald-Stats = estatistica de Wald
P-value = valor p do teste de Wald

P-adj = valor p ajustado de Benjamini-Hochberg (Taxa de Falsas Descobertas - FDR)



Download dos resultados
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deseq v TERG_84%37 60894.141693394 5.41644203570673 0.11875930203549% 48.9028184194476
TERG_04952 430607.920123861 6.77874544654291 0.1486396166163% 48.1994622021029
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TERG_07830 5571.12234852747 5.41472369206662 8.13191948262864 41.8456974602223
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TERG_08641 85730.1696660066 5.36264676416039 6.10483538869763564% 51.54464652626868
DESeq2 Determines differentially
TERG_88751 365274.12353951 5.73514717500478 0.132353851585295 43.3319250351385
expressed features from count tables
Annotate DESeq2/DEXSeq output tables TERG_@1752 44707.7653042M12 8.8121275714711 8.223592974143738 35.8335390953035
AP A E S EUR R TERG_91543 60686.2721653453 5.3320312578694 9.150476948563839 35.4342064408181
differential expression tool outputs
TERG_84083 6890.65630736244 2.91161851618983 £.0848161525935421 34.3284908258232
WORKFLOWS
P ra— TERG_@1113 26952.2952467852 2.86914318885371 0.0864529654205205 33.41867087650856
TERG_00O018 1655.6099033574 4.72543076219962 0.149916619097384 31.5203930734993
TERG_04950 6450.53043574702 3.58323535061473 0.117273236366135 308.5545874827549
TERG_88195 19002.08680689922 3.69318885983612 8.122213626976518 30.2354646408131
TERG_96347 17168.6355489803 4.48379855177771 0.152912977632212 29.32250075615445
TERG_@7465 75956.96227185147 3.87391301808623 @136116647111639 28.4598297168574
TERG_Q6779 34133.8522493733 3.8291794740426 ©.135431693876213 28.273638343741
TERG_83829 7069.581079206%4 4.81372839755162 0.170565%75091292 282220905721388
TERG_01460 21884.3356667712 3.43362326481343 0.126808029197375 27.0773332457445
TERG_01572 7243.0420514299 2.8916571323994 0.187088226299974 27.8825681842669
TERG_G7556 3066.9462196156 3.20722828371639 0.121892416038572 26.4557898524932
TERG_11731 56706.2477779122 3.18988394777939 8.116994821083347 26.13461539393033
TERG_04953 15811.3948196924 2.59515000635616 8.108808712322913 25.7433107376008
TERG_08283 916.681767157463 4.38426516473097 0.169986076376613 25.32230958649879
TERG_@6781 12816.911199228 3.3600427191289 8.133597144934813 25.1585576264296
TERG_12238 2199.67961004117 3.803622773959201 0.121071214467627 25.0780315776434
TERG 87094 6248.88829132656 2.79152631652153 8.113825766190292 24.6981410576917
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