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B BRI HFRIA

[RIGEIREFE BMEARR QC RS FastQC. MultiQC
LEIRISEERA BIHFA BAM STAR. HISAT2
ERSERTES counts ZEf% B¢ TPM ZEf% featureCounts, Salmon. kallisto
HAEERE PCA B, #AREXM4 DESeq2. edgeR. limma
ESRIEKDMT ERERRE DESeq2. edgeR. limma-voom
IEEES GO. KEGG. GSEA & clusterProfiler, fgsea

HERRAT ®ig. B, BER R Markdown, Quarto

"EEST + featureCounts" F "Salmon/kallisto ELEXT" BFKE K%, &L BAM, ot R e kLF: BE
BRI, BEGHITEZRAERE, BER. MERY., IMBENRRXOEREENERRKRIX, F Salmon 2EF&5F
BUIESE,

ERIAEK
7E BioF3 WAIF ERMAER TEREAS, RERXH, HEARAPIERE:

FirER I8 BITHIE
iz FastQC. MultiQC bash
i) STAR. HISAT2 bash
LN EE Salmon. tximport bash + R
ESOMN DESeq2. edgeR. limma-voom R
EEOH clusterProfiler, fgsea R
AL ggplot2. ComplexHeatmap. EnhancedVolcano R

Hih TR (Kallisto, RSEM. StringTie. pheatmap %) #MESEEN, EXEASRBESAS I BRFNNEEITA,
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Pasilla (548 RNA-seq) 7 R BINEEDHHIF, Bioconductor EAFEl pasilla pasilla
BEET

airway (AR LR, 4 XJ88 + 4 8 MEZN DESeq2 B A #IEEIE, ) glucocorticoid 4hE airway

LQh1E)

GTEx F& AlIEFE ZHEA | DRG] T—HFHR GTEx

Recount3 IiH Fix— FAMBIFEY counts 5BFE, BT EERS Recount3
SRP

BT EURSEE R BE—TEMEEIER, NEETH FASTQ, EEEEHIEANI], GTEX ] Recount3 Mt m 2 ELHEAR
= EBMFA—LER,

&/ )\ AT BRI 7

THERERABMELE DESeq2 RIBE—MEFERER—HAET 20 17, BIEME LE airway AHEIESE. EEHE
RStudio £, RIFEIFIAER:

# —REZREE (MRERER)
if (!requireNamespace('"BiocManager", quietly = TRUE)) install.packages("BiocManager")

BiocManager: :install(c("DESeg2", "airway"))

library(DESeq2)

library(airway)

# MERBIEEE: 8 THEER x ~64000 TEREM counts #BBF

data(airway)
se <- airway

se$dex <- relevel(se$dex, ref = "untrt")

# M2 DESeq NWRHMEIER
dds <- DESegDataSet(se, design = ~ cell + dex)

dds <- DESeq(dds)

# IRENESRERA (trt vs untrt)
res <- results(dds, contrast = c("dex", "trt", "untrt"))

summary (res)

# E—TREEN/LTEE
head(res[order(res$padj), 1)

TITZRE summary(res) = SEIFFRLETRAEREZ DD head(res[order(res$padj), 1) 25 HITRIE P EHEILD
BEHE, EBXJUTIEE, EXMANE bulk RNA-seq %#éj‘ffﬁ%?‘ffﬁﬂ-l-/ATo

BEXMBLEXBREZMES: H4AZ, BEZEIAINES; EE2LSBZERELERTRE., XtUERE/LMERBRFHN
ES
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https://bioconductor.org/packages/pasilla/
https://bioconductor.org/packages/airway/
https://gtexportal.org/
https://rna.recount.bio/
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SHRIMEENAE. B—HNEFONEREN buk BESE, ELEIRMARLHRAENEERRERSME LFEIR,
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=X 1: AMER DRI
ERERIIR + TBER, EOEE: PCAHAEREMN QC B, EXSH. XBERNKREDHE. RLE—7 padj HF
B csv A e 1FE, NABFHMLERRES. MLERiD% noise,
=X 2: 7E PCAHIZHRER
PCA B"NFME + R ES/E"NEMIEE. PC1 A H = HEBMNI (HE design #7); ETMHEFTERHEMEF
R = ZERTABEREE. XMESTRR, BERNEFERIDERR.
%X 3: 1€ |LFC| > 1 Hp4EYZ R EMEIRE

|1og2rc| > 1 Bl fold change > 2 &, BT EEETEAHNEESXRERE: BREATFRE 1.5 HFrEMEASE, AR
FMER 10 FRATEREX., KEECHENEEASH, BiEEE.
ZX 4: BEREGRAE top 5B

GO [ KEGG BRI T5EH, RE top 5 BHWAR term ("MHIIGIE" / "IEMIFIZMAIETE" | "HIEE A" BEAEE—4
%) 1%S. A cnetplot [ emapplot {E@IEM AL, FEIERNLMIAIIEIR,
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file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/basics/programming-basics/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/basics/r-ggplot2/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/basics/public-databases/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module01/index.html
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=X 5: RRATAFHIRE

DESeq?2 [ clusterProfiler / Salmon #&F—8, SARENSREEZRIME. AREERATIEEERERA—HHMAM, A
renv 3 conda env.yaml fikRZAN, 08 ESEF.
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e |limma B Fit
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https://bioconductor.org/packages/release/bioc/vignettes/DESeq2/inst/doc/DESeq2.html
https://bioconductor.org/packages/release/bioc/vignettes/edgeR/inst/doc/edgeRUsersGuide.pdf
https://bioconductor.org/packages/release/bioc/vignettes/limma/inst/doc/usersguide.pdf
https://bioconductor.org/packages/release/workflows/vignettes/rnaseqGene/inst/doc/rnaseqGene.html
https://rna.recount.bio/
https://gtexportal.org/
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