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HIESHRES
HIES TS

BioF3 ME—E#E A I EZBITH R HIAX, X—RHE—17B: S8THAEFAEE. BIBRER. BA—R4EIIFREHN
RE,

HEERNE
FIAMABIAER— M SIBRERER IR, BES M NEBEN T

~/biof3-data/

—— pbmc3k/ # BAYAM module01~07 FH
—— pbmc5k-citeseq/ # B4 module07 (CITE-seq BEL/nfl) F
—— pbmcl0k-scatac/ # EAYMRN modulell (scATAC-seq ESLnffl) F

IR R EERRI S
data_root <- Sys.getenv("BIOF3_DATA DIR",

file.path(path.expand("~"), "biof3-data"))
pbmc_dir <- file.path(data_root, "pbmc3k")

BAMRNE:

# & HRETES

BIOF3_DATA DIR=/mnt/shared/biof3-data Rscript scripts/single-cell/sc03_gc_cluster_sci.R

# KH: Bt shell ECE

echo 'export BIOF3_DATA DIR=/mnt/shared/biof3-data'’ >> ~/.zshrc
M QE
#iEA

FE FRRIEE
X={n &M 10x Genomics 21#, AIMFILATEEICAR LI, scATAC HiEX—R. MESATERER:

BiESE FATERD &1 1BA

PBMC 3k 4@ 01 ~ 07, 06 BREMIZA. 07 ~35MB  10x Genomics S5—X/Rffl, BE scRNA-
EEEMA seq £4

PBMC 5k CITE- F4MRA 07 CITE-seq EL LR ~75MB  RNA + 32 PRy TotalSeq-B panel

seq

PBMC 10k scATAC  E24HRE 10 scATAC-seq E LRl ~200 peak matrix + singlecell.csv (&

v2 MB fragments)
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file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module01/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module07/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module06/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module07/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module07/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module07/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module10/index.html

BioF3 HFEIEH T BESHRES

HASEERETNEN TS, 2EEF. MRELEIRNEHE=NETIF. 2EBELHE, B TEN—RESHE,

A Bioconductor & EEAVIEIR
TEHRXEERTFEF I TREMAMEIE, RIFXINAY Bioconductor BIFiEEH :

iR ANEEe

EBYMAE 08 TCR/BCR scRepertoire (B contig list # scRep example )

EBYARE 09 T (B) 5 FE A SeuratData::stxBrain (BJ/X InstallData —,X, Zithgg
=)

bulk 02 DESeq2 /03 E& /04 v[#ift, /07 ZTH airway

N3 tt

bulk 05 LRT H[8]F3F! fission

bulk 06 #tt /R, bladderbatch + airway

—REERMA

EREMIA biof3 prepare data.R —KI%E5EHL:

1. 1E R A (#EFER = 4.3)

2. M CRAN + Bioconductor ZFFERIZARZEIMN R &

3. & PBMC 3k [ 5k [ 10k =3 ##EZ ~/biof3-data/
4. Ik SeuratData B stxBrain (Z[EJ4ER4AH)

Rscript scripts/biof3 prepare_data.R

PINSIEEIEIIE ~/biof3-data/ , EF:

BIOF3 DATA DIR=/mnt/shared/biof3-data Rscript scripts/biof3 prepare data.R

HAEE—SHERIN: KINE. TINLETIZEETH,

Z|

biof3_prepare_data.R

19 KB TH—ESHE »

R 8i5
R A D

BUAFELE (module01~07): Seurat . SeuratObject . Matrix . ggplot2 . dplyr . patchwork .

RColorBrewer

PUREE:

e module05 #i7i: slingshot . RColorBrewer . viridis

e module06 &ifl: cellchat (GitHub jinworks/cellcChat ). patchwork
e module07 CITE-seq: seurat v5 &UAE (FZI createassay50bject )

e module08 TCR/BCR: scRepertoire

e module09 ZT[8]: SeuratData . stxBrain.SeuratData
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file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module08/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/single-cell/module09/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/module02/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/module03/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/module04/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/module07/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/module07/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/module05/index.html
file:///Users/zhangdiandian/Documents/1.WorkDir/BioinfoTools/BioF3/exports/articles/bulk-rnaseq/module06/index.html
data:text/x-r-source;base64,
data:text/x-r-source;base64,

BioF3 HFEIEH T BESHRES

e module10 scATAC: sSignac . EnsDb.Hsapiens.v86 . GenomicRanges

bulk RNA-seq: DESeq2 . edgeR . limma . airway . fission . bladderbatch . sva . clusterProfiler .

org.Hs.eg.db . enrichplot . DOSE . ggrepel . pheatmap . EnhancedvVolcano . apeglm

biof3_prepare data.R RIEXLERERF., MRRBENE, REREINEENA,

BN KR EEED
TITEARETE AN, BRE:
1. Bioconductor XitE EHHTIE

BiocManager::install() ZAIAFH Bioconductor ESR, IR THRIE, IERNFoIEEHEG:

options(

repos = c(

BioCsoft = "https://bioconductor.org/packages/3.22/bioc",

BioCann = "https://bioconductor.org/packages/3.22/data/annotation",
BioCexp = "https://bioconductor.org/packages/3.22/data/experiment",
CRAN = "https://mirrors.tuna.tsinghua.edu.cn/CRAN"

) s
timeout = 600

)
install.packages("DESeqg2")

TEIXEREFE T BioC kA (3.22 3F/Z R 4.5), th2 biof3_prepare_data.R AEHNY fallback, 582 EEIFIEAIA
BiocManager YReEF

2. CellChat F~7£ CRAN / BioC
GitHub Hig3t:

# CRAN 3Kk

install.packages(c("sna", "ggnetwork", "collapse"))

# GitHub ¥ CellChat
if (!requireNamespace("devtools", quietly = TRUE)) install.packages('"devtools")

devtools::install github("jinworks/CellChat")

PUES devtools::install github EARE, M https://codeload.github.com/jinworks/CellChat/tar.gz/HEAD |
tarball &) R cMp INSTALL HAJIA,

3. SeuratData fl msigdbr BIEUIBARSS B3 1E; 850

e SeuratData::InstallData("stxBrain") %] 136 MB, M AWS #i, FJEEIE

e msigdbr 26.X f2M Zenodo HiFiE, ENEEFEE . R bulk03 FFE MSigDB, IGATI%A clusterProfiler H
HH GO/KEGG EE e

BREMER
B EREAER, — P RBNSSIREORHE:
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BioF3 HFKIEDT RS MRES

~/biof3-data/ # BIE (MIAHR)
—— pbmc3k/
—— pbmc5k-citeseq/

L—— pbmcl0k-scatac/

~/BioF3/ # 1 (git clone THEEIETHIZ)
—— scripts/

| b— biof3_prepare data.R
| —— single-cell/

| \ I— sc01_data_sci.R
| | — ...

| —— bulk-rnaseq/

|

|

ulk02 deseq2 sci.R
\ —— bulk02_ deseq2_sci
\ — ...

I—— static/scripts/ # F scripts/ WA, HTHER

~/R/x86_64-apple-darwin20/4.3/ # R BF (BshER)
—— seurat/
—— DESeqg2/

‘— LR
HERBZNNBEREZTED T, BEERE / RIEHERE.

w W aE
Q: WA—EETHE—HHIE

A: 8 ~/biof3-data/ BEREEEE. MWAELA file.exists() WNEFETE; WRMRRTEZ. MTERE, Ef
SEMT.

Q: HMEFE, ETEICHREREIERR

>

DA, IBSNEERIRREY BIor3 paTa DIR A, BIRNESEEEK.
Q: BT ERMW, ETHAETT

A: biof3 prepare_data.R BE—EEHA trycatch BF, KMWSITEH warning (BEXsHlE, KeRERREMLE
eSS

ZERIR

e 10x Genomics FUEAO
e Bioconductor £51&5!

o &% TUNA CRAN $&f%
e SeuratData £l

2

HBXERELRS [£EEF3]

REXERBAR, 2EEMERFRMAIR,
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https://www.10xgenomics.com/datasets
https://bioconductor.org/about/mirrors/
https://mirrors.tuna.tsinghua.edu.cn/CRAN/
https://github.com/satijalab/seurat-data
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