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HIBTF—Xhobe—hrvy 724 <
GDCT — A R—XAZBRL THRT — K=K A

library(TCGADbiolinks)
library(SummarizedExperiment)

#E2GDC/OY U ~HHER
getGDCprojects()

# “TCGA-UVM”(Nevi and Melanomas) % 3& ' 7 — % DIBFEXCEGI#1 % # 52 = 807
getProjectSummary("TCGA-UVM")

T—RXEIRRT
# GDCqueryBI# T“Transcriptome Profiling” 238 E L. %N T3T7—42R3 = getPrOJectSummary()
query <- GDCquery(project = "TCGA-UVM", * GDCquery()

data.category = "Transcriptome Profiling")

output_query <-getResults(query)
head(output_query,20)

# BB 7 T Y OYERK. GDCqueryBd#L T, datatypeZfEE L TI HIZHK 5.
guery <- GDCquery(project = "TCGA-UVM",

data.category = "Transcriptome Profiling",

data.type = "Gene Expression Quantification")

output_query <-getResults(query)
head(output_query,20)

https.//www.icrweb.jp/



# GDCqueryB3% C“Transcriptome Profiling” 8 %E L .

SUS BT KD

> # GDCquervf# T “"Transcriptome Profiling”#IETFL. iZLT3T -ARS

— -

> query <- GDCquery(project = "TCGA-UVM",

+ data.category = "Transcriptome Profiling")

Genome of reference: hg38

000 Project: TCGA-UVM

000 Checking if there are duplicated cases

Warning: There are more than one file for the same case.

000 Checking if there are results for the query

Please verify query result$

httDSZ//WWW.iCI’Gng.iD/
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GDCT — A R—XAZBRL THRT — K=K A

library(TCGADbiolinks)
library(SummarizedExperiment)

#E2GDC/OY U ~HHER
getGDCprojects()

# “TCGA-UVM”(Nevi and Melanomas) % 3& ' 7 — % DIBFEXCEGI#1 % # 52 = 807
getProjectSummary("TCGA-UVM")

T —RERRY
# GDCqueryBI£U CT“Transcriptome Profiling” #18FE L. XU T 5T —X B3 = getPrOJectSummary()
query <- GDCquery(project = "TCGA-UVM", * GDCquery()

data.category = "Transcriptome Profiling")

output_query <-getResults(query)
head(output_query,20)

# BB 7 T Y OYERK. GDCqueryBd#L T, datatypeZfEE L TI HIZHK 5.
guery <- GDCquery(project = "TCGA-UVM",

data.category = "Transcriptome Profiling",

data.type = "Gene Expression Quantification")

output_query <-getResults(query)
head(output_query,20)

https.//www.icrweb.jp/
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# GDCqueryB3% C“Transcriptome Profiling” 8 %E L .

output query <-getResults(query)
head (output_query, 20)

id data_format

e3224205-Ta8c—-4de2-983c-ac2e9%b592e6l
99cele%b-blc8-4adf-8529-3930¢68fagfe9
Odaede84-5a80-406c-8bf2-225df4flld7c
4b4d4a58-ed2b-4d95-b89%c-6dd1l725414al
B8ac53ffe-f9c8-4fle-aco9d-2aed82d5cT
152fdff5-c442-4384-al%a-8ccbel24as
2373ded8-d9%8b-4cc3-aSee-a8da3bbdel
fcOfe5f2-4d8c-4dcc-85¢c7-010e7e3e04
665251cY9-f45f-4c4f-ad2a-adfc7el7chy
ed79c017-e771-4455-89%cb-1bbfb8aSdy
ab9%7¢62el-dc39%-4dca-9262-ele3cffSb§
d3791987-53b8~-444e-97c2-bc77£51613
1d970£75-011a-4fc6-alSl-lade2elled
a75a4d%a-266e-4a0b-835a-6£f4%a25a8¢
0747c448-d280-40bd-ab2a-08a6daasfy
eblbalfe-22eb-48b8-b51f-6£2640ckd
f84b24e5-751f-4bl7-acdd-74b0468440

acCcess

SUS BT KD

cases

ISV TCGA-V4-A9ES-01A-11R-A405-07
TSV TCGA-V4-ASES-01A-11R-A405-07
ISV TCGA-V4-ASEF-01A-21R-A405-07
TXT TCGA-V4-ASEF-01A-21R-A40B-13

Splice Junction
Gene Expression
Splice Junction

Isoform Expression
Isoform Expression

miRNA Expression
Isoform Expression

Splice Junction

miRNA Expression
Isoform Expression
miRNA Expression
miRNA Expression

Gene Expression
Splice Junction

Isoform Expression
Isoform Expression

Gene Expression
Splice Junction
Splice Junction

miRNA Expression

20 2018-09- 06T20 < i & 37 991443 05: 00 50363092 20b0-4b7e

data_type
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification

state experims
released
released
released
released
released
released
released
released
released
released
released
released
released
released
released
released
released
released
released
r & 1 BtesT Avalv.icrweb.jp/
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GDCT — A R—XAZBRL THRT — K=K A

library(TCGADbiolinks)
library(SummarizedExperiment)

#E2GDC/OY U ~HHER
getGDCprojects()

# “TCGA-UVM”(Nevi and Melanomas) % 3& ' 7 — % DIBFEXCEGI#1 % # 52 = 807
getProjectSummary("TCGA-UVM")

T —RERRY
# GDCqueryBI£U CT“Transcriptome Profiling” #18FE L. XU T 5T —X B3 = getPrOJectSummary()
query <- GDCquery(project = "TCGA-UVM", * GDCquery()

data.category = "Transcriptome Profiling")

output_query <-getResults(query)
head(output_query,20)

# MBI Y OERK. GDCqueryBd#I T, data.typeZIETE L TI H I S.
query <- GDCquery(project = "TCGA-UVM",

data.category = "Transcriptome Profiling",

data.type = "Gene Expression Quantification")

output_query <-getResults(query)
head(output_query,20)

https.//www.icrweb.jp/



# ERASHY7E 7 T Y OFERK. GDCqueryBIZL T, datatype=fEE L T HITR S.

> # WMIRGVIDIVOIER. GDCquervRi#IT. data.typeZ i ELTESCHD.
> query <- GDCquery(project = "TCGA-UVM",

+ data.category = "Transcriptome Profiling",

- data.type = "Gene Expression Quantification®)

o0 GDCquery: Searching in GDC database

Genome of reference: hg38

000 Checking if there are duplicated cases
000 Checking if there are results for the query

https://www.icg\SN%b.ip/
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GDCT — A R—XAZBRL THRT — K=K A

library(TCGADbiolinks)
library(SummarizedExperiment)

#E2GDC/OY U ~HHER
getGDCprojects()

# “TCGA-UVM”(Nevi and Melanomas) % 3& ' 7 — % DIBFEXCEGI#1 % # 52 = 807
getProjectSummary("TCGA-UVM")

T —RERRY
# GDCqueryBI£U CT“Transcriptome Profiling” #18FE L. XU T 5T —X B3 = getPrOJectSummary()
query <- GDCquery(project = "TCGA-UVM", * GDCquery()

data.category = "Transcriptome Profiling")

output_query <-getResults(query)
head(output_query,20)

# BB 7 T Y OYERK. GDCqueryBd#L T, datatypeZfEE L TI HIZHK 5.
guery <- GDCquery(project = "TCGA-UVM",

data.category = "Transcriptome Profiling",

data.type = "Gene Expression Quantification")

output_query <-getResults(query)
head(output_query,20)

https.//www.icrweb.jp/
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Gene expression7= | T ITH - 7= 356

output_ query <-getResults(query)
head (output_query, 20)

id data_format

99cele%b-blc8-4adf-8529-393068fa8fé69
1d970£75-011a-4fc6-alS51l-lade2e016c35
f84b24e5-751f-4bl7-a6dd-74b046844d0d
37b€6b698-b9%d0-4efd-b8fa-410803£ff43£7
0db0Oe29%f-bdlé-4f%a-944a-9b2b73ae3231
dl48f481-a38c-48le-blOcO0-cdad04cbf3ba

b7ac31c0-1284
Ta3399f3-a7c4
3ecS5342£f-740b
cbéceela-43a4
el849623-895a
e77bc8dd-c55¢c
3c44e284-32e2
e34a4ade-6c02
d48060de-bea4d
2c941fe66-90ae
2e2874d4-4932
b5b0£524-d70e
d79c97d7-9fcd
aT7ff797b-4601
access

open

open

open

O D W ~J oy O & W W~ O

Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene
Gene

Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression
Expression

. W

cases

ISV TCGA-V4-ASES-01A-11R-A405-07
TSV TCGA-YZ-A983-01A-11R-A405-07
TSV TCGA-VD-A8S8KO-01lA-11R-A405-07
TSV TCGA-V4-A9ES-01A-11R-A405-07
ISV TCGA-WC-A87Y-01A-11R-A405-07
TSV TCGA-VD-A8KH-01A-11R-A405-07

data_type
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification
Quantification

state experimental strategy version
released RNA-Seq 1
released RNA-Seqg ) |
released RNA-Seqg |
released RNA-Seq 1
released RNA-Seqg l-
released RNA-Seq 1
released RNA-Seqg 1
released RNA-Seqg |
released RNA-S5eqg 1
released RNA-Seqg 1
released RNA-Seq 1
released RNA-Seqg 8
released RNA-Seq 1l
released RNA-Seq 1
released RNA-Seqg 1l
released RNA-Seq )
released RNA-Seq |
released RNA-Seqg )
released RNA-Seq 1
released RNA-seRtps://www.icn/veb.‘;p/




WERT—XDOFEF., KO — K, T, b— k< 7HEH

#T — X, EFEZHESE L TH <= 801T. S0%EH!
length(output_query[,1])
length(unique(output_queryS$cases.submitter_id)) #cases.submitter_id: SEID

#x7>a—F
GDCdownload(query)

Gene Expression Heatmap

# summarizedExperimentd 7 > = 7 M IZE A
UVM <- GDCprepare(query)

# assayBE M CHET — % (177)) = T
UVM_mat <- assay(UVM)

#1759 DX IT= 60660 80
dim(UVM_mat)

UVM_mat2 <- UVM_mat[1:100,]

heatmap(UVM_mat2,
Colv = NA,
scale = "row",
main = "Gene Expression Heatmap")

Wmlﬁ— . | mmﬁ}ﬁm%ﬂ

ENSGO00000041

ENSGD0000053
ENSGO00000032:
ENSGIO0DI00EN
ENSGID000N0ET

ENSGI0DI00EY
ENSGIO0DI0018
ENSGIO0DI001Y
ENSGRO00I0034
ENSGID0000045
ENSGII000004T!
ENSGII0000035

= ENSGID0000054

ENSGDD0000052

¥ ENsG00000053
m ENSGIO000001%

ENSGO0000004T
ENSGID0DI00EN
ENSGID000M0ET

ENSGI00000035%
ENSGIO0DI00ET
ENSGI0DI00ET.
ENSGIO00I0043
ENSGII0000000
ENSGDD0000045
ENSGO00000051

ENSGI0000050
ENSGII0000044
ENSGID0000054
ENSGDD0000050:
ENSGO00000016
ENSGI00DI0048
ENSCGIO0000020:
ENSGID0DI0025

https.//www.icrweb.jp/



#7T— 2. EFEEHES L TH <= 801T. 80!

> #T —H# FEPIIE HEEEL THS
length (output query(,1l])
.submitter id: JE{ID

eryScases.submitter id))

—- Y
-

tl] 80

length (unique (output qu

tl] 80

https://www.icﬁNéb.ip/



WERT—XDOFEF., KO — K, T, b— k< 7HEH

#T — ¥ FER I HERR L TH < = 801T. SOEH!
length(output_queryl[,1])
length(unique(output_queryScases.submitter_id)) #cases.submitter_id: JE#!1D

#xyva—F
GDCdownload(query)

Gene Expression Heatmap

# summarizedExperimentd 7 > = 7 M IZE A
UVM <- GDCprepare(query)

# assayFE M CHIET — % (177)) &= H T
UVM_mat <- assay(UVM)

#1759 DX IT= 60660 80
dim(UVM_mat)

UVM_mat2 <- UVM_mat[1:100,]

heatmap(UVM_mat2,
Colv = NA,
scale = "row",
main = "Gene Expression Heatmap")

Wmlﬁ— . | mmﬁ}ﬁm%ﬂ

ENSGO00000041

ENSGD0000053
ENSGO00000032:
ENSGIO0DI00EN
ENSGID000N0ET

ENSGI0DI00EY
ENSGIO0DI0018
ENSGIO0DI001Y
ENSGRO00I0034
ENSGID0000045
ENSGII000004T!
ENSGII0000035

= ENSGID0000054

ENSGDD0000052

¥ ENsG00000053
m ENSGIO000001%

ENSGO0000004T
ENSGID0DI00EN
ENSGID000M0ET

ENSGI00000035%
ENSGIO0DI00ET
ENSGI0DI00ET.
ENSGIO00I0043
ENSGII0000000
ENSGDD0000045
ENSGO00000051

ENSGI0000050
ENSGII0000044
ENSGID0000054
ENSGDD0000050:
ENSGO00000016
ENSGI00DI0048
ENSCGIO0000020:
ENSGID0DI0025

https.//www.icrweb.jp/



#XxyvA—F

P

> # Aoy0-K

> GDCdownload (query)

Downloading data for project TCGA-UVM

GDCdownload will download 80 files. A total of 337.254347 MB
Downloading as: Mon Feb 12 22 32 15 2024.tar.gz

Downloading: 77 MB >

>

httpSZ//WWW.iCI?ng.ip/



WERT—XDOFEF., KO — K, T, b— k< 7HEH

#T — ¥ FER I HERR L TH < = 801T. SOEH!
length(output_queryl[,1])
length(unique(output_queryScases.submitter_id)) #cases.submitter_id: JE#!1D

#Xx7>ra—F
GDCdownload(query)

Gene Expression Heatmap

# summarizedExperiment4 7 = 7 b TR
UVM <- GDCprepare(query)

# assayFE M CHIET — % (177)) &= H T
UVM_mat <- assay(UVM)

#1759 DX IT= 60660 80
dim(UVM_mat)

UVM_mat2 <- UVM_mat[1:100,]

heatmap(UVM_mat2,
Colv = NA,
scale = "row",
main = "Gene Expression Heatmap")

Wmlﬁ— . | mmﬁ}ﬁm%ﬂ

ENSGO00000041

ENSGD0000053
ENSGO00000032:
ENSGIO0DI00EN
ENSGID000N0ET

ENSGI0DI00EY
ENSGIO0DI0018
ENSGIO0DI001Y
ENSGRO00I0034
ENSGID0000045
ENSGII000004T!
ENSGII0000035

= ENSGID0000054

ENSGDD0000052

¥ ENsG00000053
m ENSGIO000001%

ENSGO0000004T
ENSGID0DI00EN
ENSGID000M0ET

ENSGI00000035%
ENSGIO0DI00ET
ENSGI0DI00ET.
ENSGIO00I0043
ENSGII0000000
ENSGDD0000045
ENSGO00000051

ENSGI0000050
ENSGII0000044
ENSGID0000054
ENSGDD0000050:
ENSGO00000016
ENSGI00DI0048
ENSCGIO0000020:
ENSGID0DI0025

https.//www.icrweb.jp/



# summarizedExperiment?d 7 > = 7 ~ ICE A

> # summarizedExperiment} IV 1O (CE A
> UVM <- GDCprepare (query)
| s=======s=ss=sssssssssssssssssssssssssssssssssss==========| ] (0%
Starting to add information to samples
=> Add clinical information to samples
=> Adding TCGA molecular information from marker papers
=> Information will have prefix 'paper '
uvm subtype information from:doi:10.1016/j.ccell.2017.07.003
Available assays in SummarizedExperiment :
=> unstranded
=> stranded first
=> stranded_second
=> tpm_unstrand
=> fpkm unstrand
=> fpkm ug unstrand

https://www.icZNZeb.ip/
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WERT—XDOFEF., KO — K, T, b— k< 7HEH

#T — ¥ FER I HERR L TH < = 801T. SOEH!
length(output_queryl[,1])
length(unique(output_queryScases.submitter_id)) #cases.submitter_id: JE#!1D

#Xx7>ra—F
GDCdownload(query)

Gene Expression Heatmap

# summarizedExperimentd 7 > = 7 M IZE A
UVM <- GDCprepare(query)

# assayBAE TEUE T — X (1T5) %=
UVM_mat <- assay(UVM)

# {75 DXRIT= 60660 80
dim(UVM_mat)

UVM_mat2 <- UVM_mat[1:100,]

heatmap(UVM_mat2,
Colv = NA,
scale = "row",
main = "Gene Expression Heatmap")

Wmlﬁ— . | mmﬁ}ﬁm%ﬂ

ENSGO00000041

ENSGD0000053
ENSGO00000032:
ENSGIO0DI00EN
ENSGID000N0ET

ENSGI0DI00EY
ENSGIO0DI0018
ENSGIO0DI001Y
ENSGRO00I0034
ENSGID0000045
ENSGII000004T!
ENSGII0000035

= ENSGID0000054

ENSGDD0000052

¥ ENsG00000053
m ENSGIO000001%

ENSGO0000004T
ENSGID0DI00EN
ENSGID000M0ET

ENSGI00000035%
ENSGIO0DI00ET
ENSGI0DI00ET.
ENSGIO00I0043
ENSGII0000000
ENSGDD0000045
ENSGO00000051

ENSGI0000050
ENSGII0000044
ENSGID0000054
ENSGDD0000050:
ENSGO00000016
ENSGI00DI0048
ENSCGIO0000020:
ENSGID0DI0025

https.//www.icrweb.jp/



# assayB I CHUET — 2 (1TH) 2 i
# {75 DRIT= 60660 80

- # assayEHTHEIET -AdTIDH AL

» dim (UVM mat)
[1] 60660 80

https.//www. icr7w%b.ip/



WERT—XDOFEF., KO — K, T, b— k< 7HEH

#T — ¥ FER I HERR L TH < = 801T. SOEH!
length(output_queryl[,1])
length(unique(output_queryScases.submitter_id)) #cases.submitter_id: JE#!1D

#Xx7>ra—F
GDCdownload(query)

Gene Expression Heatmap

# summarizedExperimentd 7 > = 7 M IZE A
UVM <- GDCprepare(query)

# assayFE M CHIET — % (177)) &= H T
UVM_mat <- assay(UVM)

#1759 DX IT= 60660 80
dim(UVM_mat)

UVM_mat2 <- UVM_mat[1:100,]

heatmap(UVM_mat2,
Colv = NA,
scale = "row",
main = "Gene Expression Heatmap")

Wmlﬁ— . | mmﬁ}ﬁm%ﬂ

ENSGO00000041

ENSGD0000053
ENSGO00000032:
ENSGIO0DI00EN
ENSGID000N0ET

ENSGI0DI00EY
ENSGIO0DI0018
ENSGIO0DI001Y
ENSGRO00I0034
ENSGID0000045
ENSGII000004T!
ENSGII0000035

= ENSGID0000054

ENSGDD0000052

¥ ENsG00000053
m ENSGIO000001%

ENSGO0000004T
ENSGID0DI00EN
ENSGID000M0ET

ENSGI00000035%
ENSGIO0DI00ET
ENSGI0DI00ET.
ENSGIO00I0043
ENSGII0000000
ENSGDD0000045
ENSGO00000051

ENSGI0000050
ENSGII0000044
ENSGID0000054
ENSGDD0000050:
ENSGO00000016
ENSGI00DI0048
ENSCGIO0000020:
ENSGID0DI0025

https.//www.icrweb.jp/



UVM_mat2 <- UVYM_mat[1:100,]

https://www.icZ/véb.ip/



WERT—XDOFEF., KO — K, T, b— k< 7HEH

#T — ¥ FER I HERR L TH < = 801T. SOEH!
length(output_queryl[,1])
length(unique(output_queryScases.submitter_id)) #cases.submitter_id: JE#!1D

#Xx7>ra—F
GDCdownload(query)

. ) NN _ Gene Expression Heatmap
# summarizedExperimentt 7> = 7 k (CE A

ENSGO00000041
ENSGD0000053

- ENSGD00000032:
UVM <- GDCprepare(query) -
el ENSGO00000051
ENSGOD0000050
ENSGO000000 16
* 3 % E —_— J— I ENSGO00000011
4 assay B CHAET — 2 (f75)) % Hh =
ENSGOI0000043
ENSGOI000004T
UVM mat <- assay(UVl\/l) . ENSGO000000%5
- & ENSGODI0000SS
ENSGOII000052
% T Enscoonoonos
_ _ ENSGO0H0001:
# ,/f §IJ 0) \)/z => 60660 80 1 ENSE000000047
T Z TC | 4 ENSGOD0000050
ENSGOO0000051
d im ( UV M m at) ENSGO00000035
— ENSGO00000051
ENSGOD000002ZT.
am ENSGO00000045
= ENSGOI0000000
UVM_mat2 <- UVM_mat[1:100,] = e
- N ENSGON0000051
— — : ’ 1 ENSGOI0000050
- ENSGOI0000044
ENSGI0000054
- ENSGOII000050
ENSGD00000018
heatmap(UVM_mat2,
- ENSGO00000030:
I — N A o ENSG000000025

Cov— ) EESESEEESbEEEEEEEE B EEEEEEESEEEEEEEEEE5ES

S S S S S S S S SEEES S SSSESSSEEESE5 5SS 555555555

mmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmmm

n n
scale = "row", $HESRRESPERERIREEIPEREEEEPE IR
________________________________

main = "Gene Expression Heatmap") 3223333303 7382333 Sii3Z5gcccifcsginiafac

https.//www.icrweb.jp/



E—F=ev7
QR R Console

> GDCdownload (query)
Downloading data for project TCGA-UVM
GDCdownload will download 80 files. A total of 337.254347 MB
Downloading as: Mon Feb 12 22 32 15 2024.tar.gz
Downloading: 77 MB >
> # summarizedExperimentF JU1OM(CE A
> UVM <- GDCprepare (query)
| 1100%
Starting to add information to samples
=> Add clinical information to samples
=> Adding TCGA molecular information from marker papers
=> Information will have prefix 'paper_ '
uvm subtype information from:doi:10.1016/j.ccell.2017.07.003
Available assays in SummarizedExperiment :
=> unstranded
=> stranded_first
=> stranded_second
=> tpm_unstrand
=> fpkm unstrand
=> fpkm ugq unstrand

# assayPARTRET -2 (THh &L

UVM _mat <- assay (UVM)

# {T5DRIT= €0€60 80
dim (UVM mat)
1] 60660 80

UVM mat2 <- UVM mat[1:100,]

heatmap (UVM_mat2,
Colv = NA,
scale = "row",
main = "Gene Expression Heatmap”™)

VV 444+ 4+ VVVVmVVVVVY

Gene Expression Heatma
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R-AA05-07
R-A105.07
R-AI05.07
R-A105.07
R-A105.07
R-AM06.07
R-A105.07
R-AM05.07 , *
R-AM05.07
2R-A05.07
R-A05.07
R-A105.07
R-A05.07
R-AM05.07 .
R-A105.07
R-AA05.07
R-A106.07
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SNVOZEDHY <~ —&cF>a70y b

library(TCGADbiolinks)

library(maftools)

# TV ZER. T—2%2RFETH570REEBL TV
query <- GDCquery( project = "TCGA-LUAD",

data.category = "Simple Nucleotide Variation",

access = "open"”, data.type = "Masked Somatic Mutation",

workflow.type = "Aliquot Ensemble Somatic Variant Merging and Masking")

#XxyrA—F
GDCdownload(query)

# maffe 0 ICZH#E. QueryH’SNVD & = GDCprepare® H 11 lEmaffe = 127 %
LUAD <- GDCprepare(query)
LUAD1 = read.maf(maf = LUAD)

# MAFY < U /ERL
plotmafSummary(maf = LUAD1, rmOutlier = TRUE, addStat = 'median’, dashboard = TRUE, titvRaw = FALSE)
oncoplot(maf = LUAD1, top = 10)

https.//www.icrweb.jp/
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# DIVERRL. T-R2@RISTOLAGEBBLTLS

> query <- GDCquery( project = "ICGA-LUAD",

v/

+ data.category = "Simple Nucleotide Variation",
- access = "open”, data.type = "Masked Somatic Mutation"™,
+ workflow.type = "Aliquot Ensemble Somatic Variant Merging and Masking")

o GDCquery: Searching in GDC database

ooo Project: TCGA-LUAD

000 By access
ooo By data.type
000 By workflow.type

000 Checking if there are duplicated cases
000 Checking if there are results for the query

> # AoO-*

> GDCdownload (query)

Downloading data for project TCGA-LUAD

GDCdownload will download 618 files. A total of 61.056443 MB
Downloading as: Mon Feb 12 23 03_29 2024.tar.gz

Downloading: €1 MB > 30
> https.//www.icrweb.jp/

”

v €
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library(TCGADbiolinks)

library(maftools)

# 7T ZFR. T — R RRTHT7ALXFEELTWS
qguery <- GDCquery( project = "TCGA-LUAD",

data.category = "Simple Nucleotide Variation",

access = "open", data.type = "Masked Somatic Mutation",

workflow.type = "Aliquot Ensemble Somatic Variant Merging and Masking")

#X>ro—FK
GDCdownload(query)

# maffe ICZEHE. Queryh’SNVD & E GDCprepareD H A ldmaffis K IC 4 B
LUAD <- GDCprepare(query)
LUAD1 = read.maf(maf = LUAD)

# MAFY < U /ERL
plotmafSummary(maf = LUAD1, rmOutlier = TRUE, addStat = 'median’, dashboard = TRUE, titvRaw = FALSE)

oncoplot(maf = LUAD1, top = 10)

https.//www.icrweb.jp/
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library("survminer"
library("TCGADbiolinks")

#TCGA-LUADD 2 T DERKT — X2 X7 A—F
clin <- GDCquery_clinic("TCGA-LUAD")

head(clin #7 —X 7L — LR TH D Z ENDM D

#KM~Z A b
TCGAanalyze_survival(clin, clusterCol="gender", risk.table = FALSE, conf.int = FALSE)

#HIBTED T 4 L 7 MY =RFHFT
getwd()

https.//www.icrweb.jp/
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