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Release 9.0 updated (september 15 2014

Based on UCSC hg38, mm1

About this database
‘Welcome to DBTSS (DataBase of Transcriptional Start Sites).

patabase Search Hews

Keyword Search

To support transcriptional regulation studies, we have constructed the DBETSS
(DataBase of Transcriptional Start Sites), which represents exact positions of
transcriptional start sites (TSSs) in the genome based on our unique experimentally
validated TSS sequencing method, TSS-seq.

This database includes TSS data of a major part of human adult and embryonic
tissues are covered. DBTSS now contains 491 million TSS tag sequences for
collectad from a total of 20 tissues and 7 cell cultures. We also integrated our newly
generated RNA-seq data of subcellular- fractionated RNAs and ChiP-seq data of
histone modifications, RNA polymerase Il and several transcriptional regulatory
factors in cultured cell lines. We also included recently accumulating external
epigenomic data, such as chromatin map of the ENCODE project.
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In this update, we further associated those TSS information with public and original
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#| Data contents

Number of dataset [ osconens |
Human Mouse Malaria Chyzon Rat Chimpanzee Macaque
TSS-seq 73 7 1 1 1 1 2
RNA-seq 42 0 0 0 0 0 0
ChlIP-seq 255 0 0 0 0 0 0
RIP-seq 12 0 0 0 0 0 0
BS-seq 26 0 0 0 0 0 0
ChromHMM 36 0 0 0 0 0 0
SNV 49 0 0 0 0 0 0
Data provider Cancer type Ll Reference
samples

#:lt(';’(',‘a' Cancer Center Hospital East and University of || . o 4enocarcinoma 97 | PLoS One. 2013 Sep 12;8(9):e73484.
National Cancer Center Hospital East Small cell lung cancers 57 | J Thorac Oncol. 2014 Sep;9(9):1324-31.

43 of ICGC DCC Project . .
ICGC Codes 6,590 | hitps://dcc.icgc.org/
Dr. Meyerson's Lab. Lung adenocarcinoma 183 | Cell. 2012 Sep 14;150(6):1107-20.

Myelodysplasia 29 | Nature. 2011 Sep 11;478(7367):64-9
Dr. Ogawa's Lab. Clear-cell renal cell . .

carcinoma 106 | Nat Genet. 2013 Aug;45(8):860-7

Gastric adenocarcinoma 295 | Nature. Published online 23 July 2014

Urothelial bladder carcinoma 131 | Nature. 507 (7492):315-22.

Glioblastoma 291 | Cell. 155 (2):462-477.

Clear cell renal cell carcinoma 446 | Nature. 499 (7456):43-49.

Endometrial carcinoma 373 | Nature. 497 (7447).67-73.
TCGA Acute myeloid leukemia 200 | NEJM. 368:2059-2074.

Breast tumors 507 | Nature. 490 (7418):61-70.

Squamous cell lung cancers 178 | Nature. 489 (7417):519:525.

Colon and rectal cancer 224 | Nature. 487 (7407):330-337.

Ovarian carcinoma 316 | Nature. 474 (7353).609-615.

Glioblastoma 91 | Nature. 455 (7216):1061-1068.

URL:

HGVD Normal (Japanese) 1,208 http://www.genome.med.kyoto-u.ac.jp/SnpDB
Total 11,322
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Release 8.0 updated issptember 15 201)
Based n UCSE b3, mmi0

Database Search

Keyword Search
Speties:
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| Seach |

| About this database News
Welcome to DBT3S (DataBase of Transcriptional Start Sites) » 15 Sop. 2014 New DBTSS
To support anscripbional requistion studies, we have constucled the DBTSS opaned
([akaBase of Transcnpbonal Start Siles), whach represents exact posdions of
transcriptional stan sdes (TSSs) in the genome based on our unique
experimentglly validated TSS sequencing method, T55-seq.

This database includes TS5 data of a major pant of human adult and embryonic
fissues are covered. DBTSS now contains 491 million TSS teg sequences for
colleched from a bolal of 20 ssues and T oell cullures, We also mbegraled our
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Search
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Search

Search from SNV (COSMIC:
sometac mulabon).
ERNF

Search

Search rom SNV-enniched Gene
In Gancars:
Lung sderocarcinoms =

newly g RNA.s6q data of subcellular. fractionated RNAS and ChIP.seq
data of histone modificabons, RNA polymerase Il and several transcriptional
reguialory factors in cultured cell ines, We atso included recently sccumulating
axdemal epigenomic data, such as chromatin map of the ENCODE progact

In this updale, we further associaled those TSS information with public and onginal
SNV data, in order to identify single nucleotide variations (SNVS) in the raguiatory
regions.

Itis believed that single nucleatide variations, (SNVs) in the transcrptional
reguialory regions are responsibie for many human diseases, including cancers.
However, il remains difficult fo dentify lncBionally relevant SNV from those
hawing no exphrt biologaeal consequences. In thes version of DBTSS, we allempt
o associate SNV with the omics information of the sumounding regions. We used
SMVs which we identified from genomic analyses of various fypes of cancers,
michuding somabic mulabons of 100 lung adenocarcinoma and ung smeall cel
carcinoma For genmiing variations, we used SNVS in dbSNP as well as our unique
dataset of vaniabons in 1000 Japanese individuals. We inlegrated those SNV
mformeation with ow onginal datasels of TSS-seq, RNA-seq, ChiP-seq of
representatve histone modiicabons and Bisulfibe Sequencing of cylosing
methylations of DNA. Particular, we present multi-omics data of 26 ung
adenocarcinoma cells line forwhich T55-5eq, RNA-seq, ChiP-seq and BS-seq
Rogether with whole genome sequencmg are collected from the same malemls.
W further connected the multi-omics data of modal organisms by ganome.
genome abignment. We provide a unique data resource 1o invesbigate what
genomic fealures are observed in a parbcular genomic coordingles m a wide
vanety of samples

These data can be browsed n our new viewer which atso supports versalile search
condihons of users. We believe new DBTSS i helphul to understand bologcal
consequences of the massively identified T55s and identfy human genatic
valualions which are associaled with drsordered banscriplional regulalions.

| References
Suzuki A Mimaki 5, Yamane Y, Kawase A, Matsushima K. Suzuki M, Gato K
Sugann S, Esumi H. Suzuki Y, Tsuchibara K. Identification and cheraclerization of
cancer mulahons in Japanese hing adenocarcmoma without sequencing of nomal
lissue counterpars. PLoS One. 2013 Sep 12.6(9)

Yamashita B_Sugano 5 Suzuki Y Nakai K DRTSS: DataBase of Transcnphonal
Start Sites in 2012, Nucheic Acids Res. 2012 Jan 40{Database
Esue) 0150-4.

Yamachita R, Sathira NP, Kanai A Tanimoto K. Arauchi T, Tanaka Y, Hashimoto 5
Sugano 5. Nakai K. Suzuki Y. (2011) Genome-wide characierization of
Uanscrpbonal star stes n humans by mlegralve lranscnplome analysrs. Ganome
Ras 011 Mar 3

Tsuchibara K. Suzuk Y, Wakagun H, Ine T, Tanmolo K, Hashmolo S, Matsushima
K_Mizushima.Sugano | Yamashita R_Makai K_Benfiey [ Fsumi H and Sugano

5. (2009) Massive transcriptoional start site analysis of uman genes in hypowa
cells. Nuclsic Acids Res 2008 Feb 22
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TSS Viewer; BRAF

Mutation frequency
Description * Upstream distal: Upstream
50k to -1 proximal: -1k to -1 Gene body

E;iar-ce\\ renal cell carcinoma by Dr. Ogawa's 0106 0106 0106

ICGC: Acute Myeloid Leukemia - KR 1178 1178 1178

ICGC: Acute Myeloid Leukemia - TARGET, US 012 012 012

ICGC: Bladder Urothelial Cancer - TGCA, US 1128 1128 1/128

ICGC: Bladder Urothelial carcinoma - CN 1103 1103 11103
ICGC: Bone Cancer - UK 0/66 0/66 0/66
EJE‘(’BC: Brain Glioblastoma Multiforme - TCGA, 51268 5268 51268
ICGC: Brain Lower Grade Gliona - TCGA, US 11268 11268 11268
ICGC: Breast Cancer - TCGA, US 11943 1/943 11943
\SlfC: Breast Triple Negative/Lobular Cancer - 7 7 "
ICGC: Chronic Lymphocyclic Leukemia - ES 1109 1109 1/109
ICGC: Chronic Myeloid Disorders - UK 0129 0129 0129
ICGC: Colon Adenocarcinoma - TGGA, US 251216 25216 25216
ICGC: Early Onset Prostate Cancer - DE m m 1
ICGC: Esophageal Adenocarcinoma - UK 116 116 116
ICGC: Esophageal Cancer - CN 0/88 0/88 0/88
ICGC: Gastric Adenocarcinoma - TCGA, US 31289 31289 3289
ICGC: Gastric Cancer - CN 0/9 0/9 019

ICGC: Head and Neck Thyroid Carcinoma -
TCGA, US

ICGC: Kidney Renal Clear Cell Carcinoma - 11404 1404 11404
Multi-omics data in cell lines
col o+ RNASeq  HIKmed  HiKemel  HoK2Tac Poll H?;‘::Z” HS(P;EE:ea HaK27med
(RPKM) (proximal) (distal) (dlistal) (proximal) body) Body) (distal)
AT ] 56 151 0 2 06 05
A849 34 341 0 67 168 16 03 04
ABCH 35 324 0 52 0 18 04 06
129 G 719 e 23 0 08
Hi437 3 408 0 0 0 17 02 02
H1648 15 434 0 145 6.1 29 04 0§
H1650 58 66.1 0 253 3 27 05 06

g ErbB/HER Signaling

|Cancer type: Lung adenocarcinoma 28 cell lines (sach)

» [Cell: Lo27ad

+ | Unit: rF

Tint control:light

U deep

Coloring: RPKM: 0 [ 255<
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