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User manual



About refTSS

 Transcription starts at genomic positions called transcription
start sites (TSSs), producing RNAs, and is mainly regulated by
genomic elements and transcription factors binding around
these TSSs.

* refTSS Is a comprehensive reference set that integrates all
known TSSs. refTSS Is a reference dataset of transcription start
sites (refTSS) for the human and mouse genomes.

* The refTSS dataset consists of genomic coordinates of TSS
peaks and their gene annotations.




The content of refTSS user manual

refTSS web interface was built using semantic Wikimedia a free, open-source exten-
sion to MediaWiki *.

The user manual consists of the following:

1- Overview of the main page (landing page).
1-1 The data files
1-2 refTSS UCSC genome browser track hub
1-3 Contact information and support

2- The human TSS sub-menu (this is identical to the mouse)
2-1 TSS query form
2-2 Entrez gene query form human

3- The data sources for download



https://www.semantic-mediawiki.org/wiki/Special:MyLanguage/MediaWiki
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refTSS: reference transcription start site

The refTSS is an annotated reference dataset for transcriptional start sites (TSS) in human and mouse. The dataset
is generated by collecting, reprocessing and assembling various public resources.

Data files

The raw refTSS data files are available at the data download page .

UCSC genome browser Track Hubs

The hub.txt for UCSC genome browser "Track Hubs" is available at http://reftss.clst.riken.jp/trackhub/hub.txt &

Contact

If you have any questions or comments, please contact to reftss-help<at>riken.jp . ("<at>" should be replaced with
"@")



Data files

refTSS: reference transcription start sites

* The data files provide
links to the latest
version of refTSSand ™™
old versions.
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refTSS: reference transcription start site

The refTSS is an annotated reference dataset for transcriptional start sites (TSS) in human and mouse. The dataset
is generated by collecting, reprocessing and assembling various public resources.

Data files

The raw refTSS datg files are available at the data download page .

UCSC genome browser Track Hubs

The hub.txt for UCSC genome browser "Track Hubs" is available at http://reftss.clst.riken.jp/trackhub/hub.txt &

Contact

If you have any questions or comments, please contact to reftss-help<at>riken.jp . ("<at>" should be replaced with
"@")



UCSC genome browser track hub

* The UCSC genome
browser track hub enable
the user to browse refTSS
track hub on UCSC
genome browser.

 Hub.txt files is located
under
http://reftss.clst.riken.jp/t

rackhub/hub.txt

e User paste the hub.txt file
ulr
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refTSS: reference transcription start site

The refTSS is an annotated reference dataset for transcriptional start sites (TSS) in human and mouse. The dataset
is generated by collecting, reprocessing and assembling varicus public resources.

Data files

The raw refTSS data files are available at the data download page &.

[

UCSC genome browser Track Hubs
The hub.txt for UCSC genome browser "Track Hubs" is available at http://reftss.clst.riken.jp/trackhub/hub.txt

Contact

If you have any questions or comments, please contact to reftss-help<at>riken.jp . ("<at>" should be replaced with
"@")


http://reftss.clst.riken.jp/trackhub/hub.txt

Display refTSS UCSC track hub
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Track Data Hubs

Track data hubs are collections of external tracks that can be imported into the UCSC Genome Browser. Hub tracks show up under the hub's own blue label bar on the main

browser page, as well as on the configure page. For more information, including where to host your track hub, see the User's Guide.To import a public hub click its "Connect” P aS t e h u b ] tXt f I I e u r I

button below.

NOTE: Because Track Hubs are d and maintained by external , UCSC is not responsible for their
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Contact us to add a public hub.
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The TSS query form for human

° FOr eaCh genome (human and refTSS: reference transcription start sites I
mouse), the system provide two
interface , [1] TSS query menu and — Run query: TSSQueryFormHuman
[2] Gene query menu. — ‘é’

* The TSS query menu enablethe -

user to search for TSS by any of the
following argument:

. GTSS 1D, e Gene symbol and

e Gene name

eeeee
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Search by gene symbol

refTSS: reference transcription start sites

Navigation Run query: TSSQueryFormHuman
* Search for Gapdh gene |
will retrieve all TSS, that - —

Resources

found to be associated
with Gapdh.

 Alternatively, use can I
search by gene Name

refTSS: reference transcription start sites

Navigation Run query: TSSQueryFormHuman

Main Page Copy ‘ Excel ‘ csv | poF | Show |25 v entries Search:

Human TSS ID Chr Gene Symbol a Start End Strand

1SS TSS:Hg 123688.1 chr12 GAPDH 6,534,510 6,534,527 +

gene TSS:Hg 123689.1 chri2 GAPDH 6,535,224 6,535,229 +

Mause TSS:Hg 123690.1 chri2 GAPDH 6,535,231 6,535,273 +

TSSs TSS:Hg 123691.1 chri2 GAPDH 6,535,277 6,535,303 +

. TSS:Hg 123692.1 chri2 GAPDH 6,535,307 6,535,322 +

R TSS:Hg 123693.1 chri2 GAPDH 6,535,344 6,535,345 +
TSS:Hg 123694.1 chri2 GAPDH 6,535,357 6,535,410 +
TSS:Hg 123695.1 chr12 GAPDH 6,536,470 6,536,511 +
TSSiHg 123696.1 chr12 GAPDH 6,536,680 6,536,698 +
TSS:Hg 123697.1 chr12 GAPDH 6,536,938 6,536,961 +
TSS:Hg 123698.1 chr12 GAPDH 6,537,128 6,537,169 +
TSS:Hg 123700.1 chri2 GAPDH 6,537,632 6,537,661 +
TSS:Hg 123701.1 chri2 GAPDH 6,537,752 6,537,775 +

TSS:Hg 123702.1 chri2 GAPDH 6,537,781 6,537,800 +
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TSS detailed information e

Navigation Run query: TSSQueryFormHuman
Main Page TSS 1D ¢ )chr ¢ Gene Symbol ¢  Start ¢ End ¢ Strand ¢
s TSS:Hg 110642.1 [Ehr10 GAPDHP28 91,667,518 91,667,520
e TSS:Hg 123688.1 Ehri2 GAPDH 6,534,510 6,534,527 +
TSS:Hg 123689.1 Ehri2 GAPDH 6,535,224 6,535,229 +
. ]
. . TSS:Hg 123690.1 hri2 GAPDH 6,535,231 6,535,273  +
I ‘ : I | Ig a ny O ‘ Mouse TSS:Hg 123691.1 Khri2 GAPDH 6,535,277 6,535,303 +
’ 188s TSS:Hg 123692.1 Ehri2 GAPDH 6,535,307 6,535,322 +
. . . TSS:Hg 123693.1 khr12 GAPDH 6,535,344 6,535,345 +
et E ! I e I n O r‘ m E it I O n gene TSS:Hg 123694.1 [Ehr12  GAPDH 6,535,357 6,535,410  +
Resources TSS:Hg 123695.1 khri2 GAPDH 6,536,470 6,536,511 +
ST TSS:Hg 123696.1 [Ehr12  GAPDH 6,536,680 6,536,698  +
a bo l It t h e I ! ! a re L1’SS:Hu 1236973 hri2  GAPDH 6.536.938 6.536.961 +
. d d
providead. I
Ba: formation about the TSS l
TSS ID: hg_110642.1 Start: 01667518
Spedis: humen End: 91667520
Cchr: chrio Strand:
TsS rss; - ;
Classification: "~ ore =
l Gene and protein annotation l
Transcript_name: ENSTD0000455134.1
Distance: -262
GenelD: i pseudogens 28
HGNC/MGI_ID: :HGHC‘E."?S[I Gene_symbol:  GAPDHP28
UniProt_ID:
l Transcript annotation l
Transcript_name: ENST00000455134.1
Distance: -262
Num_trans: 1
All_trans: ENST00000455134.1:-262
TATA-Box annotation l
- —
Distance to TSS: ;34415
Nearest PromoterID: NM_D0s3%8
Entrez ID: E
Nearest Unigene: ,H 090
Nearest Refseq: VllM,Dl]539E
Nearest Ensembli: VEHSEZIEZID[IZIQE}S
Gene Name: ‘glyceraidshyde 3 phosphate Genydrogenase pseudogans 28
Gene Alias: VPFPZRE
(Gene Description: pratsin phosphatase 1 reguiatory subunit 3C
Gene Type: pratsin-coding
CpG:
GC%:

TATA-Box{TBP)/Promoter/Homer
Distance From
TSS(sequence, strand, conservation):




Enterez gene query form for
human

* The gene query menu enable the
user to search for TSS by any of the
following argument:

. G Gene symbol and eGene

* Search GAPDH gene, will result in a D ==
list of all related TSS.
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refTSS: reference transcription start sites

Data sources for download = ==

H
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nn sources

* The data sources link provide
access to all the datasets used
to construct refTSS and the
resulting annotation and QC.

[ Index of /datafiles/current/huma X + —

< C @ Notsecure | reftss.clstriken jp/datafiles/current/human/ * O

Index of /datafiles/current/human

Name Last modified Size Description

a Parent Directory;

(0 conservation/ 12-Apr-2019 11:48

B gene_annotation/ 20-Apr-2019 17:17

ﬁ refTSS _v3.1_human.ids.list.gz 28-Dec-2018 18:52 2.3M

h refTSS v3.1 human_coordinate.hg38.bed.gz 20-Apr-2019 17:27 3.3M

() tegulatory_build/ 20-Apr-2019 17:16

(O sources/ 12-Apr-2019 11:48

E}tata box_annotations/ 12-Apr-2019 11:48

() tss_classification/ 20-Apr-2019 17:17

ipache/2.2.15 (CentOS) Server at refiss.clst.rikenjp Port 80



