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1. User environment
1.1 Client
The following hardware and software are required to use this system as a client.
Contents Confirmation
CPU -
Memory 128MB or more is recommended.
Hard Disk -
Web Browser Internet Explorer 6.0(Or the compatible version of it or later)
Netscape 7.0(Or the compatible version of it or later)
Safari
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2.

2.1

Getting started

Getting started with CAGE Basic Viewer is no walk in the park. We decided we better try to help
others who were also struggling to learn this Viewer and powerful analysis tool.

This page is going to be a work-in-progress. A place where | can answer very simple questions for
the beginner and show very rudimentary CAGE data concepts. It's not going to answer all your
questions, and it's not going to help everyone.

For the most part, you should still search the RNA-library and CTSS using the box in the left

column. If you've done that and you are still stuck, then post a message to the FANTOM3 Forum
or the mailing list.

Searching CTSS distribution in RNA Library
You can search the CTSS distribution in specified RNA Library.

1. RNA Library is displayed by clicking ‘RNA Library’ of ‘Browse’.

Contents

Brow=e

The summarty list iz displayved by
- RhA Library

- CAGE Library
- Tizsue Type

- Developmental Stage
- Chramasome:

2. RNA Library List is displayed.
RNA Library Summary is displayed by clicking RNA LibID.

Browse RNA Library separatedby »ID » Collaborator » Tissue

HA* HE*

RHA LibID : - Description  Tissue Stage Collaborator Tags Mapped tags CT55% TS5% Tus 1CP
-1 not available [fR, iR, Al 227,756 2,398 45292 3013 16,207
RHA LiblD : HA* Description  Tissue Stage Collaborator Tags Mapped tags CT55% TS5% Tus 1CP
HAD stiall intestine  small intestine 1A fuko Tho [G5C) 47,5392 30,031 17761 10,825 7365
HAE rectutn rectum PiR, Yuko Oho [G5C) 14,157 8,274 SE48 4052 3393
HAF rechim rectum Pdi. Yuko Oho [G5C) 23,101 14,772 9657 G830 52
H&G cecum CECUM R Yuko Gho [B5G) 143,406 96,670 42634 22208 11,879
HaH cecum cecum L, Yuko Oho (B3] 34,220 15,822 10421 7.238 5579
Has kidney kiclrey: LI Yuko Cho [G5C) 80,196 39,908 24203 15788 10,517
Hisk stormach stomach Pdrs, Yuko Sho [E5C] 4053 1,029 910 BE67 830
HaL liver liver Pdrs,, Yuko Oho [G5C) 57,744 27,804 15113 10377 7486
Hashd cetebium cerebrum PER, Yuko Oho [G5C) 764,565 400,390 197,253 125176 24,361
Har cerehm Cerebrum Toid, ‘uko Tho [G5C) 275,407 125,175 B2,746 40267 16,553
Ha0 cerebm cerebrum ToiA, fuko Tho [G5C) 581,446 219,422 108790 73,036 20,529
HAP cerebm cerebrum IrL, uko Tho [G5C) 31,279 4579 3422 2564 2,600
HAGQ lare intesting  larde irtestine RS, fuko Gho [G5C] 22,451 B, 463 3985 3214 2,789
H&R large intestine  laboe intestine A, Yuko Gho [B5G) 146,171 6,819 92,208 32137 14356
HAS lare intesting  larde irtestine DA Yuko Cho [G5C] 9,603 24938 2368 2081 1,323
HaT large intestine  large intestine  pib. Tuko Sho [G5C] 23,248 8,181 6107 4918 4172
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3. RNA Library Summary is displayed.
CTSS List is displayed by clicking CTSSs.
RNA Library Summary
RNA Lib ID : HAD Description : small intestine
Ummapped tags
Tissue Type Stage Tags Mapped tags{rate} = = CTSS5s | TSSs TUs
Ho hit{rate) Muktiple{rate)
small intestine -1 (wa.) 47, 392 20,031 (3% ) 1z ,402(26% ) 4,988 (10% 17 761 I1D.925 7,365
Sample Information
time course sample treatment disease condition cell line collaboration
- N - - N Tuko Oho (GEC)
CAGE Libraries
CAGE Library ID Linker Method Primer Type Tags Mapped tags CTSS5s T55s TUs
HO9BA Monomer randomn 45,073 28,585 17,067 10,523 7,154
HOSEE Monomer randon Z,219 1,446 1,221 1,072 1,002
Detail of Sunumary in: »chr_no
4. CTSS Listis displayed.
List of CTSS SEARCH RESULTS : 1 - 24 of about 24 records.
Searched for RHA Library ID: BP
Ho CTSS_ID Tags/all Chr Strand StartPos mRHA TSS_ID TU_ID Gene Symbol
ClDF0290C853 £/ 43|chrlo F 43,042, 599|3330049G01 [RIKEN] 58653 || gene_symbol test 98653
:‘W| z/ 35| chrz % |133,696,832|D230040L05 [RIKEN] TozRO7FE0D4D| 132231 [gene_syubol_test_l3zz3l
:lm| 1/1238||chrll F 99,515,638|KM 354641 [REFSER] T11FOSEETCFE| 152444 |gene symbol _test 152444
4 |cozroiarrase| 17298 chr? F 21,985 ,618/2510039P04 [RIKEN] T07F014F7953) 119763 [ gene_symbol test 113783
?‘ClSFDZZDM?‘Cl 17292 | chrlg F 35,695,228|KM 356994 [REFSER] T1S8FOZZ0ALTC) 155003 | gene_symbol_test 155003
ﬂcmmlsumﬂ 1/200|chrlé F 22,’?40,’?58|ENSMUSTDDDDDD23599 [EMSEMBL] | TLSFOLSAFFLE| 30228 | gene symbol test 30228
7 |cosFosEapzzal 1114 chrs F |11z, 898, 596 aK0309534 [GE] TOSFOEEAEZz4| 125515 gene_symbol test 1z5a1s
E|| 171068 chrld R 82,781,574 AKO03033 [GB] T1O0RO4EEEL120) 74220 | gene_symbol test_74220
9 |ciiroscEzers| 1/ e7enerr| 7 114,174, 198|ENSMUSTOO000045914 [ENSEMBL]|1LIFOECEZEFE] 27547 [ gene_syubol test_s7s47
ECDZRD?‘SZSSDzl 1/ 43| chr& b 122,848,978||530014H15 [RIKEM] TDZRD?SZSSDD' 75248 || gene_symbol test_ 75248
ﬂcoznols?msq 1/ 30| chrz n 25,632,084|8030438J09 [RIKEN] TOZROLS71D54( 109613 |gene_symbal_test 109813
12|c1eFoscEseag| 1/ 77|enris]| F 76,744, 610[AK013712 [GE] T18F04sEE6sz| 59185 | gene symbol rest s91ss
13| coLRoossaEss| 1/ 11 chr1 T 10,04z, 536[1110008H02 [RIKEN] T01R00953E30) 99547 | gens symhol test 5994z
E‘| 1/ &jchrlo R 40,920,550 AK049799 [GB] T1O0RO2F0671Z) 115716 |gene_symbol_test 115716
15|c1irosa7ECraE| 1/ &ehrll ¥ 75,222, 546 ENSMUSTOD000057572 [ENSEMBL|(T11F047BCr3E| 30275 | gene_symkol _test_s0z7s
16| c1eFoz1 asEDs| 1/ Zchrls ¥ 34,840,280|D03000201D [RIKE] T16F021359EC3| 107514 [gene_symkol test 107914
17 |c12R04ERSs 42| 1/ z[enriz] = 82,531, 650|AK053270 [GE] T13E04EES544| 104656 [ gene symbol test_lo463s
18| cozra7socoma 1/ 1 chez ¥ 126,927, 0821110033120 [RIKEN] T0zF0750C0EA| 123168 [gene symhol vese_133les
E‘| 1/ 1| chr& R 16,187,420 AK015795 [GB] TOZROOF?O001C) 101047 | gene_symbol_test 101042
20]cospooEAsFas| 1/ 1 ches T 12,230, 458(xM 134026 [REFSEQ] TOSROOEASFA| 162772 [yene_symkol tese 152772
ECDSRD‘!SAESCF 1/ 1| chr2 R 70,968 271|4930502AU4 [RIKEM] T09R043).E3CF|100940 gene_symbol test_1005940
22|c1zFozFazazD 1/ ifenriz] ¥ 43,969, 703|¥M 122404 [REFSEQ T12F0zFA7AZD 137740 gens_syubol_test_137740
ElClSRDSSEEDDD 1/ 1ljchrls R 88,006,877|A33UU?5D13 [RIKEM] T1EROSSEEQDA| 111454 |gene symbol _test 111454
EClSFD‘lDBSSDA 1/ 1ljchrls F 67,868,378|KM 128018 [REFSEG] T1SFO40BIEDA) 153047 | gene_symbol_test 153047

Copyright © 2004 RIKEN,Japan.

-Page 3 -




CAGE Basic Viewer

User's Guide

2.2 Searching CAGE TAG start site(CTSS) information

You can search the tag start site information in which much Tags is contained.

1. CTSS Search is displayed by clicking ‘CTSS Search’ of ‘Search’.

ﬁ CAGE Basic Viewer

Contents

The surtenary Bst is displayed by
- CAGE Library
- Tissue Type

- Chromosome

DS

Pialegpn=s 1y LG

Genomic information - |0 Zearch

|As'arlllu Wer.
|ucsc-oce-2003

Species

Hus musculus

RIKEM. Joman

The data iz specified by

- CAGE Library Search

- LTSS Search
- TSE ch

Friday, 12 Macch 2004

Current Statistics - TU Search
Humber of CAGE Library [ 66
| Mumber of CAGE Tissue | 12
Humnber of CAGE Plate [ 3,165
| Number of CAGE Clone il 931,204
Humber of CAGE Tag 2,203,762
| Auerage of CAGE Tegs/Clone 1 T z.37
Humber of mapped CAGE Tag [ ot east 1 site | 1,233,882
| Humber of mapped CAGE Tag | specified 1 site | " 396,498
Humbser of CTSS 271,738
[ Number of 155 [ 179,224
Humber af TU | 28,354
| Humber of TU in whoie genomas | 48, 675

2.

CTSS Search is displayed.

CTSS List is displayed by selecting Chromosome and Mapped CAGE Tags, and clicking

‘Search’.

CTSS Search

Chromosome : I chrs - I

Mapped CAGE Tags: [= -| 100

=l
IS-Earvl:h[:\LS I clear I

Copyright © 2004 RIKEN,Japan.
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3. CTSS List is displayed.
CTSS Summary is displayed by clicking CTSS ID.

Listof CTSS SEMRCH RESULTS : 1-2 of about 2 records.

Searched for Chromoseme: chrd Mapped Tags = 100

Ho CTSS_ 1D Tags Chr Strand StartPos mRHA T55_ID TU_ID
1 || cosFoseczzs 163| chrs F 90,972,815(3830429G18 [RIKEN] TOSFOSECZZEF 579
2 cnsmssBAzoi ] 152| chrk F 20,942,973 (2210407621 [RIKEN] TOSFOSEEAEDR 73

Gene Symbol

gene symbol test_ 6795
gene_symbol test_&73

4. CTSS Summary is displayed.
Genomic Elements is displayed by clicking ‘open window’.

CTSS Summary
c1ssip: COS5F056C228F T55 ID . TO5F056C228F
TUID 679
Genomic Position
Assemble Ver. Chr. Strand start pos. Mapped Tags
UCSC-0ct-2003 chr§ F 30,972,815 163
Relation with gene
mRHA evidence CDS StartPos. CDS EndPos. Gene Symbol
5830429515 [RIKEN] inside the first exon(5'UTE) 45 1,863 gene symbol test 673
RHA Library Expression Info
RHA Lib. 1D Tissue Type Stage Tags Exp Level{TPM}
2B0CEFFF eubryo TS-26 163 1,851.14 (163/88054)
Detail of Summary in tag list
Genomic Efements » open wimlo'ﬁ'
5.  Genomic Elements is displayed.
Mouse (mm4) genomic elements
Showing 101 bp from chr5, positions 90,972,765 to 90,972,865
Instructions: Search using a sequence name, gene name, locus, or other landmark. The wildcard character * is allowed. To
center on a location, click the ruler. Use the Scroll/Zoem buttons to change magnification and position.
Examples: chrl, chr2, chr3, chrd, chrd, chr, chr?, chrd, chrd, chr10, chr11, chr12, chr13, chr14. chr1s, chriG, chri?, chria,
chr19. chr¥. chr19:30557556. 30558555, geneidMame:chr19_&15.1.
[Hide banner] [Hide instructions] [Bookmark this view] [Link to an image of this view] [Publication quality image]
[Help]
UCSC Genome Browser | ensembl | VISTA Track (mm3)
Landmark or Region ScrollfZoom:
chr5:0872765. 90972865 Search | | CFip L [Showi01 bp v 2
Qvervien of hrS et b ———————————————
01 201 30M 40N 50M  6OM  soM  BOM GO 10OM 410N 120M 130M 140N 150 deoM i7on
) . . , . , . , )
D0O7ZFF0 D0972780 90072790 DOTZE00  DOSF2BL0 D0972E20  D0972830 90972840 90872850 D097
18.RT5 transcripts
18.Transcription start site
18, TATA box
28, Transcripts

Copyright © 2004 RIKEN,Japan.
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3. Viewer Pages

3.1 Page transition
Pages in this system are connected with each other by hyperlink. The transition is described in
the following.
Top Page
(Main)
Browse
| rowse rowse rowse
AGE Library evelopmentallhromosome
tage
Search
L ID Search CAGE Library ¢TSS Search 1TSS Search  TU Search| |
$earch
Search
Result List
earch CAGE Library |CTSS TSS TU <«
esult List List List List List
Summary
Library Tissue DevStage NA Libra mRNA
Summary Summary Summary| ummary Summary|
A A A A
4_
A 4 \ 4 A 4 A 4 A 4
Clone Tag CTSS TSS TU
Summary Summary Summary Summary Summary
SQL Search
— ] $QL Searc
Copyright © 2004 RIKEN,Japan. -Page 6 -
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3.2 Top Page

Menu, statistics, and the used assembly of the genome are displayed in ‘Contents’, ‘Genomic
Information’, and ‘Current Statistics’, respectively.

[Top Page]

Monday, 22 November 2004

B9 CAGE Basic Viewer

Contents

i
Browse !

The summary list is displayed by

Wizleunig 1y €\ =

Genomic infermation

- RRA Library: . - - =

- CAGE Library |Species Assenble Ver. Chromosomes
2D |mas misculus UCSC-May-2004 1-19,%,7

- Developmental Stage r

- Chromozome

Current Statistics  rri, 17z Nov zo04 16:4z:50 +05900

The data is specified by

bk | Humber of CAGE Library il 145
- CAGE Library Search Humber of CAGE Tissue z3
- CTSS Search Humber of CAGE Plate 5,862
- TS5 Search - |
. TU Search Humber of CAGE Clone 2,721,800
Humber of CAGE Tag 11,567,973 :_

Links 5 -

. 8oL Search Average of CAGE Tags/Clone 4, 25 |
Search by SGL. Humber of mapped CAGE Tag [ at least 1 site ] 8,825,172 §

- Help ? Humber of mapped CAGE Tag [ specified 1 site ] 7,151,511}
feluti=nrston | Average of mapping rate 0.62

| Humber of CTSS 1,260,079

Humber of TSS 594,136

Humber of TU 39, 593 |

| Humber of TU in whole genomes 50,612

1004 RIKEM, Japan. MTT Software Corporation.

All right=

(1) Contents

You can access the other pages by following the hyperlinks.

No Column Explanation

1 | Browse RNA Library Go to 3.3(1) RNA Library
CAGE Library Go to 3.3(2) CAGE Library
2 Tissue Type Go to 3.3(3) Tissue Type
3 Developmental Stage Go to 3.3(4) Development Stage
4 Chromosome Go to 3.3(5) Chromosome
5 | Search ID Search Go to 3.4(1) ID Search
6 CAGE Library Search Go to 3.4(2) CAGE Library Search
7 CTSS Search Go to 3.4(3) CTSS Search
8 TSS Search Go to 3.4(4) TSS Search
9 TU Search Go to 3.4(5) TU Search
10 | Links Help This manual is displayed.

Copyright © 2004 RIKEN,Japan.
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(2) Genomic Information

Information about the genome assembly used in this system is shown.

No Column Explanation

1 | Species Target species of this system
2 | Assemble Ver. Assemble Version of the genome
3 | Chromosomes List of Number of Chromosome

(3) Current Statistics

Statistics about registered data is shown.

No Column Explanation

1 | Number of CAGE Library Number of registered CAGE Libraries

2 | Number of CAGE Tissue Number of registered Tissue Types

3 | Number of CAGE Plate Number of registered CAGE Plates

4 | Number of CAGE Clone Number of registered CAGE Clones

5 | Number of CAGE Tag Number of registered CAGE Tags

6 | Average of CAGE Tags/Clone Average of CAGE Tags/Clone

7 | Number of mapped CAGE Tag Number of registered mapped CAGE Tag [at least 1site]
[at least 1 site]

8 | Number of mapped CAGE Tag Number of registered mapped CAGE Tag [specified 1site]
[specified 1 site]

9 | Average of mapping rate Average of registerd mapping rate

10 | Number of CTSS Number of registered CTSS

11 | Number of TSS Number of registered TSS

12 | Number of TU Number of registered TU

13 | Number of TU in whole genomes Number of registered TU in whole genomes

Copyright © 2004 RIKEN,Japan.
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3.3 Browse pages

You can see registered information by following hyperlinks in browse pages. The hyperlinks are in

the left side.
The summary list iz dizplayed by
- RN Library
- CAGE Library 1 RNA Library Go to 3.3(1) RNA Library
- Tizaue Type 2 | CAGE Library Go to 3.3(2) CAGE Library
- Developmental Stage 3 | Tissue Type Go to 3.3(3) Tissue Type
- Chi OMmOS0me 4 | Developmental Stage | Go to 3.3(4) Development Stage
5 | Chromosome Go to 3.3(5) Chromosome

(1) RNA Library

The browse page displays registered RNA Library information as a table. You can access
3.5(4)RNA Library Summary by clicking the LibraryID.

Browse RNA Library separated by » ID » Collaborator » Tissue
GCABCACECCCHCPRCG C'DERGHT

RHALIbID: *  Description Tissue Stage Gollaborator
A4 ot availatlz Rl P, M,
RNALibID : 5  Description Tissue Stage Collaborator
B0 tesfis testis =2l AR,
RNALiblD : A*  Description Tissue Stage Collaborator
a1 btz brain T5-H hA.

Sy btz brain T5-23 FAL.

Tags Mapped tags (rate)  GTS5s  T5%s  Tls ToP
453,344 255600 (53%) 96,833 46,903 19461

Tags Mapped tags (rate)  CTSS5s T8  TUs ToP
28,181 8524 050%) GBS0 4644 4040

Tags Mapped tags (rate)  CTSS5s T8  TUs ToP

1,825 B9 [37%) 298 555 o

5,343 16 (24 1122 992 963

No Column Explanation

1 | RNALibID RNA Library ID *Go to 3.5(4)RNA Library Summary

2 | Description RNA Library Description

3 | Tissue Tissue name “Go to 3.5(2)Tissue Summary

4 | Stage Theiler Stage *Go to 3.5(3)DevStage Summary

5 | Collaborator Collaborator name

6 | Tags (rate) Number of tag

7 | Mapped tags (rate) Number of mapped tag

8 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS
9 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS
10 | TUs Number of TU

Copyright © 2004 RIKEN,Japan.
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(2) CAGE Library

The browse page displays registered CAGE Library information as a table. You can access
3.5(1)Library Summary by clicking the LibrarylD.

[Browse by CAGE Library ID]
Browse by CAGE Library ID

LibrarylD : 00~ Clones Tags Tagsiclone Mapped tags [rate]  No-hits [rate] Multi-hita [rate CTSSs T553 Tus Tor
LooAs 7,435 12,822 5353 (4% 5,537 [43% 1,932 {15% 2578 3.292 2475
] T4z 12,487 1.58 5287 (47% 5,33 [43% 1,887 [15% 2.530 2248 242
LogAL i 141 4 108 107 10
Lo1as K 4 18 5013 4307 2.204 2,955 2,282
00Zaa 2 4 2 2 4 1,795 1.654

No Column Explanation

1 | Library ID CAGE Library ID * Go to 3.5(1) Library Summary
2 | Clones Number of Clone

3 | Tags Number of Tag

4 | Tags/clone Quality (Tags/Clone)

5 | Mapped tags Number of mapped Tag

6 | No-hits Number of no-hits Tag

7 | Multi-hits Number of multi-hits Tag

8 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS

9 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS

10 | TUs Number of TU

Copyright © 2004 RIKEN,Japan. -Page 10 -



CAGE Basic Viewer

User's Guide

(3) Tissue Type

The browse page displays information about tissue types as a table. You can access 3.5(2)Tissue

Summary by clicking the tissue names.

[Browse by Tissue Type]

Browse by Tissue Type

#*ABCDEFGHIJKLMNOPQRSTUVYWXY?Z

u: Tags Mapped tags [rate MNo-hita (rate}  Multi-hits [rate CT553 1553 TUs T1OF
UNDEFINED TISSUE TvPE 862 752 04,647 (70° 20,360 37,745 [16% 212.551 142,253 23,445

A Tags Mapped tags rate MNo-hits rate)  Multi-hits [rate CT55s 1553 TUs T1OP
amnicn 5,350 323 6% 4807 120 (2 207 182 189

B: Tags Mapped tags [rate No-hits [rate} Multi-hits [rate CTS5s TUs TOP
bone marrow 502,72 34,542 209,51 208,558 (14 233.008 24 531
brain 7262 16,985 (2 49 185 5,450 10550 3,93

No Column Explanation

1 | Tissue Name Tissue Name * Go to 3.5(2) Tissue Summary
2 | Tags Number of Tag

3 | Mapped Tags Number of mapped Tag

4 | No-hits Number of no-hits Tag

5 | Multi-hits Number of multi-hits Tag

6 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS

7 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS

8 | TUs Number of TU

(4) Development Stage

The browse page displays information about developmental stages as a table. You can access
3.5(3)DevStage Summary by clicking the Theiler stage name.

[Browse by Developmental Stage]

Browse by Developmental Stage

Theiler Stage Tags Mapped tags (rate
- TS5-18 {Posleror neurcpons closes) %05 58 (3
TS-18 (Closurs of lens wesiclke) T4 358
TS-20 (Earhesi sign of fingers) 51,885 7,067
T5-21 {Anierior foofplaie indenied 40,255 0781 (&7

MNa-h

L]
=
7
&

T553 Tus

its

rate) Multi-hits [rate

[
[7=]
[
-0

e

ac 174

—
[

i

L==]
[
e}
[=1

-]

—

(=]

4,305

-]
[=]
L=l
(=]
(=¥}
(=]

e r

..... 4,581

No Column Explanation

1 | Theiler Stage Theiler Stage Name * Go to 3.5(3) DevStage Summary
2 | Tags Number of Tag

3 | Mapped Tags Number of mapped Tag

4 | No-hits Number of no-hits Tag

5 | Multi-hits Number of multi-hits Tag

6 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS

7 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS

8 | TUs Number of TU
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(5) Chromosome

The browse page displays registered Chromosome information as a table. You can access a table
of CTSSs by clicking the chromosome name.

[Browse by Chromosome]

Browse by Chromosome

Chromosome Mapped tags CTS5s T55% Tus

- ¢hrl 42,104 16,635 11,360 1,887

- ghrd £7,925 22837 14,833 2,180

- ghr3 26,045 13418 8,589 1,546

- ghrd £2,230 16,904 11,062 1,760

- ghrs 44,525 15954 10519 1,692

- chré 37,329 14553 9.743 1,519

1 | Chromosome Number of Chromosome *Go to 3.4(1) f) List of CTSS
2 | Mapped Tags Number of mapped Tag

3 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS
4 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS

5 | TUs Number of TU
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3.4 Search pages

You can search entries in some ways. The hyperlinks are in the left side.

The data iz zpecified by

: E&S(:::j;ary Search 1 ID SearC.h Go t0 3.4(1) ID Searqh
. CTSS Search 2 | CAGE Library Search | Go to 3.4(2) CAGE Library Search
. T=S Search 3 | CTSS Search Go to 3.4(3) CTSS Search
. TU Search 4 | TSS Search Go to 3.4(4) TSS Search
5 | TU Search Go to 3.4(5) TU Search

No Column Link

(1) ID Search

ID based search is possible from the search page. Each entry’s ID is searched by prefix match
with distinguishing capital and small letters.

[ID Search]
ID Search
ID Type : | —-select - ¥ |
{1 | |

No Contents Explanation

1 ID Type Selects the type of ID to search
2 RNA LibID Go to a) List of RNA Library
3 mRNA (Gene ID) Go to b) List of mMRNA

4 Riken ClonelD Go to c) List of Riken Clone
5 CAGE ClonelD Go to d) List of CAGE Clone
6 CAGE TaglD Go to e) List of CAGE Tag

7 CTSS ID Go to f) List of CTSS

8 TSS ID Go to g) List of TSS

9 TU ID Go to h) List of TU

10 Gene Symbol Goto h) List of TU

11 ID Inputs the ID to search

Copyright © 2004 RIKEN,Japan.
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a) List of RNA Library

The search result by RNA LibrarylD is shown.

List of RNA Library

SERRCH RESULTS @ 1 -2 of shaud 2 recor

di

rrva_libid : 160°
Ho RHA LibiD

LEQOBTFF
LE07ZFFF

Tissues Type Stage Tags
AL on T5-16 1,080
mammary gland TE=16 7,407

Mapped tags CTS5s 1558 | Tus

2 2 ] g

a0 E0 45 a4

No Column Explanation

1 | RNALibID RNA Library ID * Go to 3.5(4) RNA Library Summary
2 | Tissue Type Tissue Type Name

3 | Stage Developmental Stage (Theiler Stage)

4 | Tags Number of Tag

5 | Mapped tags Number of Mapped tag

6 | CTSSs Number of CTSS

7 | TSSs Number of TSS

8 | TUs Number of TU

b) List of mMRNA

The search result by mRNA ID (GenelD) is shown.

List of mRNA

SEARCH RESULTS -

1-3 of about 3 records.

gene_id : M100*

longest
Ge cos|  COS
No| mRNA Strand chr. StartPos EndPos CTSSs U D =EIE ) o NT len AA len ORF
mbol | start | end
len.
110082 [GA] F chrls || 55,978, z290| s5,3284, 785 3| azsss Izp 341,767 3,305 557 -
z|M10082 [GH] F chré | 41,27s,331| 41,274, 603 ol| 165928 IC;E_ a11| =817 817 135 -
3|[M10085 [GB] ) chrX |157, 310, 288|157, 313, 3489 1] 182801 | 2weix 3 as7 722 154 -

No Column Explanation

1 | mRNA mRNA (Gene ID) * Go to 3.5(10) mRNA Summary
2 | Strand Strand (F : Forward / R : Reverse)

3 | Chr. Number of Chromosome

4 | Start Pos Start Position

5 | End Pos End Position

6 | CTSSs Number of CTSS

7 | TUID TUID *Go to 3.5(9) TU Summary
8 | Gene Symbol Gene Symbol

9 | CDS start CDS Start Position

10 | CDS End Pos. CDS End Position

11 | NTlen. NT Length

12 | AAlen. AA Length

13 | Longest ORF Len. Longest ORF Len
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c) List of Riken Clone

The search result by Riken Clone ID is shown.

List of Riken Clone SEARCH RESULTS : 1-50 of abowd 299 records

riken clone_id : 061000

123456 P [Hed

Ho RikenClonell Genell Strand Chr. StartPos EndPos TU o
1 Mﬂl:ll:ls.ﬂ..l:l]' RTEEN | 2 R chr? L1l 0£5, 272 111,070,754 134782
z| 1000541 RIKEN| 34 ¥ chr 124,818,132 124,820,135  £3070
3| 051 0005421 BIKEN18778 ] chrd 47,161,538 47,165,726 200
4 O] QOOSE0S RIKEN| 28334 b3 chr7 95,988, 436 95,989,832 98281

No Column Explanation

1 | RikenClonelD Riken Clone ID * Go to 3.5(10) mRNA Summary
2 | GenelD mRNA (Gene ID)

3 | Strand Strand (F : Forward / R : Reverse)

4 | Chr. Number of Chromosome

5 | Start Pos Start Position

6 | End Pos End Position

7 | TUID TUID * Go to 3.5(9) TU Summary

d) List of CAGE Clone

The search result by CAGE Clone ID is shown.

List of CAGE Clone

SEARCH RESULTS :

1-23 of sbout 23 recards

cage clone_id : 001AM0D14*

Ho Clonell

. .1.“ 00 2800 A0
2| 0DO1AAMADG
3| DO1AADADY
4|  DOAANADS

26
27
34
27

533: 52, 53. l,'.| ] 00180
511 52.45%5 0 0 Qo1 ae
581 53.36 0 0 001 AL
549 §2.82 o o Ooias

No Column Explanation

1 | CAGE ClonelD CAGE Clone ID * Go to 3.5(5) CAGE Clone Summary
2 | Avg.quality (%) Average quality value (%)

3 | Length Length of CAGE Clone

4 | GC (%) GC content (%)

5 | Tags Number of Tag

6 | Mapped Tags Number of mapped Tag on CAGE Clone

7 | LibrarylD CAGE Library ID * Go to 3.5(1) Library Summary
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e) List of CAGE Tag
The search result by CAGE Tag ID is shown.

SERRCH RESULTE @ 4.2 of about 2 records

List of CAGE Tag

tag_id : DOOAADIA"

Ava,
GC
ey
Tag 1D Liter aryfly l!;uﬂ!. length %) | SlertPos EndPos match
L] Q0080 A020] Q004 16 1866 67 78 3L 18
2| Q00800 ADR02 DO0AS 35 20 e0.00 114 133 13
3| D000 A0T0H Q08 =1 20/ 60,00 5 24
4{000AAMAOT0R | OOOAA 37 20/ 50.00 113 132 18

mismatch = CISSW ISS 0 TUW
0 COSROSBAFTEN TOARDEBAFTEO . 90079
1| COROTF360F2 | IMROTFI60F2 | 102485

2 C1ZROICECENC | T12ROJCECERR . 94975

No Column Explanation

1 | Tag ID CAGE Tag ID * Go to 3.5(6) CAGE Tag Summary
2 | LibrarylD CAGE Library ID * Go to 3.5(1) Library Summary
3 | Avg.Quality (%) Average quality value (%)
4 | Length Length of CAGE Tag
5 | GC (%) GC content (%)
6 | Clone StartPos Start Position on Clone
7 | Clone EndPos End Position on Clone
8 | maich Value of match
9 | mismatch Value of mismatch
10 | CTSS ID CTSS ID *Go to 3.5(7) CTSS Summary
11 | TSSID TSS ID *Go to 3.5(8) TSS Summary
12 | TUID TUID *Go to 3.5(9) TU Summary
f) List of CTSS
The search result by GTSS ID is shown.
List of CTSS SEARCH RESULTS : 1-23 of about 23 records.

ctss_id ; CO1F003*

No| CTSSID Tags Cchr. Strand StartPos mRNA 155 ID TU ID s m[ﬁ:?e

1| co1Fooz0412C 1| ene1 F 3,162, 412[[4933401J01 [RIKEN] T01F0020412C| 110290 |4533401701mik
z| cot1FoozoEsez 1 enr1 F 2,204, 674|ENSHMUST00000058871 [ENSEMBLI|To1Fo030E64z || 7058 -

3| co1Fooz1988s 1| ene1 F 3,251, 077|ENSHUSTO00000S9871 [ENSEMBLY|To1Fo021eBss | s70ss -

4| co1Fooa10820 1 enr1 F 2,267, 389||ENSHMUST00000058871 [ENSEMBLI[T01F00310830| s70ss -

s| cotFoozzenss 1| ene1 F 3,296, 036|ENSMUST00000059571 [ENSEMBL]| To1F00324R58| s70s8 -

1 | CTSS ID CTSS ID *Go to 3.5(7) CTSS Summary
2 | Tags Number of Tag

3 | Chr. Number of Chromosome

4 | Strand Strand (F : Forward / R : Reverse)

5 | StartPos Start Position

6 | mRNA mRNA (Gene ID) *Go to 3.5(10) mRNA Summary
7 | TSSID TSS ID *@Go to 3.5(8) TSS Summary

8 |TUID TUID *Go to 3.5(9) TU Summary

9 | Gene Symbol Gene Symbol
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g) Listof TSS
The search result by TSS ID is shown.

List of TSS SEARCH RESULTS : 1-22 of sbout 22 records.

tss_id : TO1F003*

No| IS510 CTS5s Tags Chr. Strand Position StartPos EndPos TU 1D - m%

1| T01FQO20412C 1 1| ehri T 3,162,412 3,182,412 3,182,412 4333401J01R1k
|| TD1FO020ER42 1 1| ehr1 T %,204,874| 3,204,874 3,204,874 -

z|| TD1F00218B2S 1 1| ehr1 T %,281,077| 3,251,077 3,251,077 -

4|/ T01F0021DB30 1 1| ehr1 T 3,287,383 3,287,383 3,287,383 -

|| TD1F00224B56 1 1| ehr1 T 3,298,088 3,23%,088| 3,298,028 -

No Column Explanation

1 | TSSID TSS ID *Go to 3.5(8) TSS Summary
2 | CTSSs Number of CTSS

3 | Tags Number of Tag

4 | Chr. Number of Chromosome

5 | Strand Strand (F : Forward / R : Reverse)

6 | Position Representative CTSS Position

7 | Start Pos TSS Start Position

8 | End Pos TSS End Position

9 |TUID TUID *@Go to 3.5(9) TU Summary
10 | Gene Symbol

h) List of TU

The search result by TU ID is shown.

Listof TU SEARCH RESULTS : 1-50 of about 569 records.
tu_id ; 104*
122456 P [Nex
No| Tu D - m% Tsss CTsSs Tags mENA Chr, Strand StartPos EndPos
1| 104 Btgl 14 33 138|[NM 008770 [REFSEQ]| chxlé R 73,526,373 73,543,310
z 1045 Bubl 13 s 1&7||UBS7S5 [GE] chrz 2] 128,082,587 ||128, 083, 322
z|| 10434 Mafl 4z 103 1,&17|BCMMEZED [GE] chrls T 77,383,851 77,388,717
4| 10442 Thgdhll ] 57 149(AK048108 [GA] chri4 F 114,328, 205|115,12%, 550
5 104583 Hintz 5 43 Zoa||AF358874 [GH] chrd 2 47,5344 05g| 42,342,277
1 TU ID TUID *Go to 3.5(9) TU Summary
2 | TSSs Number of TSS
3 | CTSSs Number of CTSS
4 | Tags Number of Tag
5 | mRNA mRNA (Gene ID) * Go to 3.5(10) mRNA Summary
6 | Chr. Number of Chromosome
7 | Strand Strand (F : Forward / R : Reverse)
8 | StartPos Start Position of range of TU
9 | EndPos End Position of range of TU
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(2) CAGE Library Search

Search with some conditions such as tissue type or the number of CAGE tags is possible from the

search page.

* Search conditions are combined by ‘AND’.
all’)

a) Search Form

‘Any”is not used as a conditions (It is the same to

CAGE Library Search

Search Key

Tizsue Type : R Arvy Tigsue - W

Developmental Stage : | - Any Stage - v
CAGETags: > v |0 v
Mapped CAGE Tags : == vl:I bt

Liiiker Method : | - Any Method -

| Search | | clear |

No Key Explanation

1 | Tissue Type Selects TissueType Name

2 | Developmental Stage | Selects DevelopmentalStage(TheilerStage)

3 | CAGE Tags Selects the number of max or the number of min of CAGE Tag

4 | Mapped CAGE Tags | Selects the number of max or the number of min of Mapped CAGE Tag
5 | Linker Method Selects LinkerMethod
b) Search Results

SEARCH RESULTS : 1 - 14 of about 14 records

List of CAGE Library

Searched for Tissue: brain Tags >0 Mapped Tags >=10

Library .

_ . : : : o f :

o O Linker  Tissues Stages Clones Tags Tagsiclone ta';":‘" CTSSs TSSs | Tus
1 D00aR Honomer brain TS-Z8 27,976 | 20,600 0. 74 T.752 | 3,622 2,266 2,512
2 | 000AE |Monomer| brainm TE-28 27,691 20,317 0.73 7,697 3,570 3,218 | 2,466
3 000AC |[Honeomer | brain TS=-28 793 488 0.82 les 11% 114 113

No Column Explanation

1 | Library ID CAGE Library ID * Go to 3.5(1) Library Summary
2 | Linker Linker Method Name

3 | Tissues Tissue Type Name

4 | Stages Developmental Stage(Theiler Stage) Name
5 | Clones Number of Clone

6 | Tags Number of Tag

7 | Tags/clone Qualiyt (Tags/Clone)

8 | Mapped tags Number of Mapped Tag

9 | CTSSs Number of CTSS

10 | TSSs Number of TSS

11 | TUs Number of TU
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(3) CTSS Search

Search with conditions such as a chromosome number or the number of CAGE tags is possible
from the search page.

* Search conditions are combined by ‘AND’.

‘all’)

a) Search Form

‘Any’is not used as a condition (It is the same to

CTSS Search

Chromosome: - Any - V.

Mapped CAGETags: > ~ O v |

| Search | | clear |

No Search Key Explanation

1 Chromosome

Selects the number of Chromosome (1~19,X,Y)

2 | Mapped CAGE Tags

Selects the number of max or the number of min of Mapped CAGE Tag

b) Search Results

Listof CTSS SEARCH RESULTS : 1-50 of about 6,275 records.
searched for Mapped Tags > 100
123456 P [Nedd
Mo CTSS 1D Tags | Chr || Strand StartPos mRHA T55 1D TU ID | Gene Symbol
1||COSROE4D4ERE 55802 chrs 2 105,723, 782||NM 133877 [REFSEQ] IO0SROE4D4EFS((105474 Trf
2 [|C1l7R021EADST 234535||chrl? = 35,584, 287|[FE30038418 [RIKEN] T17R0Z21EAD5E| 130751 ns
3 |[CosFO&anECaz 34037| chrs F 110,980, 162||NM 008160 [REFSEQ] TOSFO0&e3DeC42|| 2480 GEpxl
4 (C1l5F06401304 28118||chrls F 104,862, 463(|ENSMUSTO00000E67442 [ENSEMBL]|(T15F06401304|/165124 =
5 |CLLFOSEETCES 244355|chrll F 95,515, £33||XM 354541 [REFSEQ] T11FO0S5EETCEFE|(152444 Ertaps-1
1 |CTSS ID CTSS ID *Go to 3.5(7) CTSS Summary
2 | Tags Number of Tag
3 | Chr. Number of Chromosome
4 | Strand Strand (F : Forward / R : Reverse)
5 | Start Pos Start Position
6 | mRNA mRNA (Gene ID) * Go to 3.5(10) mRNA Summary
7 | TSS ID TSS ID *Go to 3.5(8) TSS Summary
8 |TU D TU ID *Go to 3.5(9) TU Summary
9 | Gene Symbol Gene Symbol
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(4) TSS Search

Search with conditions such as a chromosome number or the number of CAGE tags is possible
from the search page.

* Search conditions are combined by ‘AND'’.

‘Any”is not used as a conditions (It is the same to

all)
a) Search Form
TSS Search
Chromosome ; '-l.u-l'l‘fu"' V
Mapped CAGE Tags: > v 0 ~
cTss: (> w0 v
Search | | clear |

No Search Key Explanation

1 | Chromosome Selects the number of Chromosome (1~19,X,Y)
2 | Mapped CAGE Tags | Selects the number of max or the number of min of Mapped CAGE Tag
3 | CTSS Selects the number of max or the number of min of CTSS

b) Search Results

Listof TSS SEARCH RESULTS : 1 -50 of sbout 1,670 records.
Searched for Mapped Tags > 100 CT55s>8
1232 458 P [Nex
Ho TS5 1D Tags CTS5s Chr Strand StartPos EndPos TU_ID Gene Symbol
1 TOSR084D4EFS 55837 2g|| chrs 2 105,725, 7e4|| 105,725, 73¢| 105474 Trf
2 || TL7ROZ1IEAC 38522 3g|| chrl7 2 35,554,710 35,5454, 745 130751 nz
3 || IOSFOEIDECE2 38257 2Z|| chrs F 110,3980,153| 110,580,180| Z480 Epxl
4 || I17R0Z1IERD4TF 331s3 17| chel7 2 35,504,853 35,504,882 L30751 na
S| I1sFoosecEss 238257 24| chrils F 3,888,750 9,866,822( 111257 Fth

No Column Explanation

1 |TSS ID TSS ID * Go to 3.5(8) TSS Summary
2 | Tags Number of Tag

3 | CTSSs Number of CTSS

4 | Chr Number of Chromosome

5 | Strand Strand (F : Forward / R : Reverse)

6 | StartPos Start Position of TSS

7 | EndPos End Position of TSS

8 | TU ID TU ID *Go to 3.5(9) TU Summary
9 | Gene Symbol Gene Symbol
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(5) TU Search

Search with conditions such as a chromosome number or the number of CAGE tags is possible
from the search page.

* Search conditions are combined by ‘AND'’.

‘all’)

a) Search Form

‘Any”is not used as a conditions (It is the same to

TU Search

Search Key

Chromosome : .
Mapped CAGE Tags : 5>

Ay - v

vlﬂ

185: (> w0 v

| Search | | clear |

1 | Chromosome Selects the number of Chromosome (1~19,X,Y)

2 | Mapped CAGE Tags | Selects the number of max or the number of min of Mapped CAGE Tag
3 | CTSS Selects the number of max or the number of min of CTSS

4 | TSS Selects the number of max or the number of min of TSS

b) Search Results
Listof TU SEARCH RESULTS : 1 - 50 of about 8,509 records.
Searched for Mapped Tags > 100 CT58s>4 TS85s>2

123458 P [Nex

No| TU_ID Gene Symbol Tags CT55s TS5 Chr Strand StartPos EndPos mRNA

1 130751 na 2Z2Z&4ds 772 15Z2||chel? = 35,564,473|| 35,565, €33|[FE30038A18 [RIKEN]
2 105474 Trs £330z 253 203/ chx3 R 105, 708, 309|105, 729, 724|[CT0037L17 [RIKEN] |
3 1585124 - 35233 44 20||chels F 104,860, £55||104, 860, 819|ENSMUSTO00000E7442 [ENSEMBL]
4 Z480 Gpxl 7614 133 5| chxs ) 110,980, 1e2|110,3981, 302||NM 008180 [REFSEQ]
5 133255 Fth 3140z Zte Te|chrls F 9,8¢c4,&599 9,869,193(230082H06 [RIKEM]
i 50147 Ctsk 305¢ce 500 155||chrl4 F 54,272,725|| 54,29&,121|(NM 0077592 [REFSEQ]
1 |[TU ID TU ID *Go to 3.5(9) TU Summary

2 | Tags Number of Tag

3 | CTSSs Number of CTSS

4 | TSSs Number of TSS

4 | Chr Number of Chromosome

5 | Strand Strand (F : Forward / R : Reverse)

6 | StartPos Start Position of TU

7 | EndPos End Position of TU

8 | mRNA mRNA (Gene ID) * Go to 3.5(10) mRNA Summary
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3.5 Summary page

You can see the summa

(1) Library Summary

S

ry of entries, which are accessible from browse and search pages.

The summary information page about a library is shown.

Library Summary
CAGE Library I0: 000AA
; : Mapped Unmapped tags
Linker Method | Mixed | Clones | Tags Tags/clone e fia) No it (rate) | Multiple (rate) CTS558s |TS58s| TUs
Monomer Mo 7,488] 12,822 1.71] 5,353 {4¥% 5,537 (43% 1,532 (159 3579 3292 Z,475
RHA Libraries
RNA Lib.ID | Tissue Type Stage Tags Mapped | ~ysss | Tsss | Tus
tags (rate)
2801BFFF brzin TS5-22 (Pootnatal da-alopmant) 1z, 822 5[353 A% 3,5'?9 3,292 2,4'?5
Detail of Summary in ~ »_chr no » plate id
[Library Summary]
No Column Explanation
1 | Linker Method Linker Method Name
2 | Mixed Did it Mixed or not?
3 | Clones Number of Clone
4 | Tags Number of Tag
5 | Tags/clone Quality (Tags/Clone)
6 | Mapped tags Number of mapped Tag
7 | No hit Number of no-hits Tag
8 | Multiple Number of multi-hits Tag
9 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS
10 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS
11 | TUs Number of TU
[RNA Libraries]

No Column Explanation

1 | RNALib.ID RNA Library ID * Go to 3.5(4) RNA Library Summary
2 | Tissue Type Tissue Type Name

3 | Stage Developmental Stage (Theiler Stage) Name

4 | Tags Number of Tag

5 | Mapped tags Number of Mapped Tag

6 | CTSS Number of CTSS

7 | TSS Number of TSS

8 | TU Number of TU
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[Detail of Summary in:]
You can access more detail information about the library.

Detail of Summary in . »chr_no - plate id

No Column Explanation
1 | chr no The detailed information on a chromosome unit is shown.
2 | plate_id The detailed information on a plate unit is shown.

[Detail of Summary in: chr_no]
The detailed information per chromosome is shown.

Detail of Summary in: © chr_no © plate id
Chr  Mapped CTSSs  T5Ss Tus

chrl 203 186 173 137

cher2 548 306 278 zZl4

ched 204 135 130 111

ched 2111 24 204 157

ches 252 174 52 130

che6 | 21 145 135 104
1 | Chr Number of Chromosome *Go to 3.4(1) f) List of CTSS
2 | Mapped Number of Mapped Tag
3 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS
4 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS
5 | TUs Number of TU

[Detail of Summary in: plate_id]
The detailed information per plate is shown.

Detail of Sunumary in: @ chr_no o plate_id
plate_id Sequence date  Clones Tags Mapped CTSSs T55=% Tus
oBAaAD] | Jul 2 2003 258 158 3 45 45 44
OMBAADZ | Jul 2 2003 343 223 54 &7 £ £4
0HBAADS | Jul 2 2003 288 170 83 B2 &0 &0
OMBAADS | Jul 2 2003 322 232 26 s & £6
OMBAADS | Jul 2 2003 354 303 112 &0 78 78

1 | plate_id Plate ID * Go to 3.5(5) CAGE Clone Summary

2 | Sequence date Sequence date

3 | Clones Number of Clone

4 | Tags Number of Tag

5 | Mappeds Number of Mapped Tag

6 | CTSSs Number of CTSS

7 | TSSs Number of TSS

8 | TUs Number of TU
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(2) Tissue Summary
The summary information page about a tissue type is shown.
Tissue Summary
Tissue Hame : amnion
: Mapped Unmapped tags
Tissue ID EMAP ID Tags tage (rate) Mo Wit (rate) Multiplc (rate) CT55s T55= TUs
1% 5,350 323 [f% 4,907 (52% 120 (% 207 193] 189
Detail of Summary in . »_chr_no

No Column Explanation

1 | Tissue Name Tissue Name

2 | Tissue ID Tissue ID

3 | EMAP ID EMAP ID

4 | Tags Number of Tag

5 | Mapped tags Number of Mapped Tag

6 | No hit Number of no-hits Tag

7 | Multiple Number of multi-hitsTag

8 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS
9 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS
10 | TUs Number of TU

[Detail of Summary in: plate_id]
The detailed information per plate is shown.

(3) DevStage Summary

The summary information page about a developmental stage is shown.

DevStage Summary

Theiler Stage: TS-22

S Mapped Unmapped tags
Stage de T . CTS85s | TS5 TU
Sy ags tags (rate) No hit (rate) Multiple (rate) = = =
Fingers separste distally 43,380 16,847 (38% 21,995 [51% 4,518 (108 11,830 10131 5,758

Detail of Summary in > »_chr no

No Column Explanation

1 | Theiler Stage Theiler Stage Name

2 | Stage description Stage Description

3 | Tags Number of Tag

4 | Mapped tags Number of Mapped Tag

5 | No hit Number of no-hits Tag

6 | Multiple Number of multi-hits Tag

7 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS
8 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS

9 | TUs Number of TU

[Detail of Summary in: plate_id]
The detailed information per plate is shown.
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(4) RNA Library Summary
The summary information page about a RNA library is shown.
RNA Library Summary
RMA Lib1D: 2B01BFFF
Tissue Type Stage Tags Mapped tags CTS58 | T55=s TUs
brain T5—-Z2Z8 (Postnatal development) 25,808 1a,757 6,570 5,923 3,938
sample Information
time course sample treatment dizeasze condition cell line collaboration
CAGE Libraries
CAGE Library ID Linker Method Tags Mapped tags CTS5s TS55s TUs
Q0048 Monomer 12,822 5,353 3,573 3,232 2,478
D00AB Monomer 12,487 5,287 3,530 3,248 Z,421
oooac Monomer 299 117 1059 107 106
Detail of Summary in - »_chr no

[RNA Library Summary]
No Column Explanation

1 | Tissue Type Tissue Type Name

2 | Stage Developmental Stage (Theiler Stage) Name

3 | Tags Number of Tag

4 | Mapped tags Number of Mapped Tag

5 | CTSSs Number of CTSS *Go to 3.4(1) f) List of CTSS
6 | TSSs Number of TSS *Go to 3.4(1) g) List of TSS

7 | TUs Number of TU

No Column

[Sample Information] RNA Sample information is shown

Explanation

1 | Time course Time course

2 | Sample Treatment Sample Treatment
3 | Disease Disease

4 | Condition Condition

5 | Cell Type Cell type %4

6 | Collaboration Collaboration

[CAGE Libraries]

CAGE (cDNA) Library information is shown.
No Column Explanation

1 | CAGE Library ID CAGE Library ID * Go to 3.5(1) Library Summary
2 | Linker Method Linker Method Name

3 | Tags Number of Tag

4 | Mapped tags Number of Mapped Tag

5 | CTSSs Number of CTSS

6 | TSSs Number of TSS

7 | TUs Number of TU

[Detail of Summary in: chr_no]
* Refer to 3.5(1)Library Summary
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(5) CAGE Clone Summary

The summary information page about a cage clone is shown. The image of 384 plates that the

CAGE clone is sequenced is displayed.

CAGE Clone Summary
Plate ID : 010AREGS
01]02[03[04 |05 ]06 07 [08]0a[10]11[12[13]14[15]16[17]18[19]20 (21 {22
@9 P9 @ OIPP DIPIIOI .
B0 00000 @ 20009 @ @ | 9 eaistmapped tags clone
n__} ﬂ'iﬂ‘d&ﬂ‘ﬂ‘ﬂ‘ﬂﬂ' ,J. *J ,‘. *J,‘. ﬂallunmappedtinsdnne
o X PP QP22 9 Q| Y notagsclone
JJ @ 909 09 I IIPI | < controlcione
9 229 29099229 90 9 9 o
“JJQO@JJGJJJJJJGJJJG R Alernative title :
@ IIIPIPI P99 999 Q9 9 d, length : d
J000000 0000000000000 @@ | etidilength, tags, mepped tags|
541@%&1#&&4 @ 009 29990
PP @ Q@92 @I IIP0DP2SII
PP DP9 Q0 09
O 9900000000 20000000 o
EJJQJGJ @ DI I DI I . prease Click Well leon 1
IPIPIIP9 QP99 999 @I 2
Ho 2920290 0029020202 D I I
CAGE Clone ID : O10AEESMO1
Length GC contents() Tags Mapped tags Avg. quality Libraryil LinkerMethod
EEE £4.51 a 1 34,90 MOAE Honomer

* A click of each Well shows corresponding CAGE Clone information.
* If the mouse over of each Well is carried out, a title indication of the CAGE Clone information will

be given.

[CAGE Clone Summary]

1 | Plate ID The plate ID with which CAGE Clone has been arranged
2 ] Exist mapped tags clone

3 J All unmapped tags clone

4 J No tags clone

5 J Control clone

6 Noting Well image Clone is not registered.

[CAGE Clone ID]

1 | CAGE Clone ID CAGE Clone ID

2 | Length Length of Clone

3 | GC contents (%) GC Contents (%)

4 | Tags Number of Tag

5 | Mapped tags Number of Mapped Tag

6 | Avg. quality Average Quality

7 | Library ID CAGE Library ID * Go to 3.5(1) Library Summary
8 | Linker Method Linker Method Name
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[CAGE Clone Sequence]
CAGE Tag mapped in CAGE Clone is shown graphically.

CAGE Clone Sequence : mapped tag unmapped tag
ool T G € G
4 C G C
o7 09 0% 09
0zl
041
nel z
C
39
H#1{010AE6IM0101)
ngl F 6 C > &4 C T & G GG T COCALATCLCGGET & &

¢ ¢ ¢ ¢C TG ARTOCOCRGEGEGETG CC RTC
3% 39 40 40 40 39 39 36 36 36 36 36 36 34 33 30 27 27 30 30

#2 (010AE65M0102)
Gt 0 B =6 @ C 6 Tk 6 6T £ C &6 & c B
sk G € #6 T: B +6 &eT 0 £ «&% G B 6 T B -C
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40

10l

- ]

121

-3

G & &G & C C GG CCGTOGERAMAIGRTGT
c ccocdc e C 6 Cc & CTTC T C &
40 40 40 40 39 39 40 40 40 40 40 40 40 40 40 35 37 35 36 36

L]

#3 (010AE65M0103)
C“T & G 6 T°C ¢ A G 8B € BT G €6 T
G: A T CC A G 6 €T G €6 T & 6 G°C &
40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 40 38 38 38 40

141

L= ]

Red :Mapped Tag
Blue :No mapped Tag
Gray :Masked Sequence

X If each Tag ID is clicked, it will go to 3.5(6) CAGE Tag Summary
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(6) CAGE Tag Summary

The summary information page about a cage tag is shown.

CAGE Tag Summary
CAGE Tag ID: 000AAD2A0601 CTS5 1D - iR EEEGR
TS5510 » TOZ2RO138B40E
TUID - 4586
Library Information
Library 1D RHA Lib ID Tissue Type Stage
oooss 2801BFFF brain I3-Z23
Sequence Information
avg. quality value Iength GC % clone pos. order of the tag
33.585 20 55.00 75 - 54 1
Alignment with genome
match mismatch
13 a
chr 25,736,189 (R) 25,736,207
I I
CAGE Tag: ¢ TCCTTCT G CCCAGTTTT
[ T A A A A A A A I
genone ; ¢ TCCTTCTG CCCAGTTTTT
[quality walue] 33 33 33 33 33 33 33 39 39 36 36 36 33 33 30 32 32 34 34 34

[CAGE Tag Summary]
No Column Explanation

1 | CAGE Tag ID CAGE Tag ID

2 | CTSS CTSS ID *Go to 3.5(7) CTSS Summary
3 | TSS TSS ID *Go to 3.5(8) TSS Summary
4 | TU TU ID *@Go to 3.5(9) TU Summary

[Library Information]

No Column Explanation

1 | Library ID CAGE Library ID * Go to 3.5(1) Library Summary
2 |RNALbID RNA Library ID

3 | Tissue Type Tissue Type Name

4 | Stage Developmental Stage (Theiler Stage) Name

[Sequence Information]
No Column Explanation

1 | avg. quality value Average Quality

2 |length Length of Tag

3 |GC% GC Contents (%)

4 | clone pos. Clone position (Start ~ End)
5 | order of the tag The Tag number on a clone
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[Alignment with genome]
No Column Explanation

1 match Value of match
2 | mismatch Value of mismatch
[Raw Data]

The result of alignment by Blast (Blastn) of the CAGE Tag and the genome is displayed.

Raw data

uer =
(21 lecters)

ggccggccogtgaagagt 2
LEEErrrrennnnnn

cgtgasagagt 3
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(7) CTSS Summary

The summary information page about a CTSS is shown.

CTSS Summary
cTssin: COYRO02EC10F TS5 1D » TOYROOZECA0E
TUID » 83033
Genomic Position
Assemble Ver. Chr. Strand start pos. Mapped Tags
UCSC-C0ct—2003 chr¥ = 3,0&4 075 20
Relation with gene
mRHA evidence CDS StartPos. CDS EndPos. Gene Symbaol
MK 009571 [REFSEQ] inzide intron 320 Z,6871 Zfyz2
CTS5 position view
| B (| 1 | ]
T
3,058,488 3,130,358 (+71,882) -
RNA Library Expression Info
RHNA Lib. ID Tissue Type Stage Tags Exp Level(TPM)

=i N/RA. =1 (msm-d 5 g8.11 (5/11054350)

Enl:'. liver T5-28 (Pomtnacal dewalopmant) 4 1&87.90 (4/723B23)

2% medulla cklongata T5-25 (Skin im wsoinklad) 7| 1,782.53 ([7/3527)
Detail of Summary in » tag list
Genomic Elements »_open window

[Genomic Position]

No Column Explanation

1 | Assemble Ver. Assemble Version.

2 | Chr. Number of Chromosome

3 | Strand Strand (F : Forward / R : Reverse)
4 | start pos. Start Position of CTSS

5 | Mapped Tags Number of Mapped Tag

[Relation with gene]

No Column Explanation

1 | mRNA MRNA (GenelD) * Go to (10) mRNA Summary
2 | evidence mRNA Evidence

3 | CDS Start Pos CDS Start Position

4 | CDS End Pos CDS End Position

5 | Gene Symbol Gene Symbol
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[CTSS position view]
The position of CTSS on a clone is displayed graphically. A downward arrow( | ) indicates that it is
mapped on the forward strand of the genome, and the upward arrow( 1 ) indicates that it is on the
reverse strand.

CTSS position view
[—Exon
| Irtrcets
[ im nn 1] 11 W (e
o7 B34.175 07 545 878 (+11,703) |
1 | |/1 (Red) The start position of CTSS and the strand of CTSS (|: Forward /1: Reverse)
2 | m (Blue) Exon
3 | m (Gray) Intron
4 | m (Orange) UTR
5 | m (Thin brown) Genome
[RNA Library Expression Info]
1 | RNALib.ID RNA Library ID
2 | Tissue Type Tissue Type Name
3 | Stage Developmental Stage (Theiler Stage) Name
4 | Tags The number of Tag(s) contained in RNA Library (inside of the target CTSS)
5 | Exp Level(TPM) (Number of Tag in CTSS / Number of total tag in RNA LibID) x 1,000,000

[Detail of Summary in : tag_list]
The list of CAGE tag with the same CTSS is displayed. If a CAGE tag ID is clicked, it will change to
You can access 3.5(6) CAGE Tag Summary by clicking the CAGE tag ID.

Detail of Summary in » tag_list
Tag Sequence 10/ 20 tags

AGTARTCATGEICATAGCTIGC (1 tags)
JESAA04PE00S
GETRAATCATEETICRATAGCIGC (€ tags)
GETRRTCATGETICATAGCTGR (1 tags)
TAATCATGEICATAGCIGIC (1 tags)
TRRTCATGETCATAGCIG: (5 tags)
TARTCATGETICATAGCTIGSEE Z tags)
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[Genomic Elements : show_here / open_window]
Genomic elements, such as transcripts, CpG island, etc., in neighbouring region of the CTSS are
displayed graphically. 100 base regions are shown in a page as a frame or in another window. See
[Help] for detail.

Showing 101 bp from che3, positions 97,634,125 to 97 634 225

[Show banner] [Show instructions] [Bookmark this view] [Publication quality image] [Help]

Landmark or Region ScrolliZooam:
[ehi3 97634125, 97634225 search | [ETEE - Fie €<~ [Shawiorp =] 2
Queryled of chrd | PR
i oM :.ﬁm 50H
ms‘:tm 9?'63?:¢2t'0

18.RTS transcripts
EMSEMBL | ENSHUSTOOOM05319 | ENSEMEL | ENS

18.Transcription start site
18, TATA box

|

e

28, Transcripts

21.RIKEN inprinted transcripts
21.Transcription factors

21.EnzEHBL transcripts {with I‘.IISI}

22 .RIKEN S°EST

23,Gene prediction
38, Cp6 i=land
38,6C Percent

30, Repeat region
30, 5inple repeat

30, Gap
mﬁw uith Human ‘.'awm]
48, Synteny uwith Rat {(syntemyRnd)
Data Source Dumps, Searches and other Operations:
|l'-'lnuse [mrnd) genomic alnmsn‘lsﬂ Durnp GFF File = About. .. | Configure. .. |ﬂ
Tracks [Show]
check all | remove chack of all |

Image Width Key position Track Hame Table Set Track Oplions. |
300 & 450 BG40 00 1024 & Between  Beneath & Alphabetic © Varying =
This page is sel up by NTTSoftware Corp.

Update Image I

Upload afile| ' #®. | Upload | New... |

Enter Remote Annotation URL |

Update URLs

Generic genome browser version 1.58
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(8) TSS Summary

The summary information page about a TSS is shown.

TSS Summary
TssiD: TOYRO02EC10E TUID » 33033 Gene Symbol: Zfy2
Genomic Position
—
Assemble Ver. Chr. | Strand Position P e — CTSSs “g:d
UCEC-0ct-2003 chr¥ 2 3,064,078 3,064,077 3,084,080 4 30

CTSS Information

CTSSID Chr. Strand Start pos. Mapprat
Tags
COvROOZEC10D chr¥ 2 3,084,077 1
COvROOZECIOE chrY 2 3,084,078 1
COvRO0ZECIOF ohry B 3,084,073 z0
COvROOZECIM0 chry S 3,084,080 g

CTSS Distribution Map zoom » [ in out ]

3,064,028 .WWJJJW 3,064,128 (+100}

I Targst CTSS
[TE | Represent CTES
[R] ] Other CTES

wn Riegion of Target TSS

M 003574 wm C S == Intron mm UTH — Gznoms

RHA Library Expression Info

RHA Lib. 1D Tizszue Type Stage Tags Exp Level(TPM)
=1 M. =1 (H/n.) 11 9.51 (11/11054350)
CAN liver T5-28 (Postnatal develepmant) 1 9.65 (1/7103€38)
@ liver T5-28 (Pestnatal dewvalsopmant) 5 Z089.88 (5/723823)
CBQ liwver T5-28 (Pestnatal devaleopmant) 1 13.50 {(1/740350)
BV medulla cklongatae TS-25 (skin is woinklad) 12 3,085_77 {lz2/33827)

Genomic Elements » open window

[Genomic Position]

No Column Explanation

1 | Assemble Ver. Assemble Version.

2 | Chr. Number of Chromosome

3 | Strand Strand (F : Forward / R : Reverse)

4 | Position The position on genome of representation CTSS
5 | Start The start position on genome of TSS

6 | End The end position on genome of TSS

7 | CTSSs Number of CTSS

8 | Mapped Tags Number of mapped Tag
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[CTSS Information]

1 |CTSSID CTSSID * Go to 3.5(7) CTSS Summary
2 | Chr. Number of Chromosome

3 | Strand Strand (F : Forward / R : Reverse)

4 | start pos. Start Position of CTSS

5 | Mapped Tags Number of mapped Tag

[CTSS Distribution Map]
The number of CAGE tags for each CTSS that exists in the region of the TSS is displayed
graphically.
The height of a bar indicates the number of mapped tag (comparatively), and its direction (upward
or downward) indicates the strand on the genome. And associated gene with the CTSS is also
shown.

CTSS Distribution Map
| = B — Intron -l.ITFt-—-Einnrml

0BA00 DB
EHSMUSTOO000005210

—Target CTS3
— Rapresent CTSS
— Other CTSS

a7 .a33.125 a7 A34.225 (+100)

No Color Explanation

1 | m (Blue) CTSS contained in the target TSS

2 | m (Red) Representation CTSS in the target TSS

3 | m (Gray) Other CTSS

[RNA Library Expression Info]

1 | RNALib. ID RNA Library ID

2 | Tissue Type Tissue Type Name

3 | Stage Developmental Stage (Theiler Stage) Name

4 | Tags The number of Tag(s) contained in RNA Library (inside of the target TSS)
5 | Exp Level(TPM) (Number of Tag in TSS / Number of total tag in RNA LibID) x 1,000,000

[Genomic Elements : show_here / open_window]
Genomic elements in neighbouring region of the TSS are displayed graphically. 100 base regions
are shown in a page as a frame or in another window.

* Refer to 3.5(7)CTSS Summary [Genomic Elements:show_here / open_window]
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(9) TU Summary
The summary information page about a TU is shown.
TU Summary
TuID: 83033
Genomic Position
Azsemble Ver. Chr. Strand Start pos. End pos. TS5s CTS5= “Tag! ¥ 3
UCS5C-0ct—-2003 chr¥ 2 3,058,302 3,130,583 1] 4 30
Gene Information
symbol SYynonym definition locus link id go id
ZEyZ ZEy-2 zinc finger protein 2, ¥ linked 22787 0003677
T55 Information
e Region Mapped
TESID Chr. Strand Position . CTSS
r i = Start pos. End pos. = Tags
IOYROOSECIOE chr¥ 2 3,084,078 3,084,077 3,054,080 4 30
mRNA Information [representative] Mz4401
mRHA Chr. Strand Start pos. End pos.
4371537 G22 [RIKEN] chr¥ R 2,058, 380 2,130, 583
4532417N18 [RIKEN] chr¥ n 3,058, 302 3,130,575
4532418G15 [RIKEN] chrY R 3,058,487 3,130,355
|AKD30048 [GB] chry =] 3,088,302 3,130,578
|AKOTES18 [GB] chr¥ R 3,058, 380 3,130,583
[ENSMUSTO0000085545 [ENSEMBL] chr¥ n 3,058, 380, 3,130, 581
MZ24401 [GE] chry¥ B 3,088, 488 3,130,358
M4 003570 [REFSEQ] chr¥ R 2,058, 380 2,130, 583
M4 002571 [REFSEQ] chr¥ R 2,058, 466 2,130, 358
14382 [GH] chry =] 3,088,380 3,130,508

[Genomic Position]

No Column Explanation

1 | Assemble Ver. Assemble Version.

2 | Chr. Number of Chromosome

3 | Strand Strand (F : Forward / R : Reverse)
4 | Start Pos. Start position on genome of TU

5 | End Pos. End position on genome of TU

6 | TSSs Number of TSS

7 | CTSSs Number of CTSS

8 | Mapped Tags Number of mapped Tag

[Gene Information]

No Column Explanation

1| Symbol Gene Symbol

2 | Synonym Gene Symbol Synonym
3 | Definition Definition

4 | Locus link id. Locus link id

5 | Goid Goid
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[TSS Information]

1 | TSSID TSS ID *Go to 3.5(8) TSS Summary
2 | Chr. Number of Chromosome

3 | Strand Strand (F : Forward / R : Reverse)

4 | Position Start position on genome of representation CTSS of TSS

5 | Start Pos. Start position on genome of TSS

6 | End Pos. End position on genome of TSS

8 | CTSSs Number of CTSS

9 | Mapped Tags Number of mapped Tag

[mRNA Information]
The list of MRNA (Gene) contained in TU is shown.

1 | mRNA Gene ID * Go to (10) mRNA Summary
2 | Chr. Number of Chromosome

3 | strand Strand (F : Forward / R : Reverse)

4 | start pos. Start position on genome of Gene

5 | end pos. End position on genome on Gene
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(10) mRNA Summary

The summary information page about a mRNA is shown.

mRNA Summary
Gene ID: BCO08150 [GBE]
TUID » 111207
Genomic Position
Assemble Ver, Chr. Strand Start pos. End pos. CTS5s
UC5C-C0cc-2003 chrlhs F 103,585,140 103,882,953 20
Gene Information
Symbol CDS Start Pos. CDS End Pos NT len. AA len. Longest ORF len.
BCOOB150 1 837 ¥, 988 2598 =
Exon view
m COE
[ | B I B ::T‘;'
103,689,140 103,882,953 (+13,813) :G="""\'=-
| zrome
CTSS Information
Mapped &k :

CTS51D R Chr. | Strand Position TS51D TUID mRHNA evidence
CASFO820E451 1| chrls F 103,670,925 TISFOEZDE491 | 111207 |inside an exon except for the £i
C1SFOSZERD2ZF 1| chrls F 103,681,327 TISFOG2E0D2F | 111207 |inside an exon except for the f£i
C1SF0E2E0D4B 1| chrls F 103,681,355 TISFOSZEQD4E | 111207 |linside an exon except for the £i
C1SFOSZEQFEE 1| chrils F 103, €82, 030] TISFOB2EQFEE | 111207 |inside an exon except for the £i
C1SFDE2E11A41 Z| chrls F 103,682, 465| TISFOBZE11A1 | 111207 |inside an exon except for the £i
C1SFOS2E118BS 1| chrils F 103,682, 485] TISFO62E1185 | 111207 |inside an exon except for the £i
C15F0S2E120B 1| chrls F 103,6382,571] TISFO62E1208 | 111207 |inside an exon except for the f£i

[Genomic Position]

No Column Explanation

1 | Assemble Ver. Assemble Version.

2 | Chr. Chromosome Number

3 | Strand Strand (F : Forward / R : Reverse)
4 | Start Pos. Start Position

5 | End Pos. End Position

6 | CTSSs Number of CTSS

[Gene Information]

No Column Explanation

1 | Symbol Gene Symbol

2 | CDS Start Pos CDS Start Position

3 | CDS End Pos CDS End Position

4 | NT Len. NT Length

5 | AALen. AA Length

6 | Longest ORF Len. Longest ORF Length
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[Exon view]
The CDS position of mRNA is displayed graphically.

Exon view
= COE
I n BRI o
102,889,140 103,682,953 (+13.813) |_ __ "

No Color Explanation

1 | M (Blue) CDS

2 | M (Gray) Intron

3 | m(Orange) UTR

4 | M (Thin brown)) Genome

[CTSS Information]

No Column Explanation

1 | CTSSID CTSS ID *8.5(7) CTSS Summary NE#LF7,
2 | Mapped Tags Number of Mapped Tag

3 | Chr. Chromosome Number

4 | Strand Strand (F : Forward / R : Reverse)

5 | Position Start Position

6 |TSSID TSS ID *3.5(8) TSS Summary NEBELFT,

7 | TUID TUID *3.5(9) TU Summary NEEBLET,

8 | mRNA evidence mRNA Evidence
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3.6 Download pages

You can download some kinds of data related with the entry from the summary pages. Hyperlinks
appear when you can download it.

Dovenload this page's data for No Column Link

TR 1 | Tags List 3.6(1)Tags List
Sfes Doliesion 2 | CTSS Expression 3.6(2)CTSS Expression
2 Eolies 3 | TSS Expression 3.6(3)TSS Expression
- TU Expression _ 4 | TU Expression 3.6(4)TU Expression
L2 Tl farmats 5 | file formats Download Data Format is shown

(1) Tags List

You can download a list of CAGE tags with their related information.

[Download Data Format]

1. CAGE tag ID
2. CAGE tag sequence
3. The length of the tag
4. An average of the CAGE tag's quality value
5. GC% of the CAGE tag
6. The number of capped 'G'
7. CAGE clone ID
8. The length of the clone
9. An average of the CAGE clone's quality value
10. GC% of the CAGE clone
11. The order of the CAGE tag on the clone
12. The number of CAGE tags on the clone
13. Orientation of the CAGE tag (F: forward / R: Reverse)
14. Start position of the CAGE tag
15. End position of the CAGE tag
16. cDNA library ID
17. RNA library ID
18. Taxonomy ID
19. Tissue ID
20. Stage ID
21. Start position of CAGE tags in the alignment of mapping
22. End position of CAGE tags in the alignment of mapping
23. Chromosome Number
24. Strand
25. Start position of chromosome sequence in the alignment of mapping
26. End position of chromosome sequence in the alignment of mapping
27. The number of aligned bases (# of matched base pairs)
28. The number of gapped bases
29. CTSS ID
30. related mRNA sequence
31. related TU
32. TSS ID
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(2) CTSS Expression

You can download a list of CTSSs, their expression counts, and their related information.

[Download Data Format]

1. CTSS ID
2. Taxonomy ID
3. Genome assemble version of CTSS
4., Chromosome Number of CTSS
5. Strand of CTSS
6. Position on the Chromosome of CTSS
7. related mRNA
8. mRNA relation evidence
9. related TU
10. TSS ID
11. Representative position on the Chromosome of TSS
12. Start position on the Chromosome of TSS covering region
13. End position on the Chromosome of TSS covering region
14. TSS evidence
15. The number of CAGE tags
16. RNA library ID
17. Tissue ID
18. Stage ID

(3) TSS Expression

You can download a list of TSSs, their expression counts, and their related information.

[Download Data Format]

1. TSS ID
2. Taxonomy ID
3. Genome assemble version of TSS
4., Chromosome Number of TSS
5. Strand of TSS
6. Representative Position on the Chromosome of TSS
7. Start position on the Chromosome of TSS covering region
8. End position on the Chromosome of TSS covering region
9. TSS evidence
10. related TU
11. The number of CAGE tags
12. The number of CTSS
13. RNA library ID
14. Tissue ID
15. Stage ID
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(4) TU Expression

You can download a list of TUs, their expression counts, and their related information.

[Download Data Format]

TUID

Taxonomy ID

Genome assemble version of TU

Representative mRNA

Chromosome Number of representative mRNA

Strand of representative mRNA

Start Position on the Chromosome of representative mRNA
End Position on the Chromosome of representative mRNA
The number of CAGE tags

The number of CTSS

The number of TSS

RNA library ID

Tissue ID

Stage ID
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