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1. User environment 
The following hardware and software are required to use this system as a client. 
 

 
Contents Confirmation 
OS Microsoft Windows 2000 

Microsoft Windows XP 
Apple Mac OS X 

CPU - 
Memory 128MB or more is recommended. 
Hard Disk - 
Web Browser Internet Explorer 6.0(Or the compatible version of it or later) 

Netscape 7.1(Or the compatible version of it or later) 
Safari 1.0 
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2. Getting started 
2.1 Reliable TC search by evidence code 

You can search reliable TC at ‘Reliable TC Search’ by evidence code. 
 
Overview 
 3.9 

TC Summary 
3.11 

TU Summary 
 
 
 
 
 

3.3 
Reliable TC 

Search 

3.8 
TC Search 

Result 

 4 
Genomic 
Elements 

Viewer 

 
(1) Jump Reliable TC Search Form  
(2) Select Evidence Code 
(3) Select target TC 
(4) Open Genomic Elements Viewer 

 

(1) Jump Reliable TC Search Form 
Reliable TC Search form is displayed by clicking ‘Reliable TC Search’ of top menu. 

 
 
 
 
 
 
 
 
 
 
 
 
 

Jump Reliable TC Search Form
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(2) Select Evidence Code 
You can get the reliable TC list by selected evidence code, clicking Search button. 

 
 

 You can select TC inside 
Conserved Region and 
CpG island 

 You can select promoter 
type and distance between
promoter and 5'-end of TC 

 You can select type and 
number of transcript which 
include TC 

 You can select type and 
number of transcript for 
5'-end of TC 

 You can select RNA library 
information to specify TC 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Copyright © 2004 RIKEN, Japan. All rights reserved.  -Page 3 - 



CAGE Analysis Viewer  User's Guide

 

(3) Select target TC 
You can select interested TC from the result list of reliable TC search. 
It displays the summary of evidence code relevant to TC by list. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Jump TC Summary Page Open Genomic Elements Viewer  
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(4) Open Genomic Elements Viewer 
You can open Genomic Elements Viewer, which show around target TC. 
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2.2 TC Search by RNA Library 
You can search TC by short-description of RNA library, Tissue and Developmental-Stage. 
 
Overview 
 3.9  
 
 
 
 

3.5 
Library 
Search 

3.8 

 
(1) Input short description
(2) Select TC from RNA L
(3) Show Library express
 

 

(1) Input short descri
Library Search form is dis

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

You can get RNA Library
Developmental-Stage, nu
button. 
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TC Summary RNA Lib ID 

Search 
Result 

TC Search 
Result 

 of RNA Library 
ibrary List 
ion information 

ption of RNA Library 
played by clicking ‘Library Search’ of top menu. 

Jump Library Search Form

 List by input short-description (pattern match) and Tissue name, 
mber of mapped CAGE Tag, number of CTSS, and clicking Search 
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(2) Select TC from RNA Library List 
You can get TC from the result list of Library search.  

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 Jump TC Search Result 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Jump TC Summary Page
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(3) Show Library expression information 
TC Summary is displayed.  
 

 

 Library specific tag distribution 
map images 

 Library Expression information 
of target TC 
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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. 

 

3.7 

b

TC Search 
Result by 
Transcript 
(mRNA) ID 

Export 
Data 

TC Search 
y Transcript
(mRNA) ID 

3.9 

3.8 

3.6 3.5 3.4 3.3 

3.2 

Random 
TC 

TFBS Tran- 
script 
(ditag) 

Tran- 
script 

(mRNA)

RNA 
Lib 

TU 

TC Search 
Result 

TC Summary 

4 

TU Summary 
3.11 

Genomic 
Elements 

Viewer 

CTSS 

ID Search Result 

Keyword 
Search 
Result 

Keyword 
Search 

Library 
Search 

TC Position 
Search 

Reliable TC 
Search 

TC Search Form 

Top Page 

Analysis Viewer  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Copyright © 2004 RIKEN, Japan. All rights reserved.  -Page 9 - 



CAGE Analysis Viewer  User's Guide

 

3.2 Top Page 
The information about Analysis Viewer is displayed in the top page. 
The header and the footer are the same on all pages. 

 
[Top Page] 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Common Footer  

 Common Header 

 
[Header (common to all pages)] 

No Column Explanation 
1 Logo  Go to Top Page 
2 Input box 
3 Menu 
4 

Keyword Search 

>> 

Reference of 3.6 Keyword Search 

5 Home  Go to Home Page 
6 Top  Go to Top Page 
7 Help  Go to Help Page 
8 for  The type of taxonomy 
9 Reliable TC Search Go to 3.3 Reliable TC Search 

10 TC Search by Transcript ID Go to 3.7 TC Search by Transcript (mRNA) ID 
11 TC Position Search Go to 3.4 TC Position Search 
12 Library Search Go to 3.5 Library Search 
13 

Menu 

Random TC Go to 3.9 TC Summary(displays at random) 
 

[Footer (common to all pages)] 
No Column Explanation 
1 Copyright Copyright. Go to Copyrighter’s site 
2 developed by Developer. Go to Developer’s site 
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[Welcome message] 

No Column Explanation 
1 UCSC~ The kind and version of Genome to be used 
2 CAGE Basic DB The date that fixed CAGE Basic DB to be used. Go to Basic 

Viewer 
3 Help Go to Help Page 
4 Export Go to Export Page 

 
[Statistics] 

No Column Explanation 
1 CTSS Number of registered CTSS 
2 TC Number of registered TC 
3 

Current Statistics of 
CTSS / TC / TU 

TU Number of registered TU 
4 CAGE Tags Number of registered CAGE Tag 
5 GIS ditags Number of registered GIS ditag 
6 GSC ditags Number of registered GSC ditag 
7 Long SAGE Number of registered Long SAGE 
8 mRNA Number of registered mRNA 
9 

Current Statistics of 
Transcripts 

Riken 5’EST Number of registered Riken 5’EST 
10 Current Statistics of 

TFBS 
Mapped position of Core 
Promoter 

Number of registered mapped position of Core Promoter 
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3.3 Reliable TC Search 
You can search TC with Evidence Code in Reliable TC Search. 
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[Reliable TC Search] 
Each item is searched with checking as an indispensable condition. 

No Column Explanation 
1 Transcript All Transcripts Select total of all Transcripts 
2  Select the number of min or the number of max CAGE Tag 
3 Library Library Category can choose one when you checked ‘Library Category’ 

Library can choose more than one when you checked ‘Library’ 
4 

CAGE 
Tag 
 

Priming 
Type 

Select the priming type.  
 

5 GIS ditag Select the number of min or the number of max GIS ditag 
6 GSC ditag Select the number of min or the number of max GSC ditag 
7 DBTSS Select the number of min or the number of max DBTSS 
8 Long SAGE Select the number of min or the number of max Long SAGE 
9 

5’ End 
*1 

mRNA Select the number of min or the number of max mRNA 
5’ EST is included with checking to ‘include 5’ EST’ 

10 mRNA Select the number of min or the number of max mRNA 
5’ EST is included with checking to ‘include 5’ EST’. 
Details are specified with checking to 1000bp Upstream of 1st Exon, 1st Exon, 
Other Exon, and Intron 

11 GIS ditag Select the number of min or the number of max GIS ditag 
12 

 

Region 
*2 

GSC ditag Select the number of min or the number of max GSC ditag 
13 Core Promoter 

(Pattern Match) 
Core Promoter (Pattern Match) exists or not. 
Details are specified with checking to TATA box, Initiator, BRE, DPE, and PSE. 
You can choose ‘AND’ and ‘OR’ as the joint method of each item 

14 Core Promoter 
(Bucher) 

Core Promoter (Bucher) exists or not. 
Select the range of the upstream and the downstream 

15 

TFBS 

Core Promoter 
(EPD) 

Core Promoter (EPD) exists or not. 
Select the range of the upstream and the downstream 

16 inside Conserved 
Region 

Exists or not inside Conserved Region 

17 

Others 

inside 
CpG island 

Exists or not inside CpG island 

18 Exclusive 
Conditions 

inside only CDS In existing inside only CDS, it removes for reference 

19 Search Search. Go to 3.8 TC Search Result 
20 Reset Reset 

*1: TC that exists in 5’ End of Transcript is made applicable to reference.  
*2: TC that exists in region include upstream of Transcript is made applicable to reference. 
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3.4 TC Position Search 
You can search TC with the position on a genome in TC Position Search. 

 
 
 
 
 
 
 
 
 
 
 
 
[TC Position Search] 

No Column Explanation 
1 Position Input position. 

Format: chr[No]:[start_position]..[end_position] 
chr[No]:[start_position]-[end_position] 

2 CAGE Tags Select the number of min or the number of max CAGE Tag 
3 CTSSs Select the number of min or the number of max CTSS 
4 Search Search. Go to 3.8 TC Search Result 
5 Reset Reset 

 
 

3.5 Library Search 
You can search Library in Library Search and find TC. 

 
 
 
 
 
 
 
 
 
 
 
 
 
[Library Search] 

No Column Explanation 
1 RNA sample Short Description Input RNA sample Short Description 
2 Tissue Select Tissue. 

Search from all Tissue by selecting ‘Any Tissue’ 
3 Developmental Stage Select Developmental Stage. 

Search from all Developmental Stage by selecting ‘Any Stage’ 
4 CAGE Tags Select the number of min or the number of max CAGE Tag 
5 CTSSs Select the number of min or the number of max CTSS 
6 Search Search. Go to 3.6(3-c) RNA Lib ID Search Result 
7 Reset Reset 
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3.6 Keyword Search 
You can search ID by keyword or ID in Keyword Search and find TC. 

 

(1) Keyword Search Form 
You can search ID by keyword or ID in Keyword Search. 

 
 
 
 
[Keyword Search] 

No Column Explanation 
1 Input form Input keyword or ID 
2 Menu Select ID Type or ‘Any Type’. Refer to following [Keyword Type List] 
3 >> Search and go to each page. Refer to following [Keyword Type List] 

 
[Keyword Type List] 

No Column Explanation 
1 Any Type Search out of All ID, All Keyword (Gene Symbol, Gene Description, GO ID and GO 

Name). Go to (2) Keyword Search Result 
2 TC ID Search out of TC ID. Go to 3.8 TC Search Result 
3 CTSS ID Search out of CTSS ID. Go to (3-a) CTSS ID Search Result 
4 TU ID Search out of TU ID. Go to (3-b) TU ID Search Result 
5 RNA Lib ID Search out of RNA Lib ID. Go to (3-c) RNA Lib ID Search Result 
6 Transcript - 
7 mRNA (Acc#) Search out of mRNA’s public ID（Accession Number）.  

Go to (3-d) Transcript ID (mRNA) Search Result 
8 Riken Clone ID Search out of Riken Clone ID. Go to (3-d) Transcript ID (mRNA) Search Result 
9 GIS ditag ID Search out of GIS ditag ID. Go to (3-e) Transcript ID (ditag) Search Result 

10 

 

GSC ditag ID Search out of GSC ditag ID. Go to (3-e) Transcript ID (ditag) Search Result 
11 TFBS Search out of All TFBS ID. Go to (3-f) TFBS ID Search Result 
12 Core Promoter 

(Bucher) ID 
Search out of Core Promoter (Bucher) ID. Go to (3-f) TFBS ID Search Result 

13 

 

Core Promoter 
(EPD) ID 

Search out of Core Promoter (EPD) ID. Go to (3-f) TFBS ID Search Result 
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(2) Keyword Search Result 
Keyword Search Result is displayed when ‘Any Type’ is chosen and searched in Keyword Search 
Form. The number of cases of ID or Keyword that matched the inputted word is displayed 
according to a category. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 [CTSS / TC / TU / RNA Lib] 

No Column Explanation 
1 CTSS The number of cases searched as CTSS ID. Go to (3-a) CTSS ID Search Result 
2 TC The number of cases searched as TC ID. Go to 3.8 TC Search Result 
3 TU The number of cases searched as TU ID. Go to (3-b) TU ID Search Result 
4 RNA Lib The number of cases searched as RNA Lib ID. Go to (3-c) RNA Lib ID Search Result 

 
 [Transcript] 

No Column Explanation 
1 mRNA The number of cases searched as mRNA’s Public ID（Accession Number）. Go to (3-d) 

Transcript ID (mRNA) Search Result 
2 GIS ditag The number of cases searched as GIS ditag ID. Go to (3-e) Transcript ID (ditag) 

Search Result 
3 GSC ditag The number of cases searched as GSC ditag ID. Go to (3-e) Transcript ID (ditag) 

Search Result 
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 [TFBS] 

No Column Explanation 
1 Core Promoter (Bucher) The number of cases searched as Core Promoter (Bucher) ID. Go to (3-f) TFBS ID 

Search Result 
2 Core Promoter (EPD) The number of cases searched as Core Promoter (EPD) ID. Go to (3-f) TFBS ID 

Search Result 
 
 [TU hit by Keyword] 
The number of cases of TU related with each keyword. Go to (3-b) TU ID Search Result 

No Column Explanation 
1 Gene Symbol The number of cases of TU relevant to searched Gene Symbol 
2 Gene Description The number of cases of TU relevant to searched Gene Description 
3 GO ID The number of cases of TU relevant to searched GO ID 
4 GO Name The number of cases of TU relevant to searched GO Name 

 
 

(3) ID Search Result 
You can show the list of each ID. 

 

(3-a) CTSS ID Search Result 

You can show the list of CTSS ID. 
 
 
 
 
 
 
 
 
 
 
 
 
[CTSS ID Search Result] 

No Column Explanation 
1 No Consecutive numbers 
2 ID CTSS ID. Go to Basic Viewer 
3 Chr. Chromosome Number 
4 F/R Strand (F: Forward / R: Reverse) 
5 Start Start Position 
6 CAGE Tags Number of CAGE Tag 
7 TC ID TC ID. Go to 3.9 TC Summary 
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The following header is displayed on the list of each ID. 

 
 
 
 

[Paging] 
No Column Explanation 
1 Results The range of the consecutive numbers of the present list 
2 about~ Number of all items 
3 Arrow Go to first page, previous page, next page and last page 
4 Page Go to the page inputted in input box 
5 Input box Previous Page Number. Input page number 
6 of~ Number of All pages 

 
 

(3-b) TU ID Search Result 

You can show the list of TU ID. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
[TU ID Search Result] 

No Column Explanation 
1 No Consecutive numbers 
2 TU ID TU ID. Go to 3.11 TU Summary 
3 Chr. Chromosome Number 
4 F/R Strand (F: Forward / R: Reverse) 
5 Start Start Position 
6 End The relative position from Start Position of End Position (full length of TU) 
7 CAGE Tags Number of CAGE Tag 
8 CTSSs Number of CTSS 
9 TCs Number of TC. Go to 3.8 TC Search Result 

10 Gene Symbol Gene Symbol 
11 Gene Description Gene Description 
12 GO ID / GO Name GO ID / GO Name 
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(3-c) RNA Lib ID Search Result 

You can show the list of RNA Lib ID. 
 
 
 
 
 
 
 
 
 
 
 
 
[RNA Lib ID Search Result] 

No Column Explanation 
1 No Consecutive numbers 
2 ID RNA Lib ID. Go to Basic Viewer 
3 Description Description 
4 Category Category 
5 Tissue Tissue 
6 Stage Developmental Stage 
7 CAGE Tags Number of CAGE Tag 
8 CTSSs Number of CTSS 
9 TCs Number of TC. Go to 3.8 TC Search Result 

10 TUs Number of TU 
 
 

(3-d) Transcript ID (mRNA) Search Result 

You can show the list of Transcript ID (mRNA). 
 
 
 
 
 
 
 
 
 
 
 
 
 
[Transcript ID (mRNA) Search Result] 

No Column Explanation 
1 No Consecutive numbers 
2 ID mRNA’s Public ID（Accession Number）. Go to external site 
3 ID Type mRNA’s Public DB 
4 F/R Strand (F: Forward / R: Reverse) 
5 Chr. Chromosome number 
6 Start Start Position 
7 End The relative position from Start Position of End Position 
8 TU ID TU ID. Go to 3.11 TU Summary 
9 TU’s TCs Number of TU’s TC. Go to 3.8 TC Search Result 

10 Gene Symbol Gene Symbol 
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(3-e) Transcript ID (ditag) Search Result 

You can show the list of Transcript ID (ditag). 
 
 
 
 
 
 
 
 
 
 
 
[Transcript ID (ditag) Search Result] 

No Column Explanation 
1 No Consecutive numbers 
2 ID ditag ID. Go to external site 
3 ID Type ditag Type 
4 F/R Strand (F: Forward / R: Reverse) 
5 Chr. Chromosome number 
6 Start Start Position 
7 End The relative position from Start Position of End Position 
8 TCs Number of TC. Go to 3.8 TC Search Result 

 
 

(3-f) TFBS ID Search Result 

You can show the list of TFBS ID. 
 
 
 
 
 
 
 
 
 
 
 
[TFBS ID Search Result] 

No Column Explanation 
1 No Consecutive numbers 
2 ID TFBS ID. Go to external site 
3 ID Type TFBS Type 
4 Definition Definition 
5 TCs Number of TC. Go to 3.8 TC Search Result 
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3.7 TC Search by Transcript (mRNA) ID 
You can search TC by Transcript (mRNA) ID in TC Search by Transcript (mRNA) ID and export 
data. 

 

(1) TC Search Form by Transcript (mRNA) ID 
You can search TC data by Transcript (mRNA) ID. 
Please input ID into the text area or upload the textile to which ID was written. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
[Transcript (mRNA) ID List] 

No Column Explanation 
1 Text area Input Transcript (mRNA) ID. 
2 File Path Input path of Transcript (mRNA) ID file 
3 Search Search and go to (2) TC Search Result by Transcript (mRNA) ID 
4 Reset Reset 
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(2) TC Search Result by Transcript (mRNA) ID 
You can show the list of Transcript (mRNA) ID, TU ID and TC ID. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
[Header] 

No Column Explanation 
1 Hits mRNAs The number of hits mRNA / The number of input mRNA 
2 Export Export the data 

 
[ID List] 

No Column Explanation 
1 No Consecutive numbers 
2 ID mRNA’s Public ID（Accession Number）. Go to external site. 

By clicking the column name, The list is sorted by mRNA’s Public ID 
3 ID Type mRNA’s Public DB. 

By clicking the column name, The list is sorted by ID Type 
4 F/R Strand (F: Forward / R: Reverse) 
5 Chr. Chromosome Number. 

By clicking the column name, The list is sorted by Chromosome number 
6 Start Start Position 
7 End The relative position from Start Position of End Position 
8 TU ID TU ID. Go to 3.11 TU Summary. 

By clicking the column name, The list is sorted by TU ID 
9 TC ID TC ID. Go to 3.9 TC Summary. 

By clicking the column name, The list is sorted by TC ID 
10 TC’s Tags Number of TC’s Tag. 

By clicking the column name, The list is sorted by the number of TC’s Tag 
11 Gene Symbols (TU) TU’s Gene Symbol 
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3.8 TC Search Result 
You can show the list of TC ID in TC Search Result. 
When you search by ID in the previous page, the information on selected ID is displayed on 
this page upper part. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
[TC Search Result] 

No Column Explanation 
1 No Consecutive numbers 
2 TC ID TC ID. Go to 3.9 TC Summary. 

By clicking the column name, The list is sorted by TC ID 
3 Representative Type Representative Type (CAGE, GIS, GSC, RIKEN 5’ END, FANTOM) 

By clicking the column name, The list is sorted by Representative Type 
4 Chr. Chromosome number. 

By clicking the column name, The list is sorted by Chromosome number 
5 F/R Strand (F: Forward / R: Reverse) 
6 Representative Position Representative Position. 

By clicking the column name, The list is sorted by Representative Position 
7 Start The relative position from Represent Position of Start Position 
8 End The relative position from Represent Position of End Position 
9 GIS Number of GIS ditag. 

By clicking the column name, The list is sorted by the number of GIS ditag 
10 GSC Number of GSC ditag. 

By clicking the column name, The list is sorted by the number of GSC ditag 
11 mRNAs Number of mRNA. 

By clicking the column name, The list is sorted by the number of mRNA 
12 

Region 

5’ ESTs Number of 5’ EST. 
By clicking the column name, The list is sorted by the number of 5’ EST 
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[TC Search Result] 

No Column Explanation 
13 GIS Number of GIS ditag. 

By clicking the column name, The list is sorted by the number of GIS ditag 
14 GSC Number of GSC ditag. 

By clicking the column name, The list is sorted by the number of GSC ditag 
15 mRNAs Number of mRNA. 

By clicking the column name, The list is sorted by the number of mRNA 
16 

5’ End 

5’ ESTs Number of 5’ EST. 
By clicking the column name, The list is sorted by the number of 5’ EST 

17 CTSSs Number of CTSS. 
By clicking the column name, The list is sorted by the number of CTSS 

18 CAGE Tags Number of CAGE Tag. 
By clicking the column name, The list is sorted by the number of CAGE Tag 

19 >> Library Expression is displayed by clicking. If it is clicked again, the display of Library 
Expression will hide. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

20 Library Expression The number of Library expression for every category is displayed by the bar graph. 
Detailed information is displayed by hovering your mouse pointer 

- Icons Icons are displayed when each item exists. Detailed information is displayed by 
hovering your mouse pointer 

21 DBTSS The icon is displayed when there is DBTSS 
22 Long SAGE The icon is displayed when there is Long SAGE 
23 TATA box The icon is displayed when there is TATA box 
24 Initiator The icon is displayed when there is Initiator 
25 BRE The icon is displayed when there is BRE 
26 DPE The icon is displayed when there is DPE 
27 PSE The icon is displayed when there is PSE 
28 Conserved Reg The icon is displayed when include Conserved Region 
29 

 

CpG island The icon is displayed when include CpG island 
30 Link Go to 4 Genomic Elements Viewer 
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3.9 TC Summary 
You can show the details of TC in TC Summary. 

 
 
 

The whole of the page 
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 A part of the page 
 
 
 
 
 
 
 
 
 
[ID etc.] 

No Column Explanation 
1 ID TC ID.  

When Representative Type is CAGE, go to Basic Viewer 
2 TU ID TU ID. Go to 3.11 TU Summary 
3 Gene Symbol TU’s Gene Symbol 

 
[Genomic Position] 

No Column Explanation 
1 Representative Type Representative Type 
2 Chr. Chromosome number 
3 F/R Strand (F: Forward / R: Reverse) 
4 Representative Position Representative Position 
5 Start The relative position from Represent Position of Start Position 
6 End The relative position from Represent Position of End Position 
7 CTSSs Number of CTSS 
8 Link Go to 4 Genomic Elements Viewer 
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[Transcript] 

No Column Explanation 
1 CAGE Tags Number of CAGE Tag 
2 GIS ditags Number of GIS ditag 
3 GSC ditags Number of GSC ditag 
4 Long SAGEs Number of Long SAGE 
5 mRNAs Number of mRNA 
6 RIKEN 5’ ESTs Number of RIKEN 5’ EST 
7 

5’ End 

DBTSS 5’ ESTs Number of DBTSS 5’ EST 
8 GIS ditags Number of GIS ditag 
9 GSC ditags Number of GSC ditag 

10 mRNAs The number of mRNA is displayed, respectively as 1000bp Upstream of 1st Exon, 1st 
Exon, Other Exon, Intron, and the sum total. 
The number of CDS is also displayed on the sum total 

11 RIKEN 5’ ESTs The number of RIKEN 5’ EST is displayed, respectively as 1000bp Upstream of 1st 
Exon, 1st Exon, Other Exon, Intron, and the sum total 

12 

Region 

DBTSS 5’ ESTs The number of DBTSS 5’ EST is displayed, respectively as 1000bp Upstream of 1st 
Exon, 1st Exon, Other Exon, Intron, and the sum total 
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[TFBS] 

No Column Explanation 
1 Core Promoter 

(Pattern Match) 
The icon is displayed respectively When TATA box, Initiator, BRE, DPE and PSE exist. 

2 Except Core Promoter 
(Pattern Match) 

ID of TFBS (Core Promoter (Bucher) and Core Promoter (EPD) other than Core 
Promoter (Pattern Match) is displayed for every position. When there is the same ID 
as the same position, the number of cases is displayed behind ID. Go to external site. 

 
[Others] 

No Column Explanation 
1 Conserved Region The rate of Conserved Region 
2 CpG island The percentage of CpG island 
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[Statistical test of expression difference: two samples in one TC] 

No Column Explanation 
1 Open window By clicking it, the new window opens. Go to 3.10 Statistical test of expression 

difference: two samples in one TC 
 
[Library Expression] 

No Column Explanation 
1 No Consecutive numbers 
2 + / - By clicking +, the graph is displayed on Library Specific Tag Distribution Map. 

By clicking -, the graph is not displayed on Library Specific Tag Distribution Map. 
3 ID RNA Lib ID. Go to Basic Viewer 
4 Priming Type Priming Type 
5 Description Description 
6 Category Category 

By clicking the column name, The list is sorted by Category 
7 Tags Number of Tag 

By clicking the column name, The list is sorted by the number of Tag 
8 Exp Level (TPM) TPM 

By clicking the column name, The list is sorted by the TPM 
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[Library Specific Tag Distribution Map] 

No Column Explanation 
1 zoom  By clicking in / out, the display range of graph changes 
2 All Tags Graph Graph of All Tags 

 
[Reverse Strand] 
 
 
 
 
 
 
 
 
 

3 Graph Type By clicking Tags / TPM, Each Library Graph Type changes 
4 ID / Priming Type / 

Description 
Each Library’s ID / Priming Type / Description 

5 

Each Library 

Graph Graph of each Library. 
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3.10 Statistical test of expression difference: two samples in 
one TC 

This page is pop up from TC Summary. 
You can show the TC’s statistical test of expression difference. 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 
 
 

 
[ID etc.] 

No Column Explanation 
1 TC ID TC ID 
2 TU ID TU ID 
3 Gene Symbol TU’s Gene Symbol 
4 CAGE Tags Number of CAGE Tag 

 
[Compared two libraries] 

No Column Explanation 
1 RNA Lib ID 1 Select RNA Library ID 
2 RNA Lib ID 2 Select RNA Library ID 
3 x2 The selected x2 value of two RNA Library ID 
4 Fisher The selected Fisher value of two RNA Library ID 

 
[Matrix of compared values] 

No Column Explanation 
1 Expression Color Each Expression Color’s range 
2 Matrix The upper right is value of Fisher. The lower left is value of x2. 

The colored frame of value is displayed on ID chosen.  
The value level is displayed by the background color. 
By clicking a value, ID of RNA Lib ID 1 & 2 change to ID of the value. 
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3.11 TU Summary 
You can show the details of TU in TU Summary. 

 
 The whole of the page  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Copyright © 2004 RIKEN, Japan. All rights reserved.  -Page 32 - 



CAGE Analysis Viewer  User's Guide

 
 
 
 
A part of the page 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
[Genomic Position] 

No Column Explanation 
1 TU ID TU ID 
2 F/R Strand (F: Forward / R: Reverse) 
3 Chr. Chromosome number 
4 Start Start Position 
5 End The relative position from Start Position of End Position 
6 CAGE Tags Number of CAGE Tag 
7 CTSSs Number of CTSS 
8 TCs Number of TC 
9 Locus Link ID Locus Link ID. Go to external site 

10 Link Go to 4 Genomic Elements Viewer 
11 GO ID / GO Name GO ID / GO Name for every category. Go to external site 
12 Gene Symbol Gene Symbol 
13 Gene Description Gene Description 

 
 
 
 
 
 
 
 
 
 
[Neighbor TUs] 

No Column Explanation 
1 GENOMIC VIEWER Go to 4 Genomic Elements Viewer 
2 The line of a rightward 

arrow 
Neighbor TU ID (Forward). Go to 3.11 TU Summary 

3 The arrow of middle The arrow is displayed according to direction of the target TU. 
4 The line of a leftward arrow Neighbor TU ID (Reverse). Go to 3.11 TU Summary 
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[TC List] 

No Column Explanation 
1 Expression Type By clicking Tags / TPM, Each Library Expression Type changes 
2 No Consecutive numbers 
3 TC ID TC ID. Go to 3.9 TC Summary 

By clicking the column name, The list is sorted by the TC ID 
4 Representative Position Representative Position 

By clicking the column name, The list is sorted by the Representative Position 
Relative Position The relative position from Represent Position 

6 CAGE Tags Number of CAGE Tag 
By clicking the column name, The list is sorted by the number of CAGE Tag 

7 CTSSs Number of CTSS 
By clicking the column name, The list is sorted by the number of CTSS 

8 Library Expression The number of Library expression for every Library is displayed by the color image. 
Detailed information is displayed by hovering your mouse pointer 

9 All Library >> All Library Expression is displayed by clicking. If it is clicked again, the display of 
Library Expression will Top 10. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

10 Expression Color Expression Color’s range 

5 
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[mRNA Information] 

No Column Explanation 
1 Representative mRNA Representative mRNA’s Gene ID. A line is colored if there is the ID same in a list 
2 No Consecutive numbers 
3 ID mRNA’s Public ID（Accession Number）. Go to external site 
4 ID Type mRNA’s Public DB 
5 F/R Strand (F: Forward / R: Reverse) 
6 Chr. Chromosome number 
7 Start Start Position 
8 End The relative position from Start Position of End Position 

 
[Ortholog List] 

No Column Explanation 
1 Organism Type Organism Type 
2 Locus Link ID Locus Link ID. Go to external site 
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4. Genomic Elements Viewer 
Genomic Elements Viewer of this system is explained below. 
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[Genomic Elements Viewer] 

No Data Description 
1 Transcription start site Transcriptional Start Sites, used in CAGE system. 
2 Core promoter region  

(Bucher) 
Core promoter regions including TATA box, CCAAT box, GC box, and initiator.  
They are computed by RIKEN based on Bucher's matrix Reference: P. Bucher, 
J.Mol.Biol, 212, 563-578(1990). 

3 Core promoter region  
(EPD68) 

Core promoter regions, TATA box. They are computed by RIKEN based on EPD 
Release 68. 

4 Core promoter region  
(Pattern) 

Core promoter regions, including BRE, TATA box, Inr, DPE, and PSE.  
Reference: S.T.Smale and J.T.Kadonaga, Annu.Rev.Biochem.,  
72:449-79(2003) 

5 Transcripts RIKEN and public transcripts (mRNA) 
6 GIS GIS ditag (http://t2g.bii.a-star.edu.sg/riken/) 
7 CTSS of random  

primed CAGE 
CTSS of random primed CAGE tags 

8 RIKEN imprinted  
transcripts 

RIKEN clones listed in EICOdb, http://fantom2.gsc.riken.jp/EICODB/. 

9 Transcription factors Transcripts classified as transcription factors by RIKEN manual curation. 
10 EnsEMBL transcripts  

(coloring of CDS) 
EnsEMBL transcripts, downloaded from  
ftp://ftp.ensembl.org/pub/mouse-19.30/data/mysql/ 
mus_musculus_lite_19_30/transcript.txt.table.gz 

11 RIKEN 5'EST RIKEN 5'-est 
12 Gene prediction Predicted transcripts by genscan, geneid, twinscan. See UCSC description for 

genscan, geneid, twinscan. 
13 CpG island CpG island, downloaded from UCSC. See UCSC description for detail.  
14 GC Percent GC percent, downloaded from UCSC. See UCSC description for detail.  
15 Repeat region Repeat region detected by RepeatMasker. See UCSC description for detail. 
16 Simple repeat Repeat region detected by Tandem repeats finder(TRF). See UCSC description for 

detail. 
17 Gap Assemble gap. See UCSC description for detail. 
18 Synteny with Human  

(syntenyHg16) 
Synteny, downloaded from UCSC annotation track,  
http://genome.ucsc.edu/goldenPath/mm4/database/syntenyHg16.txt.gz 

19 Synteny with Rat  
(syntenyRn3) 

Synteny, downloaded from UCSC annotation track,  
http://genome.ucsc.edu/goldenPath/mm4/database/syntenyRn3.txt.gz 

20 Conserved Region  
(axtNet) 

Percent identity of whole genome alignment against Human, axtNet.  
The alignment is downloaded from UCSC,  
http://hgdownload.cse.ucsc.edu/goldenPath/mm4/vsHg16/axtNet/.  
The percent identity is computed with the following parameters, window length = 
50 and interval = 25 

 
 
 
 
 
 
 


	Table of Contents
	User environment
	Getting started
	Reliable TC search by evidence code
	Jump Reliable TC Search Form
	Select Evidence Code
	Select target TC
	Open Genomic Elements Viewer

	TC Search by RNA Library
	Input short description of RNA Library
	Select TC from RNA Library List
	Show Library expression information


	Viewer Pages
	Page transition
	Top Page
	Reliable TC Search
	TC Position Search
	Library Search
	Keyword Search
	Keyword Search Form
	Keyword Search Result
	ID Search Result
	CTSS ID Search Result
	TU ID Search Result
	RNA Lib ID Search Result
	Transcript ID (mRNA) Search Result
	Transcript ID (ditag) Search Result
	TFBS ID Search Result


	TC Search by Transcript (mRNA) ID
	TC Search Form by Transcript (mRNA) ID
	TC Search Result by Transcript (mRNA) ID

	TC Search Result
	TC Summary
	Statistical test of expression difference: two samples in one TC
	TU Summary

	Genomic Elements Viewer

