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Abstract

This document is an operation manual for the system, CAGE Analysis Viewer. It is developed by
NTT Software Corporation.
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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

33 3.8 39 31

Reliable TC TC Search TC Summary N TU Summary
Search Result
4—

(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.
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(2) Select Evidence Code

You can get the reliable TC list by selected evidence code, clicking Search button.

Reliable TC Search

D All Transcripts

ZAGE Tag

Reliable Conditions

Transcript

vl

EED

Library @ Any

O Library Category

You can select RNA library
information to specify TC

>

UMDEFIMED _CATESORY_T¥PE [etc]

( [¥] include 5' ESTY

RN
( [¥] include 5' ESTY

O Library small intestine [HAD]  w
recturn [HAE] =1
recturn [HAF]
cecurn [HAG]
cecurm [HAH] b
Prirming .
Type ® Any O Oligo dT O random
[] a1s ditag > 0
[] asc ditag > 0
L] oeTss > 0 You can select type and
number of transcript for
I:l Lang SASE > u] 5-end of TC
FARMA )
= &l[e &

B | ER

1000 bp Upstrearn of 1st Exon
1=t Exon Other Exon Intron

You can select type and
number of transcript which
include TC

Fisis ditag

[] asc ditag

D Core Promoter
[ Pattern Match )

R AMD

TATA box Initiator

You can select promoter
type and distance between

promoter and 5'-end of TC

BRE DPE PSE

[] core Pramoter [ Bucher ]

upstrearn | 0

bp downstrearm U bp

I:l Care Prarmoter [ EPD

|:| inzide Conserved Region

upstrearmn | 0

bp downstrearn -0 bp

You can select TC inside
Conserved Region and
CpG island

|:| inzide Cpa island

Z— |

|:| inzide anly DS

Exclusive Conditions

=
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(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.
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(4) Open Genomic Elements Viewer

You can open Genomic Elements Viewer, which show around target TC.

Mouse (mmd] genamic elements
Showing 1053 kbp from cle B, posiiens 55 005,078 (6 55,066,070
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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
35 3.6(3)
Library RNA Lib ID
Search Search

Result

(1) Input short description of RNA Library

(2) Select TC from RNA Library List

(3) Show Library expression information

3.8

TC Search
Result

(1) Input short description of RNA Library

Library Search form is displayed by clicking ‘Library Search’ of top menu.

CAGE Analysis Viewer

39
TC Summary

for Mus moscodies Efialds 10 fmaah T ieevh by wmscngt U0 T1 Sesben ber oh lrery fsaer| ) Aamidiors 11
0

Library Search

RMA sample Short Descripton IBMM

Tissue |- Any Tissue - =
Developmental Stage |- Any stage - |
CAGE Tags = =||o =

CT55s = =ljo =]

.
e
K

Jump Library Search Form

You can get RNA Library List by input short-description (pattern match) and Tissue name,
Developmental-Stage, number of mapped CAGE Tag, number of CTSS, and clicking Search

button.

Copyright © 2004 RIKEN, Japan. All rights reserved.
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(2) Select TC from RNA Library List

You can get TC from the result list of Library search.

Library Search Result

Results 1-29 about 29,

Mal| I Deszcripkion Categary Tissue Stage ?—ig: CTS55= TCs TU=
1 |HAG |cecurn et CECUM -1 (UNDEFTWED PUBLIC STAGE)| 96,670 42,634| 22,202/11,879
2 |HAH |cecurn et CECUM -1 (LNWDEFINED PUBLIC_STAGE)| 15,822| 10,121 mﬁ_ﬁ 5,579
3 |HAM |cerebrum etc carebrurm -1 (UNWDEFINED PUBLIC_STAGE) 400,390(197,253 125 24,361
4 | HAM |cerebrum et cerebrum -1 (LNDEFTNED PUBLIC_STAGE) 125,175 &2,746| 40,267 16,583
5 |HAC |cerebrum etc carebrurm -1 (UNDEFINED PUBLIC_STAGE) 219,422 |108,790| 73,036 20,529
& | HAP |cerebrum atc cerebrum -1 [UNOEFTMED PLIRILTC STAGE) 4,679 3,422 2,964 2,600
7 |HBC |epididyrnis etc epididyris -1 (UNMDEFTMED PUBLIC_STAGE) 8,197 6,187 4,974 4,177
2 | HAd |kidney etc kidney -1 (UNWDEFINED PUBLIC_STAGE)| 39,908 24,203| 15,788/10,517
2 |HAaU [kidney et kidrney -1 (UNWDEFTNED PUBLIC_STAGE)| 30,018 18,206| 12,373 9,014
10| HAY [kidney etc kidney -1 (UNDEFINED PUBLIC_STAGE) 31,011 21,193| 13,814 9,655

Jump TC Search Result

TC Search Result
[ | Ciaserpkian O abagsn Tiddoa Hkage i::: CTHSE | TCd TuUs
HaH| ew s wbe | emeun | -1 [LONCERTWED_MMLIC STAGE)|18,822(10,121 7,238 5,579
Fasulls 930 abaut 7238, m 1 arigl K

Region 5 End | N 1

Kapransrtetive Hempressntabives — CAGEE L n
His TC 10 B, Cchr, | PR [ SRISTSTERENS graim End Ak . CTES Tag, || | B\ E Link
] 7] T | e -
E =5 Q | P == 5

1 | TO4RO00535F CAGE 1 R G04.660 48 -3z 0|0 3 of0 of 0 0 73 [ I |
¥ | TOAFEDs Ca3E i F GO4.54% 63 422 0ol 2ol o ol 2 o0 m47] 17 W [ |
3 TOurdelsd24 CGE 1 F 60,797 -1 428 0 0380/ 0 0| 0 0 101 98 [ I |
4 | TOURDD542E CAGE 1 R 605,820 0 <18 00/ 1 of0 of 0 0 1 1 [ e |
% | TOLFOQ0a4E] CAGE i F BO%.%93 -0 +5% 0 028 0 o ol 1 o0 318 114 | I |
& | TOAFQOOEdpes CHEE 1| F 609,270 -23 +84 | 0| of17| of o of o o 4z7| zeo| W B =
7| IDAFODS4DEE | CAGE 1 F BOBETE -1 +6L 0 0[14[0) 0 0| 0 0 268 177 [ s |
& | TOAFOQOERAHC CAGE 1 F 965,260 0 418 0/ 0 0 of0 of 0 o 2 2 e |
% | TOiROOOEELSS CAGE i R gym2e7 0 | -i% ool 3 o o o o o i i [ | Fe |
10| TOAFOOOFEHSE CHAE 1|F gas.axs o  +2¢| of of 4 of o of o o g 3 | |

Jump TC Summary Page
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(3) Show Library expression information

TC Summary is displayed.
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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.

Analysis Viewer

3.2
Top Page

TC Search Form

33 ¢ 34 ¢ 35 ¢ 36 i 37 L

Reliable TC TC Position Library Keyword TC Search
Random Search Search Search Search by Transcript
TC (MRNA) ID

| 7
Keyword
< Search
Result
ID Search Result /4
< A 4
Y v vy v v v
CTSS TU RNA Tran- Tran- TFBS TC Search
Lib script script Result by
(MRNA)| | (ditag) Transcript
l l l i i (mRNA) ID
3.8 y‘
TC Search
Result

3.9 i 311

TC Summary | > TU Summary
4—_

/4

Genomic
Elements
Viewer
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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 Header

CAGE Analysis View

e i asmkessffiglr ) Pukobin 01 bmarvh FT Gnae | bg Bramar gl B T Posfems imam® ldeay o Haokes 01
Welcorne to CAGE Analysis Viewsr  *0!5es
T
TC 450,530
Harm o o Broees Se alignmanks haeed oo =i Frree
(=] I'.iﬂli':illr";ﬁi_ﬂlhu!_ﬂ Wik Bemn
= ;u.d_ﬂﬁ::.““-- ! CAadl Tag LN 472
Halp of ths Sg@emi :I;:'_.I::::' :
O jagip Larsg ARGk L, 504
Erpud uf ra Sgder's Dekai itlale ¥R
Aiksr 3 IET [,
O Lapee
(vt Srtobecn w0y
ol g oo i e B RS, ol i 8 i [%
Coey Preomrertar i TETE paou. Infwtorn BAL COE end PEE
Common Footer J
Capsimry (e 3009 R EN, Ssnan, A ighte ssamevad. Thin progres i deeslapad bpn 07T Do=e wen o nan)
Header (common to all pages
No Column Explanation
1 | Logo Go to Top Page
2 | Keyword Search | Input box Reference of 3.6 Keyword Search
3 Menu
4 >>
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 | Menu Reliable TC Search Go to 3.3 Reliable TC Search
10 TC Search by Transcript ID | Go to 3.7 TC Search by Transcript (mMRNA) ID
1 TC Position Search Go to 3.4 TC Position Search
12 Library Search Go to 3.5 Library Search
13 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

Copyright © 2004 RIKEN, Japan. All rights reserved. -Page 10 -
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elcome 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 | Current Statistics of | CTSS Number of registered CTSS
2 | CTSS/TC/TU TC Number of registered TC
3 TU Number of registered TU
4 | Current Statistics of | CAGE Tags Number of registered CAGE Tag
5 | Transcripts 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 mMRNA
9 Riken 5’EST Number of registered Riken 5’EST
10 | Current Statistics of | Mapped position of Core | Number of registered mapped position of Core Promoter
TFBS Promoter

Copyright © 2004 RIKEN, Japan. All rights reserved.
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3.3 Reliable TC Search

You can search TC with Evidence Code in Reliable TC Search.

Reliable TC Search

|:| All Transcripts |

CAGE Tag

Reliable Conditions

Transcript

0

EE |

Library @ Any

O Library Category

UMDEFIMED _CATEGORY_T¥PE [etc]

( [#] include 5' ESTY

R HA
( [#] include 5' ESTY

O Library small intestine [HAD] ||
recturn [HAE] =1
recturn [HAF]
cecurm [HAG]
cecurn [HAH] |

Prirmin
T @ any O olige a7 O random
vpe
| i ditag > o
FlNcsc ditag > o
O peTss - o
D Long SAGE = o
rmFLMA
| = t | | u} L) |

Region

= ™o

1000 bp Upstream of 1st Exon
1=t Exon Other Exon Intron

| i ditag

> u]

[ asc ditag

= n]

|:| inside Conserved Region

D Core Prommoter R AND

[ Pattern Match ] TATA box | Initistor © BRE [V DPE ¥ PSE
[] core Pramoter { Bucher ) |upstream -0 bp downstream 0 bp
[ core Prarmoter [ EPD ) upstrearm U bp downstream 0 bp

Others

|:| inside CpG island

|:| inside anly CDS

Exclusive Condiions

I search reset

Copyright © 2004 RIKEN, Japan. All rights reserved.
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[Reliable TC Search]

Each item is searched with checking as an indispensable condition.

INo Column Explanation
1 | Transcript | All Transcripts Select total of all Transcripts
2 5 End | CAGE Select the number of min or the number of max CAGE Tag
3 *1 Tag Library Library Category can choose one when you checked ‘Library Category’
Library can choose more than one when you checked ‘Library’
4 Priming Select the priming type.
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 MRNA Select the number of min or the number of max mRNA
5’ EST is included with checking to ‘include 5’ EST’
10 Region | mRNA Select the number of min or the number of max mRNA
*2 5'EST is included with checking to ‘include 5’ EST’.
Details are specified with checking to 2000bp 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 GSC ditag Select the number of min or the number of max GSC ditag
13 | TFBS Core Promoter Core Promoter (Pattern Match) exists or not.
(Pattern Match) 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 Core Promoter (Bucher) exists or not.
(Bucher) Select the range of the upstream and the downstream
15 Core Promoter Core Promoter (EPD) exists or not.
(EPD) Select the range of the upstream and the downstream
16 | Others inside Conserved Exists or not inside Conserved Region
Region
17 inside Exists or not inside CpG island
CpG island
18 | Exclusive inside only CDS In existing inside only CDS, it removes for reference
Conditions
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.

Copyright © 2004 RIKEN, Japan. All rights reserved.
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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

Position I
Example : chr19:59,214,201,,60,291,736

CAGE Tags [= =l|o -
CT5Ss [= =0 =]

search reset

C Position Search

No  Column Explanation
1 | Position Input position.
Format: chr[No]:[start_position]..[end_position]
chr[NoJ:[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

RMA sample Short Description I

Tissue - ;I

Developmental 5tage - ;I
CAGE Tags -

CT5Ss ;I

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.

. avTiee  =1JE

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 | TCID Search out of TC ID. Go to 3.8 TC Search Result

3 |CTSSID Search out of CTSS ID. Go to (3-a) CTSS ID Search Result

4 |TUID Search out of TU ID. Go to (3-b) TU ID Search Result

5 | RNALibID Search out of RNA Lib ID. Go to (3-c) RNA Lib ID Search Result

6 | Transcript -

7 mMRNA (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 (mMRNA) Search Result
9 GIS ditag ID Search out of GIS ditag ID. Go to (3-€) 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 Al TFBS ID. Go to (3-f) TFBS ID Search Result

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

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

Keyword Search Result

CTSS/TC/TUSRNA Lib
FO&,211 | CTSS
450,228 | TC
32,351 TU

29 R.M& Lib

Transcript

hits Category

233,961 [ mRMA

0 515 ditag
u} F5C ditag
TFBS

Core Prormoter [ Bucher )

Care Prarmoter [ EPD )

LS [

TU hit by Keyword

hit= Category

21,977 Gene Symbol

20,265 HGene Description
12,950 GO ID
12,250 G2 Marme

CTSS/TC/TU/RNALib
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 | RNALIib The number of cases searched as RNA Lib ID. Go to (3-¢c) RNA Lib ID Search Result

ranscript

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-) 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 |GOID 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
Results 1-40 about 625. m [i oits b M
Mo o chr. |F/R Start $§§§ TC ID
1 |C1SROS212CFO| 15 | B (102,541,554 1|T15R0&6213CFO
2 |C1S5ROS21ZEFZ [ 15 | R (102,841,975 1|TiSRO&Z13EF7
3 |CLISRO0O621IFESA | 15 E (102,229,050 1| T1S5R0E621F55A
4 |C1SROGZIFGEE | 15 | R (102,889,070 1|TiSROGZIFEEE

CTSS ID Search Result

No Column Explanation

1 | No Consecutive numbers

2 |ID CTSS ID. Go to Basic Viewer

3 | Chr. Chromosome Number

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

5 | Start Start Position

6 | CAGE Tags Number of CAGE Tag

7 | TCID TCID. Go to 3.9 TC Summary
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The following header is displayed on the list of each ID.

Rezults 31-120 about 190,032,

M4 w [ oia751 b M

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.

TR I Search Resul
P |80 sbai 154 n | gid BB
Ha|Tuan [ohe e | e End ‘l"’_f CTEE T _:"""b'_'c,, T 2 10 1 3% nam
| | | | o -u'\-'-a-ldmi :n-hr'nl;:-
L| g3z 1w | r TAER I  TAT3 2| 20| JMIDY  |O E1&AD34d arctsin (Fregment)
& mirrarng d miaks oo ﬂ'il-'ﬂ-g!
= PRAECICTRD. Saimed il b &Nl L 18 et e il 15 o i
|l-l.‘-:r-].\.:-l?'|-l :_:' |.-\.:-\.ﬂ 4172460, kR
1| 22EL | 46 | 0| ITL4EIRR) ARASD A e et i {5 oarom 1Pl Gy e 80 _ B 1360
O TRIITGEE (FFITTAD grobain ) CFmsg mank]
0 prmdar o dheesmasome LS apan rasding re—s IT
Fii ||.-\.I igEi, DHHC .1..1 RN CoRERTerig FERa
|-:I:-ul- J ni Ha FITAT 1RAG RS URT I ). o Il|+ d
il dommani <eaTisdrdrsg pioisin 2 {Tnc fingsr pratsin
SEpEAIRFEN FRECT wimd whih miabscisaic grobsing
12223 | 8 | P | tramanz) +sezm) 1%e 48| Zi| ZOHHEZ “;"__:".:::_:';":_,"W,:,."_““, s ey
|."-I-|"" I ®grdurnd 1'4.'-.-.“":\-" n caraer probyn -.'1' .
v by redonin . e S
n {Down rygralaind 0 ransl oull ceesmo—e L) (LR T DRI NS | regadefien of cull
L] ] LL R E- Ml LEAA4AY L1} L 11} il TR ui rlgpalaleel w1 oran e el sariisaevea 1 CTLIAR r..Il:ﬂ LL LT
ot AL 4! R R E PR U oL -"..'.'.:L'..'
[TU ID Search Result]
No  Column Explanation
1 | No Consecutive numbers
2 |TUID TU ID. Go to 3.11 TU Summary
3 | Chr. Chromosome Number
4 | FR 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.

RMA Lib ID Search Result
Rezults 1-29 about 29.
Ma| ID Crescription Category Tissue Stage ?:'SEE CTES: TiCs TUs=
1| -1 notavailable etc UMDEFINED _TISSUE_TYPE| -1 [(LNOERTNED PURLIC STAGE)| 22,393 43,292 20,413 |16,207
2 |HAD =zrmall intestine etc srmall intestine -1 (UNDEFIWED PUBLTC STAGEY| 20,031 17,761 10,925 7,365
3 | HAE |recturn atc recturm -1 (LWOEFINED PUBLIC STASE)| 8,274 5,649 4,052 3,293
4 | HAF |recturm et recturm -1 (LWOEFIMED PUBLIC STAGE)| 14,772 9,657 &,830| 5,288
5 | HAG |cecum et CECUm -1 (UNWDEFINED _PUBLIC STAGF)| 96,670| 42,634 22,208|11,879
& |HAH |cecurn etc cecurn -1 (UNDEFINED PUBLIC STAGEY| 15.822| 10,121| 7,232| 5,579
RNA Lib ID Search Result

1 | No Consecutive numbers

2 |ID RNALib 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 Search Result

Results 140 aboutcos.  [Goudl |1 |ot1a B M

Mo o ID Type |FfR|Chr, Start End TU ID '_Ir_%: SEI‘EnnbEDI
1 BCO40257 ae R 1 1,159,441 -2,797 16642 1| THFRSF4
2 AKOZ4028 Ge Fl 1 1,499,294 +17,554| 7370 | 21| ATADIE
2 MM 004402 REFSEQ | F | 1 2,797,002 +28,148 &00 2| DFFe

4 BCO15402 ae R 1 5,858,779 -1,635| &63 | 41| MPHP4
5 |EMSTO0000240255 EMSEMBL) F | 1 6,199,801 42,447 29552 a| FL46280

Transcript ID (MRNA) Search Result

No Column Explanation

1 [ No Consecutive numbers

2 |ID mMRNA's Public ID Accession Number . Go to external site
3 | ID Type mRNA's Public DB

4 | FR 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 |TUID TU ID. Go to 3.11 TU Summary

9 | TUsTCs 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 Search Result

Results 121-160 about 30,862, M 4 E [+ ofog7 b M

Ma I ID Type|F/R|Chr, Start End | TGCs
121|sme005 0F0604-13666-1| &IS | R | 1 |16,742,152| +49,052| 38
122|smel0s 020604-24941-1| @IS | R | 1 |16,790,280 +az6| =
123|zrme005 020604-73254-1| &IS | R | 1 |16,815.476| +13.473| 12
124 |zrme005 020604-57416-1| &IS | R | 1 |16,814,980| +13,973| 15
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 | FIR 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
Fesults 1-5 about 5.
Mo I ID Type Definition| TCs
1 | CCAAT-Bucher| Core Promoter [ Bucher ] 405,075
2 GC-Bucher |Core Pramoter [ Bucher ] 391,738
3 | TATA-Bucher |Core Pramoter [ Bucher ] 361,314
4 | TATA-EPDESp | Care Prormoter [ EPD ) 205,091
5 | TATA-EPDEZw | Care Prormotar [ EPD ) 290,068
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 (NRNA) 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.

TC Search by Transcript (mRNAY ID

TCs associated with specified transcript (mMRNA) are searched.
Mote that the association is based on TUs,

In detail, a transcript is contained by 2 TU, and a TC is aszociated with a TU, internally,
TCs associated with your specified transcripts via TU are searched.

The list of search results iz sorted by the position.

TranscHpt (mRNA) ID List

ID Type

Enzernbl Transcript ID
RefSeq-Il
GenBank-I0

Riken Clone ID

ID's are separated by :

cormma
space
tab
new-line
ar
Fila Path |[ZEE..
Transcript (MRNA) ID List
No  Column Explanation
1 | Textarea Input Transcript (MRNA) ID.
2 | File Path Input path of Transcript (NRNA) 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 (mnRNA) ID
You can show the list of Transcript (MRNA) ID, TU ID and TC ID.

TC Search Result by Transcript (mRNA) ID
Hits mPRMas 4/ 4 export
Reszults 1-11 about 11.

TC's |[Gene Symbols
Mo ifs] ID Tupe |FAR|Chr., Start End | TU ID T ID Tags T
1 HM 4963228 REFSEQ | R | 1 123,587|-44,429(15992%9 | TO1R0O001 20 CR 1 na
z AROOODSED GE Ro1 605,686 -3,925| 26592 |TOAROOOS3C1S z
3 AROOODSEL GE Roo1 605,686 -3,925| 26592 |TOAROOOS3CED i
4 ARDOOSEL GEB R 1 605,686| -3,925| 26592 |TOLRO0O22DEC z
5 AROOOSEL GE R 1 605.686| -3,925| 26592 |TO1RO00330ES 1
& AROOOSEL GE R 1 605.686| -3,925| 26592 |TO1RO0092DES z
7 AROOO1E0 GE F | 2 |127.636.112| -1,771| 2657 |TOZRO7IB4RES 2| FLIzO1z:
g AkOO0120 G R | 2 |127.626.112| -1,771| 2657 |TOZRO7IRITIS 1| FUIzOo1z3
9 |EMSTOO000328293[ENSEMBL| R | v | 27,111,443 -587 141012 TOYRO19SF438 i
10|EMSTOOOO0S3S293 ENSEMBL| R | v | 27.111.443 -587 141012 TOYRO1SSFALA i
11 |EMSTOOOO0S3S293 ENSEMBL| R | ¥ | 27,111,443 -587 141012 TOYRO1SDDEFS i

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 | FR 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 | TUID TU ID. Go to 3.11 TU Summary.
By clicking the column name, The list is sorted by TU ID
9 |TCID TCID. 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
Ao iy 389520 i 80, 39 14 m § w1258 F K
Ragion = End [ it
Ho e LD E"-"TI.':_::”'“'" Che. | KR F"'-':"::I-':I':"""" Start Erd - - | ETEE f—::: g B ; Lk
= | = rir i ®E = E
el 88 ol B SEEE e
2W1 TOLFGO1IESF] CAGE L F 1.283,323 @ 1% 0| O 4 2 0|4 0O e | a ..E
2 TOIFOO1FRT1IE CAGE | F 1. 285,870 il +3Z| 00 & 2 0O Q] O] QO 1 1 . ..ﬂ
283 TOLFO0LSS7T0 CAGE 1 | F 1.283.920 0 445 0|0 & 2 0|0 0z 3 1| I.E
784 TOLFO0IFSR4s|  CAGE 1 |F 1,284,523 0 +21) 00 &/ 2 o0/ 00 1| 1 N g
285 TOLFQ0]35FE2 CAGE 1| F 1286066 0 |+20{ 0 o & o ofo ofo 1] 1 1
208 TULFOTL RS0 4F CadE 1 F 1,286,223 0@ +1F O O & O O o g| o 1 1 . E
TC Search Result
No  Column Explanation
1 | No Consecutive numbers
2 | TCID 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 |FR 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 | Region 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 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 | 5'End 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 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.
CAGE| | [ju
CTSS: | Tags | |
i@ el 5|
] 1
] i B
1,453| 145
Library
Expression
CAGE b
Tags b=
22222 =8 | =]
1 = = [
1 n
1Y mEcll=HE =il
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.

[LEg T T

| The whole of the page |
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A part of the page TC Summary

TC ID : TIOFO173AB2E

TUID : 23098 Gene Syrmbol @ Chgf
Genomic Position
Representative chr |FiR Represn_al_'utatil.le Start| End | CTSSs
Tupe Pazitian
CAGE 10 | F 24,357,678 -1[4+34| 466 ||
[ID etc]
No  Column " Explanation
1 |ID TCID.
When Representative Type is CAGE, go to Basic Viewer
2 |TUID 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 |FR 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
5 End
CAGE Tags @ 1
GIS ditags ]
GSC ditags 1 0
Long SAGEs @ 1
5' End 0 0 o
Region
GIS ditags : 0
G5C ditags : 0
1000bp Upstream of 1st Exon [ 0 ]
1=t Exon u} u] u}
Other Exon ] 0 ]
Intron a u] a
Total [(CDS) 6 (0 o 0
Transcript
'No  Column Explanation
1 | 5End | 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 mMRNAs Number of mMRNA
6 RIKEN 5’ ESTs Number of RIKEN 5" EST
7 DBTSS 5 ESTs Number of DBTSS 5' EST
8 | Region | GIS ditags Number of GIS ditag
9 GSC ditags Number of GSC ditag
10 MRNAs The number of mMRNA 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 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

TR

Core Prormoter [ Pattern Match 1@ 15 @

Upstrear

Cownstrear

-1o000 =

-300 = -100 = -40 = -1

+1 = +20

= +350

coaaT-Bucher (3]

Go-Bucher TATA-Bucher

TATA-Bucher (2

TATA-EPDEED

TATA-EPDESY TATA-EPDEED

TATA-EPDESY (4

TATA-EPDEEY

Others

Conzerved Region

i Conserved rate = 0,7

CpGisland : Percent of Cpa = 18%
FBS
'No  Column Explanation
1 | Core Promoter The icon is displayed respectively When TATA box, Initiator, BRE, DPE and PSE exist.

(Pattern Match)

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

CpGiisland

The percentage of CpG island
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Statistical test of expression difference : two samples in one TC

[open window]

Library Expression

Ptirming Type Description Category Tags Exp Lewel [TPM)
Oligo dT MEF fibroblast 20 Gy embryo 141|930.75 (141 f 151,491)
Oligo dT SIP-KO MEF fibroblast embryo 125|967.94 (125 f 129,193)
Oligo dT MEF fibroblast embryo S0| 267,632 (507 57,628)
Oliga dT SIP-K.O MEF fibroblast 200Gy ernbryo 39| 553,29 (39 70,487)
oligo dT Hepa 1-6 48h EGFP liver 14| 115,43 (14 /7 121,281)
randarn DFAT-D1 preadip. 0d UMDEFIMED CATEGORY TVYPE| 10| 240,99 (10/ 41,495)
Oliga AT Cloned mouse lung lung 9| 30,78 (9 292,385)
Oligo dT Hepa 1-& 23&h EGFP liver 2 325,13 (8 /[ 227.751)

Explanation
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 | +I/- 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 RNALib 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 roamss fin satf
i [ ] Torgst 1T Tage
[ ] Haprasandmires LTS5 Toge
har L Toga
—=  Hageon il Jirand of Teget 10
Al Tags
Arapk Tvpas [Tage ToM] | Targei TC Tage | Feposrsnimive CTSD Tagr | 5har TC Tage & Rsghan arad oraed of Targs TC

CFU | Higa &T | MEF fibrablaet 30 Gy
N

L

CPY | Oibagn dT | S1E-H0 REF fibrabladn

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]
TS PEET LTR2 L R
0
10
150
200
250thagt

3 | Each Library | Graph Type By clicking Tags / TPM, Each Library Graph Type changes

4 ID / Priming Type / | Each Library’s ID / Priming Type / Description

Description
5 Graph Graph of each Library.
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3.10 Statistical test of expression difference:

one TC

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

two samples in

statistical test of expression differance : two samples in one TG

L
TUIL s F4746  Sgne Syrbal |

FiOFDOIBEEAE Sa4E Tage = 20
Chia

Comipared two librares

carabiallurn(Chge dTI[EC.T] =]
Clanad mowda lunglOligs dT)[CAW.T] 3

FHAaLibLi
RMaLibd;

' '|' FiaFar II:I.I:I:I.EI

Matrix of compared values

o 0001 001 Oi-

Fizhar (NG00 004 0.1~

Figkimr
BET Ca'w.T Casl.T Ché&T SBOLT CBR.T COHT GFULT INR

0,014 0,077 0,094

0.04% 0.033
[ 1)

ot llurm Qlige dT BC.T

Clige dT CAW.T

Olige dT CaKT

Qlige dT <RAT -
olige dT ceo. T [0S
Olige dT CER.T
Probasin tg prostate Olige dT COH.T

MEF fibroblest 20 Gy Slige dT CFULT

Clormd mours lung
Clarad fmsuia bang [ M i} ]
Clorsd meouse bing
Clored mours lung
Cartrol mouss livar
QL3 0,002 0,037
rendern JRLA OLOZE

BELT Caw.T Casl.T JBa&T SBOLT CBR.T COHT CFULT INR

¥t

o (il o.00L 0.01 0oi-

ambayo 17,8

0,074 DD0T cereballum

Higo JT BC,T

Clign JT CAW.T
Clige T CRLT
Higo JT CBAT
Higs T CROLT
Slige T CBAT
Probazin g prosteke Cligo T COH.T

Clened miowes lung
Clanad mowia lung
Cloned mouse lung
Clonmd miowes lung

Contral moura lvar

MEF fibeoblsgt 0 Gy igs 4T CPLT

smibrge 178 random  IM.R

Fisher [N O0E G.0d O.1-

ID etc.
No Column Explanation
1 [TCID TCID
2 |TUID TUID
3 | Gene Symbol TU's Gene Symbol
4 | CAGE Tags Number of CAGE Tag
Compared two libraries
No  Column Explanation
1 |RNALbID1 Select RNA Library ID
2 |RNALbID2 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.

U Sunmemiary
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A part of the page TU Summary

TUID : 73859

Genomic Position

F/R | Chr. Start T Kl == e B

Tags Lo pp

GEMOMIC

F| 5 |29,952,410|455,271| 402 20| 22| 12197 | et

GO ID / GO name
Biological Process
O GCe00058412 f protein biosynthesis
Cellular Component
O GCe0005622 ( intracellular
O GO 00057329 f mitochondrian
O G0 0005540 f ribosome
Molecular Function
O GO 0003F35 [ structural constituent of ribozome
Gene Symbol
O Mrpl33
Gene DescrHpbon

& mitachandrial ribosornal protein L33
O MITOCHONDRIAL RIBOSOMAL PROTEIN L33, [Source:RefSeqg:Acc:MM_025736]

Genomic Position

No Column Explanation
1 |TUID TUID
2 |FR 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
NeighborTUs
Prew Overlap Me st
- 130561 F23473
—.
e 1135133 12473 113764
[Neighbor TUs]
No Column Explanation
1 | GENOMIC VIEWER Go to 4 Genomic Elements Viewer
2 | The line of a rightward Neighbor TU ID (Forward). Go to 3.11 TU Summary
arrow
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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WL st
¥ rprm i Typen [Tamgm TE5 |
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spratarketios Maleses O8O & r
" g g Lt Failiai T ==

&l '} - I. ]
Clored mame o llipe JTO 00T
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o
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LR -8 ] +218 2

29,005 B fagd

15| +L.#22 H

LR Lo e Rl N ANE EEsl 370

i
e e e | B i e
-

kepraiii paE [Naga THi]
Feprasnme Cmien B s 30 50 G N

TC List
No Column
1 | Expression Type

Explanation
By clicking Tags / TPM, Each Library Expression Type changes

2 | No

Consecutive numbers

3 | TCID

TCID. 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

5 | 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.

all Librarg (B8] 5o i Top 10

= = :

E 3 = = 2

- = = ]

= S | 5 #F S A | &5
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= § #FigscEE 3 ol ppopESRESE FE pEE
g ¥ gfogeae R 5 EESESCESg- CERRE
- e e S ERESAR G-
BESEE5EF 230 c 8 EEEEccSa=c doggieal
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aosENEEE DS SeScESERAEE F At F3S 5
EipSypydce Rl EETpEIsp -8 RRkpT
frifissipb BSySyyphoo g Byt ogEs]
f%g%giggizg Eii;ﬁiiéﬁiiﬁgég;iﬁvtéi
EES ESCS2RES T3RTRRREEIEIIENE 005y
BEIECaEss SRR AR,

10 | Expression Color

Expression Color’s range
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mRBENA& Information Representative mRMA = RIKEM|E430019A11
Results 1-10 about 0.
Mo 10 ID Type |F/R|Chr Start End
1 E4300159433 RIKEM F | 11 21,892,784 +58,773
2 |EMSEMUSTOOOO00020537 |EMSEMBL| F | 11 |31,898,785|+4+58,772
3 Uivzs54 GB F | 11 |31,89%,816 | +58,743
4 MM 0057431 REFSED | F | 11 |31,898,816(+58,743
=] F010082MOS RIKEM F | 11 |21,898,219 +321
& CE3I0022109 RIKEM F | 11 |=21,898,81% +32,932
7 OF10008E1S RIKEM F | 11 |21,89%,819 458,738
g BCO18224 GB F | 11 31,892,244 | +558,715
9 ALIOO0O0Z2C1S RIKEM F | 11 |21,892,858 +32,913
10 261002714 RIKEM F | 11 |21,200,093 | +57,468

Ortholog List

Hormo zapiens § Locus Link ID S1617
R.attusz morvegicus @ Locus Link ID 363557

[MRNA Information]

No  Column Explanation

1 | Representative mMRNA Representative mRNA's Gene ID. Aline 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 |FR 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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Mouse {[mm4) genomic elements
Showing 1.052 kbp from chirl9, positions 55 005 028 to 55,006,078
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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 Core promoter regions including TATA box, CCAAT box, GC box, and initiator.
(Bucher) They are computed by RIKEN based on Bucher's matrix Reference: P. Bucher,
J.Mol.Biol, 212, 563-578(1990).
3 | Core promoter region Core promoter regions, TATA box. They are computed by RIKEN based on EPD
(EPD68) Release 68.
4 | Core promoter region Core promoter regions, including BRE, TATA box, Inr, DPE, and PSE.
(Pattern) 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 CTSS of random primed CAGE tags
primed CAGE
8 | RIKEN imprinted RIKEN clones listed in EICOdb, http://fantom2.gsc.riken.jp/EICODB/.
transcripts
9 | Transcription factors Transcripts classified as transcription factors by RIKEN manual curation.
10 | EnsEMBL transcripts EnsEMBL transcripts, downloaded from
(coloring of CDS) 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 | CpGisland 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 Synteny, downloaded from UCSC annotation track,
(syntenyHg16) http://genome.ucsc.edu/goldenPath/mm4/database/syntenyHg16.txt.gz
19 | Synteny with Rat Synteny, downloaded from UCSC annotation track,
(syntenyRn3) http://genome.ucsc.edu/goldenPath/mm4/database/syntenyRn3.txt.gz
20 | Conserved Region Percent identity of whole genome alignment against Human, axtNet.
(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
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