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1957 ££~2005 4 2 B D RER, TREGEREEZSOHAESIBINER
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File

Edit Help

Registry Number: 5535308-24-2 =l
CAIndex Hame: DMA (mouse immunoglobulin e-chain % region C-terminal fragment-specifying
cOMA, plus 3-flank) B0
Other Hames: 75 PN: US2003016R562 TABLE: 1 claimed DMA; GenBank ABO17349 <
Class Identifier:  Manual Registration
Sequence Length: 360
Nucleic Acid Count: 823 103c 20g 85t
GenBank (R) Definitions and Features:
ACCESSION NUMBER:  ABO17349
YERSION NUMBER: ABO17349.1 14519566
DEFIMITICON: Mus musculus mRMA for immunoglobulin light chain % region, parial cds.
ORGANISM: Mus musculus
Eukaryota; Metazoa; Chaordata; Craniata; Wertebrata;, Euteleastomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; hus o
FEATURE TABLE:
Feature Key Location Clualifier
SOUrCE 1..360 forganism="Mus musculus”
fdb-xref="taxon: 10090"
gene 1..360 foene="12/B1 kappa"
cDs <1.354 fgene="12/B1 kappa"
/note="derived from anti-idiotypypic antibody
against anti-gibberellin A4 antibody”
feodon-start=1
fproduct="irmrunoglobulin light chain % region”
fprotein-id="BAATE653.1"
fdb-xref="Gl:4519567"
fdb-xref="IMGT/LIGM: ABO17343"
franslation=
"ASALNLTASPAVIMSASPGEKYTMTCSASSSY
SEMYWYQQKPRSSPKPWIY LTSHLASGYPARF
SGSGEGTSYSLTISSMEAEDAATY Y CQAOWYSSN
PLTF GAGTKLELKRVDAARTY" j
Annotations:
Saource Feature Laocatian Descrigtion Reference
Mat Given JS20030166562
TABLE 1;
claimed <
Sequence:
1 goggoogoas asattgbiict cacocagtct coagoagtta Lgbotgoatc
51 tococaggggag saggbcacca tgacctgoag tgocagotoca agtgtaaght
101 teoatgtactg gtaccagoag sagocasgat cotoococaa accotggatt
151 tatectcacat coaacctigge tLotggaghc cobgotogot toagtooosdg
201 tgggtotggy acctottact ctotocacaat cagoagoatd Jgaggotgasg
251 atgotgooat CLACtactgs Ccagoagtgos JLagraatcd gotoacgtto
301 ggtgotggga coaagotgga gotgaaacgy gbtbgatgotg caccasactgt
351 atsagagoto
-- Resources -
References: =]
STHN Files: CAPLUS, CA, GENBANK, TOXCENTER, USPATFULL
(Additional Information is available through STH Intermational. Contact your
infarmation specialist, a local CAS representative, or the CAS Help Desk
for Assistance)
Database: REGISTRY -l
Cloze
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1—3. Z2/YOF - NTF FESIDIRIREE

V BB -RTFREFH DU EFE#E
- TI/BBREHBN 4 LEDOAUINOE, RTFFK
+ CAplus 774 LD RFEDESI

~1987 £ L BREFESIUERBEFTIL—LINTLNSD, FHRECES
LTWSELES*.

1988 fF~ o EERITZ, JL—LShTUWSD, FiRMEICBEISLTULSED
DB (FrvTEEFLZLLD).

1999 £~ . WEFICREBSN TR TOESE.

*1 2005 fF~:4,000 LI tEDFERINZEREL TLBFFOERIIEIRERLAL.
* CAplus 774D IE4FFFHEDE S

~1990 £ . FRMEICEESLTLSTELESI .

1991 £~ . ERRICIMA, BIRSN-HEHROFRECASLTLSES
ALl (20 LI EDTI/BEITEryvIEEFTLELED).

1999 £~ L HHRMICBESL TV T RTOTLERN*, BLUEHHES.

- GenBank HEDFAEREZS
- GenBank DEEELSIDIRI—T 12 J RN SFIERLIZ22 /N EERFI.
- Other Names 21, FERENTI-#EED GenBank BEEMNEFEND.
~2005 F£2 R : RER FRELEREFEZSTHAEINHINE
2005 F£3 A~ : HHEOHIHEIDHINE

V BUNYE-RTFRERIIDEFDIL—IL
- —DTETI/BAERLGDILDIERNDORTFE, 20 UBELTEE.
- BRINELCTHoTH, ILZ2EMH, AIEOEREDELLLD, FUATEBRSINI-LDE
BDORTFE, Uy BELTEER.
+ CAplus 771 ILHFEDE S E GenBank HEDEFIIE, BCESNTHAILO—FELTEER.
- GenBank HIEMDERFIIL, 1 GenBank FEIZDE 1 DOLa—KFELTHER
* CAplus 774)L D 2002 FLIFDRFHRERDESNICOVTIE, BHEEZEHTEE—D
BA CEHFFB B LICRILO—RELTEER.

¥ RS HECF 5

- RARORTFE, 408 - BMAeavN\vE

- BV INVE - RIFREEE#IAK

- BRRTFK - LB EINFRTFE, 220 E

- BELGTI/BEEOERT - BIEFREFLIEERTEONIV/IVE

* SEEEEA LI
- EEMNTEI-LBEEL-ERS
- BEEERSI (AUG RV THREYRAM TRV TR TT5) hoEEREN-ERF
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7 Detail of Subs

File Edit Help

Registry Number: 5343853-71-1 =

CA Index Name: Transport protein, org. cation transporter (hurnan alternative splicing isofarm
hOCT2-A) (SCI)

Other Names: 2 PW: JP2003250576 SEQID: 2 claimed protein <¢#§¢Hﬁeo)gﬂ§ulgﬁg¢§%{,

Class ldentifier:  Manual Registration
Sequence Length: 433

Annotations:

Source Feature Location Description Reference
+ + + +
Mot Given JP200325057 5
SEQID 2
Claimed BHDORBLE
Sequence:

1 MPTTVDDVLE HGGEFHFFOQE OMFFLLALLS ATFAPIYVGI VFLGFTPDHR
51 CR3IPGFAELS LECGW3SFPAEE LNYTWPGEPGP AGEASFPROQCE RYEVDUWNOQST
101 FRCVDPLASL DTWRSRLPLG PCRDGUWYET PGISIVTEFN LVCANSWMLD
151 LFQ3SVIWGF FIGIMEIGYI ADRFGREELCL LTTWLINALR GVLMAISPTY
201 TWHMLIFELIQ GLW3EKAGWLI GYILITEFWG ERYRRTVGIF TOWAYTVGLL
251 VLAGVAYALP HWEWLOFTVA LPNFFFLLYY WCIPESPREWL ISONENAELM
301 RITEHTAKEN GESLPASLOR LRLEEETGEE LNPSFLDLWE TPOIREHTHMI
351 LMYNUWFT3SWV LYQGLIMHMG LAGDNIYLDF FY3IALVEFPA AFMITILTIDR
401 IGRRYPWAAS NMWAGAACLA SVFIPGGREFQ VELESYLODP GERECHGFLI
451 GEPCHNLS3ES IWEDELEGSI WDP3IEQIHMA 3LL

-- Resources --
References: ~1
STH Files: CAPLUS, CA
Database: REGISTREY

Cloze
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BFEREEDHE

Vv REOC—RBREBEOEHTOTS L

sty VN B =
Basic Local Alignhment Search Tool
BLAST BHECRIAINTNS. DTS AICHATHEVNSEENETES, £
_ Yy TEEELEWNVS, BHERECRBIRENMENEEZONAEED, R
(IZ2H) =l R T E R E TR AL,
FASTA BLAST LERBYF vy TE#EBEBLI=TIAU AV NET2>TNDS. FryTfitE
(972 I—) DT FAVAVRNETIERFESTH, T—EN—ADHANLIRMERY AT R

BETIEHIEDELUSTHLATEY, ChicEoTERIEARLNTINS.

Smith—Waterman

FASTA RADTOT T L. FASTA DESITIRBPETSELEL, T—HR—R
FOITATORINEDE TEREICTIAVAVMEITO>TRERD—RATEE
EF D DO, HEEFMOTOI S LEFHERITHESTWNNEEHKIZK
5. EBEHLTERICLEZTS520, #IEMICEN-ERIITH>TH, Th

ARETHIICBETHARYRFET CEFRNENSIRIDELHS.

V BEBREAS—REDRRIA(T

BRAAT BOR R Fa 5 E R
BLASTn EERS O ERIRCELL R RS E R 1S &AL S
FI/BRHIOERRXEEEESICERLT, ShIZELE -
tBLAST =) |
Y samsisnn T/ BEeS|
LA iﬁ%ﬁﬂﬁﬂ@%‘@fﬁ’é?i/ﬁﬁﬁwll:%ﬂERL,‘C, ChIZERILT: Y& R
FI/EERSCBIREN B ARSI E R R
VY AN BHREOS—RBREDBRRAA(T
BRAAT BOR R Fa 5 E R
BLASTp FI/BRIOEMXICELL-TI/BERIEHER T2/ BECH
" = — NS M- EFLL -
AT EEFRIOERRXET7TI/BESCHRLT, ChIZELLE 1 R E5
7/ BEIEBRER




2—2. BFEDRN

[1. FRY5L0ES |

Explore #4705 7RKy9XM5 Nucleotide or Protein Sequence ZiEAS &, LIESKLT
Explore by Nucleotide or Protein Sequence Z A7 AT RYIAMRKRRENS.

Explore
Select One:

Explore Literature Explore Substances
AL g
_-i?- Research Topic H‘I\,,j Chemical Structure
e — 1]
& Hy
l‘.——) Author Mame CoH, talecular Farmula
igi'ﬁ Company Mame f Organization

Explore Reactions Explore Sequences

7
0L | Reaction Structure
oW

Mucleotide or Protein Sequence (BLASTE)

F' Foc

Starting Sequence Explare. ..

&0

7 Explore by Mucleotide or Protein Seguence

Select One:
gg Similar Sequences
? [dentify similar sequences Using BL&ST{R}.<§E 5 o 2 =
Similar Sequences Using Seguence ldentifier |
o lse Sequence ID to specify guend in BLAST s,<ga IDHBABEIADDORE
Fast BLAST I
Search a new sequence USing previous Seﬁ@lﬁ” ER—DEHETERINERER
— [
~ -~ | ResultSetManager < . _
E [ L Manage and review BLAST results. e = ? & T

Cancell




| 2. BRSIBARDOASN |

Similar Sequences &%)/ 3 %&, Similar Sequences # A7 AT RYIANKRREND. B

FRXDRMEIVERMREAAL, OKELYYIT S, BRRIE, ADT7AILHDE

7. i

EXLTES. E1=, Similar Sequences using Sequence Identifier %) vo LT, BfI®X% CAS

Z8FE B E-IL GenBank BFE-ETIEET A ELTES.

* Similar S e

File Ecit Help

BATEMXEAR

Result Marrie (optionaly: [Mc-1

Recall Sequence | Read from File... |

(&KX 50,000 F&£)

Seguence to be searched

taseactaz ceacctztoo actattateoc azoccootta tetectoica

Example #1: a nucleotide sequence
toecoctoton chatecazet toootestec asscazcect zactctecca
zactcatliat cazcsastcl zzzazessct ztoszzates ootzztolez
aggtagctat zattatzett zzcaccazca zasatcacct zzcaztzece
ctztcactzt zatctatasze aaceacaaza zaccctozza catcooctica

7+ Similar

Example #2: a protein sequence
TYDEHLCGSHLYEAL ¥ SYWYHEAK GLPRASAGAPGYRAELWLDGALLARTAPRAGRG
OLFWAERFHFEALPPARRLELRLRGLGPREAVLGRYALALEEL DAPRAPAAGLERNF
PLLGAPAGAALRARIRARRLRYLPSERYKELAEFLTFHYARLCGALEPALPA

Result Marme (optional): [Sequencel

Sequence [dentifierto be searched:

[~ |

il

ence Identifier

AH{I64TE4

o]

ha—

33086E-54-1
add245
AFO70A17

Example Sequence |dentifiers:

CAS Registry Mumber
GenBank Accession Murmber
GenBank Accession Murmber

OKl Cancell

GenBank &FZSTAN > |

7 Program tion

~

rNucIeotide Cluery

BLASTR
Compare a hucleotide sequence against a nucleotide database.

BLASTx
Compare a nucleotide sequence translated in all reading frames
against a protein database.

IBLASTx
Compare a hucleotide sequence against a nucleotide database,
compating translations in all reading frames

B3 @ |3

\_

Frotein Guery

BLASTp
Compare a protein sequence against a protein database.

o

| —

Program Selection # 4/ 7 AT Ry AMNKIREINDID T, FIALIZLMRRDIEEEZEIRT 5.

- [O] x|

BRI
1R EFCS

BRI
73/ BREES

@ lBL%EE?;r;damngfltfg;gij?fg%ee:_gainstanw'%“ BREROEHE | RRICEDNIERR  |BRRSNIYE
Bk BLASTn IEEET %k
BLASTXx FIREN =7 /BERS |52 \0E
tBLASTx | BRERENF-7I/BERES | 7S/BAELSIICEIRSh -1k
BLASTp T2/ EEERS BUNGE
tBLASTn | BiERE N -1EEER S %




| 3. BREKHDHRTE |

BEEEE S D FEEEIRT B4&, Select Nucleotide Database Subsets 4 A7 OS5 Ry AMNE
TReNd. RERTHEHFEFEIRTSH. CA KYIERSNT-EEFI, GenBank MSIRERSNT-FERFI,
MAEMNSDEG| A FEIRTES. CA MoDIRERE I I T4FFREDEIIZRET S TE

3.

BLASTn BLASTx

% BLASTn Datab

Select Mucleotide Subsets: Select Protein Subsets:

& All Sequences & pll Referenced Sequences

" All Referenced Sequences

© Referenced in atleast one Patent document

" Referenced in atleast one Patent document

' Referenced in a non-patent document

 Referenced in a non-patent document ™ Only retrieve sequences with 50 residues or less

Al GenBank{R) Sequences
OK Back

© EST- Expressed Sequence Tags

Cance\l

 5TS- Sequence Tagged Sites

© G55- Genome Survey Sequences

 HTGS - High Throughput Genomic Sequences
Al other GenBank(R) Sequences

™ Only retrieve sequences with 50 bases or less

OK Back Cancel

tBLASTx

7 tBLASTx Datal

Select Mucleotide Subsets:
= all Referenced Sequences

€ Referenced in at least one Patent document

' Referenced in a non-patent document

GenBank(R) Sequences
" EST- Expressed Seguence Tags
 §TS - Sequence Tagged Sites
" G55 - Genome Survey Sequences
" HTGS - High Throughput Genamic Sequences
Al other GenBank(R) Sequences

0K Back Cancel

BROINOEERIDEEEZEIRT HE, Select Protein Database Subsets 4 A 7AST RyO XA

RTSND. BRI DEHEEERT D,

BLASTp tBLASTNn

7 tBLASTH Datal

Select Protein Subsets: Select Mucleotide Subsets:

& Al Referenced Sequences

" Referenced in atleast one Patent document " Referenced in a non-patent document

" Referenced in a non-patent document

™ Only retrieve sequences with 50 residues or less £ EST- Expressed Sequence Tags

 5TS- Sequence Tagged Sites

0K Back Cance\l  (55- Genome Survey Sequences

" HTGS - High Throughput Genomic Sequences

Al other GenBank(R) Sequences

o

= Al Referenced Seguences

GenBankiR) Sequences

Back

€ Referenced in atleast one Patent document

Cancel

OK #49')vH3 %&, <BLAST> Settings A7 AT Ry IANRKRTREIN, TDMDA T3>

MERETED. OKZEV VI T HERRMNRTEIND.

BLASTN Settings

Additional Option Presets = Basic Options

Search Sensitivity

— ¥ Low Complesity Filtering
1 I 1 I 1 I

Fewer Answers —  Mare Answers AueRGeRetc Code: |Standard(1)

Max Mo, of Angwers:
I~ Shiw Additional Options I

OKl Back

EZEHE D LR
(& X 1,000)

BLHlREREEZEITLTLSREICIE, BID SciFinder DEREITICEMNTES.
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[4 EIRFEROET |

ERHRRERERTT BIZIE, Explore by Nucleotide or Protein Sequence XA 7 AT 1Rv%
AT Result Set Manager Z:#iRT 5 (p7 O THSER). LI, BHDOAT (4> ID ZHLTE
TEINF-BRIRRDIKREFERTES. ETHDORRIZDOLTIE, Status HY Running (24>
TW5. BENKRT I 5E, Status (£ Complete [2755.

er

File Edit Task Tools Help

Manage and Review Results

Reports | KMP Reports
Mame Type Created / Status Results Reviewed
MUC-1 BLASTn | 2006-04-10 06:58 fF¢& |Running =
Result- 272380 |BLASTp  |2005-06-30 02:36 &  |Complete 10 v
Result- 272388 |BLASTp  |2005-06-30 02:32 & |Complete 25 v
Result- 373382 |BLASTp  [2005-06-30 1218 4% | Complete 10 v
Result- 2360856 |BLASTp  |2005-03-09 0218 % | Complete 110 W
Result- 204767 |BLASTp  [2005-01-19 02:06 &% |Complete nager
Result- 203357 |BLASTp  |2005-01-07 06:08 4% |Cormnplete File Edit Task Tools Help
Result- 202537 |BLASTp  |2004-12-28 05:55 % |Complete T
Result- 243084 |BLASTp  |[2004-08-11 02:32 5% |Complete
Result- 242960 |BLASTn  |2004-08-10 03:08 4% [Complete Reports | kMP Reports
Name Type Created / Status Results Reviewed |
10 G231 WD EmTY MUC-1 BLASTH | 7006-04-10 06:58 & |Complete 17 ii
. Result- 272380 |BLASTp  |2005-06-30 02:38 4% |Cornplete 10 s
wl Daletz Resuis Resull- 272388 |BLAGTp | 2005-06-30 0232 54& |Complete 25 7
Result- 272382 |BLASTp  |2005-06-30 1218 % |Complete 10 s
| Result- 280856 |BLASTp | 2005-03-09 0218 & |Complete 10 s
Result- 204767 |BLASTp | 2005-01-19 D2:08 & |Complete 100 o
Result- 203357 |BLASTp | 2005-01-07 06:08 & |Complete 100 o
Result- 202537 |BLASTp  |2004-12-28 D5:55 & |Complete 100 s
Result- 243084 |BLASTp  |2004-08-11 02:32 54§ |Complete 9 s
Result- 242960 |BLASTn | 2004-08-10 03:08 & |Complete 45 v
10 results (100 maximumy

ViewResuls

[e|ete Resilts Close

RERTDEIZEZE/\N1FARL, View Results #9')w29 %&, Sequence Explore Result—[E ]

XB] FA4T7OTRVIRNEKRTENS. BEDED +

REEVIVITHE FEINDFMMN

RREND. 4H, TRTOEFIDFEMIL, File A=21—MS Print from Browser Z1%iR35&
TS59HEIZRTENS.

File

xplor

E - MUG-1
Edit “iew Task Tools Help

Unigue Sequences: 17

" Alignment Scores

Redundant: 2

Selected Results: 0

IR

40-50

BEES ™

— Alignment Summary

-

i 13 26 8 50
= R e IINY i
|
I

|
— Alignment Details <
4| 17 99.6 2e-18  {360988-01-1) 426 PN WO2005037989 SEQID: 63 unclaimed DNA =
4| T 995 2e-18 =15~ E
o
(| ) r 9.6 2e16 @r0868-16-0) GenBank ACI4GER: Mus muscius strain OSTEL /6 clone
N
o -18 (61071 -28-9) DNA (mouse clone 11kbeco eene Mucl plus flanks) = . =
H T 936 218 >77'f)‘/|“0)ﬁ¥ff¢ﬂ]
] (o) e CEMEDOE IR
4| T 89.8 218 15+ - 5
4| T 99.5 2e-18  $144300-35-0) GenBank S47605
Ll T 00 C 94210 A ARTRA-T0-RY e Dol SR7100

GetSequencesl

GetReferencesl

Result complete.

-10-



(BC 5 0> 5% #0181 E 451))

[ Alignment Details

=| I 99.8 2e-18 (376858-13-3) GenBank AC104832: Mus musculus strain CETRL/R. clone =
Length = 210433
Zcore = A9.F Expect = Z2e-18
Identities = S0/50 (100%)
Strand = Plus / Minus
Muery: 1 ctassactagczacctstocactattatcooagcoooottatetoototca il

Subject: 180443 ctassactazcgacctegtccactattatcoocagooocoocttatztoctotoa 180334

4| T 99.6 2e-18  A1071-22-9) DMA (mouse clone 11kbeco sene Mucl plus flanks)
4| T 99.6 2e-18  (140354-78-5) GenBank M7E179: Mus musculus epizialin (Musl) eene, exo
Rl | »

(T RTOHEF|DFEHL R—MEI)

| riME REQ ERW BRCAE waD ot || 5
J TELADY I@ C#Documents and Settings¥technical¥local Settings¥Temp#rpt5631 Dhtm j iz

Sequence Explore Results

Query Input
Result Mame: HWUC-1
Program: BLASTn
Subsets: Patents
Won-patents
EST
518
G3E
HTGE
Other GenBank(R)
Return Sequence Length: All
Date Range: Up to 2006-04-10
Low Complexity Filtering: On
Max Mo. of Answers: 100
Expectat ion Yalue: 10
Word Size: 11
Open Gap Cost: &
Extend Gap Cost: 2
Penalty for Mismatch: -3
Reward for Match: 1

Sequence:
ctaaaactaz czaccigloo actattatce agoccocctta tgtochctea

Result Summary

Result Mame: MuCc-1

Program: BLASTR
Creation Date/Time: 0B/04/10 18:58
Unigue fequences: 17

Total Sequences: 19

Alignment Details

(8E0988-01-1) 4281 PN: WOR005037989 SEQID: 68 unclaimed DNA
Length = 3676 Score = 88.6 Expect = Ze-18

(548574-13-6) B8: PN: US20030118692 SEQID: B3 unclaimed DNA&
(140321-84-8) GenBank ME4328: Mus musculus mucin (Muc-1} zene, exons 1-6.

Score = 99,6 Expect = 2e-1%

Identities = 50/50 (100%)

Strand = Flus / Plus

Query: 1 ctaasactagcgacctstcocactatiatcoagcccoctiatatoctotca 50
FEEEEEEEE R TR R PR PP T

Subject: 1 ctassactagcgacctztccactatiatccazeccoctiatetoctcten 50

(452B06-15-4) GenBank AC132327: Mus musculus BAC clone RP24-19408 from 2, complele sequence.
Lenzth = 174287 Score = 99,8 Expect = Ze-18

Score = 99.8 Expect = 2e-18

Ident ities = 50750 (100%)

Strand = Plus / Plus

Huery: 1 ctasaactagoczacctetocactattatccagccooottatetoototea 1]
R R R R R AR RRNAAAnm

Subject: 85392 ctessactazczacctztocactattatooagccoocttatetoctoten B604

(376568-13-3) GenBank AC104632: Mus wmusculus strain CEYEL/EJ clone rpZ3-368d24 map 3, complet:
Length = 21043 H

Score = 88, Expect = Ze-1

Score = 99,6 Expect = 2e-1%

Ident ities = 50450 (100%)

Strand = Plus / Minus

Uuery: 1 ctasaactazczacctatocactatiatccazcccocttatetoctotea 50

Snhient: 1AN447 rtaasantazrzanctzteractattatcrazonennttatetnntntoa 1RNAA4

-11 -



BMEV )T HE, FERIIDFLVEBLIRTIND.

* Sequence Explore Result - MUCG-1

File Edit wiew Task Tools Help

Unigue Sequences: 17 Redundant: 2 Selected Results: 0

Alignment Scores
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[ Alignment Summary
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Alignment Details

AT 99.6 218 (9E0982-01-1) 423 PR WO2005037999 SEQID: 62 unclaimed DNA j
A+ T 93.6 2e-18

=l I 99.6 2e-18
Length = 210439
Score = 89.68 Expect = le-1%
Identities = B0/60 (100%)
Strand = Plus / Minus
Buery: | ctassactazczacctztocactattatcoagcoooottatetcototoa a0

Subject: 180443 ctassactazczacctgtocactattatccagocecotiatetcotetoa 180394

Get Sequ Detail for

Ii File  Edit Help

Registry Humber: 376558-13-3

CA Index Hame: GenBank AC104632 (SCI)

SEQUENCE.

Class ldentifier:  Manual Registration

Sequence Length: 210499

Nucleic Acid Count: 51450 & 54529 ¢ 54497 g 50022t 1n

GenBank (R} Definitions and Features:
ACCESSION NUMBER:  AC104632

YERSION NUMBER: AC104632.10 GLBE0543417

DEFIMITION: Wius musculus strain C57BLB clone rp23-368d24 map 3, complete
sequence.

DRGANIEM: Mus musculus

Eukaryota; Metazoa, Chordata; Craniata; Wertebrata; Euteleostomi;
Mammalia, Eutheria; Euarchontoglires; Glires; Rodentia; Sciurognathi;
Muridae; Murinae; Mus

FEATURE TABLE:
Feature Key Location Clualifier
+ +
source 1.210459  forganism="Mus musculus”

fmoktype="genomic DMA"
tstrain="Ca7BLEL"
fdb-xref="taxon:10030"

GenBank (R} Definition: Mus musculus strain C57BL/B clone rp23-368d24 map 3, complete

L

Close |
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| |BBnser011 | |5amara13s || Tam31-800 Whole g gun sequencing of Brassica ol and its applicationto ||
gene dis ry and ion in Arabid, Genome Research (2005), 15(4),
Sequence Length: Sequence Length: Sequence Length: 487-495. CODEMN: GEREFS |SSM:1088- EEIS‘\ CAN 142:424585 AN 2005:421990
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143108-13-8 ™ Clancy, Btian; Pittman, Debra M. Gene expression profiles in bone and cartilage
f%qsuem:e Lemglie 35;7115uem:e Lemgite formation and their use in diagnosis and treatment of disease. PCT Int. Appl %
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Reference databases: d MECLIME is & hibliographic database produced by the .S, Mational Library of ;I
[ CAPLUS Medicine (MLM). MEDLIME contains references to journal aricles in the life sciences
wyith & concentration on biomedicine. | provides broad, worldwide coverage of the
biomedical litersture, including basic research and the clinical sciences (nursing,
dentistry, veterinary medicing, pharmacy, allied heatth, and pre-clinical sciences).
MEDLIME alzo covers life sciences that are vital to hiomedical practitioners,
¢ REGISTRY rezearchers, and educators.

Reaction databases:

Structure databases:

MECLIME currently covers more than 4,700 journals in 40 languages. About 52% of
[¥ CASREACT currert cited articles are published in the US| nearly 83% of the current cited
articles are published in English, and about 76% of the references have English
ahstracts. About 450 000 new references are added yearly .

Producer of MEDLINE:

.5, Mational Library of Medicing (MLR)
8600 Rockvile Pike

Bethesda, Maryland 20554

htp: Shaesnesne milim ik o

Coverage:
1950 to date

This iz & public file and is updated daily.
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LSRR ZF AL RISIEHRZEZ R T I 5E L, MEDLINE [SX T HBMZRTEMNAD
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Xk IE#RERTLIzH AL EHIC MEDLINE (233 BBIMARVEDMSELNA, ZDHD
BRRETILEMIRIBONEDTEELNDLETHS.

JAIGI HEEA (LR RHHE

BREBELIL ~v772y

T113-0021 RFEAXRXAEIIA6-25-4 FIEEIL
TEL: 0120-003-462 FAX: 03-5978-3600

URL: www.jaici.or.jp

E-mail: support@ijaici.or.jp
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