Genome Network Project_Full ~Length cDNA clone

RIKEN clone ID: IRALO16B17

Vector : pPDNR-LIB Gene DTNA
Accession No.| BC005300.1 1710 bp 1.1710
CcDS 1116 bp 308..1423
@Plasmid DNA purification
Date : {0 08 23 Culture :LB (25 ug/ml Chloramphenicol) _3 ml —37°C O/N

Date : (g 0% 24 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : (0 DB 24

DNA concentration (0.D.):._ {23.77 ng/ul

DNA { ul
Enzyme (EcoRI+Xhol) 0.5+0.5 ul
Buffer H 1ul
dH,0 7 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

:

Marker: 2-Log DNA Ladder (NEB#N3200L)

uneut
_ EcoRL+Xh

~
S

o

{Expected digestion pattern from BC005300.1 >

3919, 132, 1611 bp

@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : (0327 Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ul J

DNA (J2877 ng/ul) T4
10X TE 438
dH,0 209.0 ul

Total 43 7.8 ul




Project : GNP
|Sample : IRAL016B17_T7.A12_1

System : CEQ System

0082612Mi

Result : IRAL016B17_T7.A12_10082612Ml|

Operator : 2.100826.furu
Instrument : CEQ System (Ver. 9.0.25)
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| .
Project : GNP System : CEQ System Operator : 2.100826.furu‘

|Sample : IRAL016B17_M13reverse.B12_10082612Mi Instrument : CEQ System (Ver. 9.0.25)
Result : IRAL016B17_M13reverse.B12_10082612M
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IRALOISBL7 . homology. txt 2010/06/26 14:%9:2] IRALU1EBL7 . homology.trt 20L0/06/26 14:59:21

[ GENETYX : Nucleotide Sequence Homology Data ]

' Unit Size to Compare = 6

Date : 20L0.08.Z26 Pick up Location No. = 1

lst Nucleotide Seguence
File Name BUOOS300.1.ynu
Sequence 1710 | 582 / 599 bp] INT/OPT.Scove @ < La28/ 2232 >

Znd Nucleotide Sequence 1081" CCAACAGTGT CACAATTACC AGC THGE--BEGCGE ACAT-GCCG
File ¢ IRALOLGRIT T7.A12 10082612MI.fasta ik HhEA hkkk kaddk
Segque 3 156 1 CCTGGETTTC TGCAAGGGGE ACATGGCOGE
Unit Size to 5} 11387 T-GGTTCTCA 'I‘AGC*AAC’CA GCACCAAR-T GARAGAGTAC ACGTCATGCEA RATCACCTGC
PJ,C}\’ up jIt A ‘l Kk kxAFRF kI A ARk k K AKIF kv krE kv Fhxkkh A S Ek kAP bk kA A X bk ok kA kS h ok ok

3 )

TAGCAAACCA GCACCRARTT GAAAGAGTAC ACGTCATGCA AATCACCTGC

1195" TARGAAGCTG ACTARTG
521 / 534 bpl TNT/QFPT.8core @ < 815/ 2001 » Kk Kk kkk Ak kokkw A

T GCTTCCAGCC GTGAACCTTT

KA b ok dkk ki ok Ak koA Sk

EE R S

lTﬁJ\G CAAGTC CC
!
{
|

S1" TAAAAAGCTO ACTARTGCAT P CTTGTG-TGT (GCTTCCAGCC GTGRACCTTT
1 AGAGG © TTTCA TACTCATAGC 1C TTRGA ATTTCAGAGA
SN W it Lk it o e i - kil <) 12557 TTCCCAGATC GCCACTCAARC TTGGCTCACA TCGTGCCTCC

ok ke A Kk
TICCCAGAT

whEETA KRG AL kA kFHOAF AR b hkd A kK ok ok

CTGAGRAR GCCACTCARC TTGGCTCACA TCGTGCCTCC

121" COATTACGGS CGGGGAGAGG CTGGATTTCA TACTCATAGC TCTCCCTAGA ATTITCAGAGA

AGC

46" GTTCTGTTAT GATCTCTGTT GTAATTACC

PR SRR R S NEPNEARE S e

181" GITCTGTTAT GATCTCTGTT GTAATTACCA ATTTCGTTCA AGTTTGTTCT TTAAATGAAT

A ATTTGGTTCA [TTGTTCT TTAAATGAAT

L ORRENAH AN RO EA R RN R

ACCAGC.
gk kA

ACCAGCATGA BRCGACACCCT

ACGACACCCT
Kok ok k¥ k% gk

> TCTGTT
R SR
TCTGTTCCCT CCTCAGGAAG

CT CCTCAGGAAL
Ak R AR RA A

106" ATGCTTAGRA

Kook sk ke ke x

TT-CTGEATG TACTGGRATT AABAGGATTT AAGAGATCAT

A% A A Ak Rk A kkkh kA Ak AERAw L kb kr A b Ak FAEF K 13750

TCCTTTTATT
241" ATGCTTAGAA TTCACATATG TTCCTGSATG TACTGGRATT AARAGGATTT AAGAGATCAT =
270" TCCTTTTATT

" CGGACGGTGE

Fidea

CGGACGG

A TCCOTCTACGA TGGATAACAT

E desedhkbess kabhasdmah W hwEdbea

TTTTGCTGEGA TCCETCTAGA TGGATAACAT

EEEEER

165" GGTGTGCATG TTCH

I A EAAA I AL AARE X MK R

GTGCATG TTCTAGGATA AATAGGATTT

\ATCCTT

IR RS

3 CTTGGGARGT

o™ il 1435 GACTTCTTCT

"[‘GG;’_‘;A}*G’[' PR kKA KNk
330" GACTTCTTCT

ATTCCTATAA TACTTTGAGC TGTTCTGGTT CCTCCAGGET
Ak kK AAA KK F A bk kk RS Kk ok kA ok .

ATTCCTATAR TACTTTGAGC TGTTCTGCTT

|

' CTTTAAGTGC CATAATCABC TGCCATITCA ARGAATATAGC ATGGTITTGA AAAGTTCATG

IETERWRERY! FEENLOREEY GERRRERAES AR ArageRnry) SRRy 1495" GUATGGTACC CATTARCCCA AAATATGATT ATTTCCCCTT TTTCCCATTT TCACTCATTT
361" CTTTAAGTGC CATAATCAAC TGCCATTTCA AAGAATATAG ATCGTTTTGA ABAGTTCATG KRR KA RAB AL FAANLNHIAH K AFF A AR I T b AT dkFd hd K LR AT F R A A F bR ARk

390" GCATGGTACC CATTAACCCA ARATATGATT ATTTCCCCTT TITCOCATTT TCAGTCATTT
285" CTGT-CCCTT CATTGAATTT TAGAATGATT GAAGATAGTG GGARAARGAGG AAATACCATG

Sk Fh kAN kE kkHAK I A kAR KPR A KKK A k Ak ok hkkr A EACAhkk ELAF Rk A A 1R565"
421" CTGTUCCCTT CATTGAATTT TAGAATGATT GAAGATF GGARARAGAGG CATG

AATGTTC

Kk oAk k%

BTGTTC

ACRGTTCTGET TCTTTAAAGC TCACATTTCT TTCTGTCACC

A EFA KL E hk AR Ik wE R R AL F AR ARG A ke A b rk kA kb

C RCAGTTGTGT TGTTTRAAAGC TCACATTTCT TTCTGTCACC

150"

344" GCRAGARAGAA GACAGCTGCTT TGCAGAGATG ! CTCARG ATCTGGATCG CATCCGACTC
ok kA ke Kk Aok kk ot AAK kKL AERAKR FAAKAA Rk A X Kk AL ATk k KW LRk kb Rk 1615 ACAGAGATTG

TRCGGTT TCTGTTITGA GGCTGCTGTT CAATAAAGCT GIH" ACTA

481" GCAGRAAGAR GACAGCTGTT TOCAGAGATG AGCTCARG ATCTGGATCG CATCCGACTC KRKRK KK KKK AR A AN PRI A KT XA K AwAF A A LR A A AT ARk ko Kok Ak Kk ko k
Hion GCCTACGATT 1CTETITTGA GGGTUCTSTT CAATARAGCT GILGTACAC

TTAGA

AGARATGCAR

FEA AR AR R

AGAAAT

404 TCCACCTACA GARCAGCATG CAAC

BR A A AR AN KR NN RN e e

G La75" AATGTCARAA AAAKBAAARAR AARARAADAA BAARARA

bk ok ko kel Ak k ke kohkok kR kA ok kk Rk s ok Ak hk %

570" AATGTCAAAA ABAARAAAAL AAAARRAABA AAAAAACATG TCGGCCGEUT CGGC

541" TCCACCTACA GACCAGCATG CUAGCTTALG

4e4! GCACATAT AT AGAAGCATTG G
* kb A%k **ﬁ“»\*‘\"(** Akhk kb hAAS K Tk FAkhk
601" GTGGACCTAT GGANTGTCAT AGAAGCATIC GCTCCTGAAT CARCCTTGEGA

520" CCCARACACT
ko wd Ak

661" ACCCAAAACC ACTTGAACCC TCCAA

CTCAACG TGTCCCGCTT AGAGGUTOTG CTCTCCACTA TTTTTTACCA

GTITTCCCCGE CTTTAAGAAR GGCUTTGGETG

5BOY GCTCAACARA CLGATGCCAA CCACTCACCA AATCCATGTG GAGUAGTCCR TCAGCCTCCT

Tz1n JCTCOTCCC

TATATTT TTTTTTTAAC

Ist Nucleoti
> Name 3G
Sequence Size + 1710

le Zequance

3300.1.9gnu

Z2nd Nucleotide Sequence
File Name TRALOIGBLY Mildreverse.Bl2 10082¢12MI.fa
‘ 668

{Complementary)




