Genome Network Project_Full —Length cDNA clone

RIKEN clone ID: IRAL041016

Vector : pDNR-LIB

@Plasmid DNA purification

Date : [{C4CH

Date : LI CUCE

Gene FGB
Accession No.] BC036007.1 1792 bp 1.1792
cDS e =

Culture :LB (25 ug/ml Chloramphenicol) _10 ml —37°C O/N

Purification : QIAGEN Miniprep kit—dH,O0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : LIOH{CE

Marker: 2-Log DNA Ladder (NEB#N3200L)
kb
30— = —4.0
§8= e
= =
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S

<Expected digestion

1825, 3919 bp

DNA concentration (0.D.). 24Y¢.37  ng/ul

DNA 05 ul
‘Enzyme (EcoRI+Xhol) 0.5+0.5 ul
Héuffer H 1 ul
dH,0 7.5 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

pattern from BC036007.1 >

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

Date : //0 408

Shipped : 25 ng/ul, 40 ul

lFinaI concentration: 25 ng/ul |

DNA (29637 ng/u) 850 u
10XTE 08
dH,0 5279

Total 087 47 ul




jProject : GNP System : System 1 Operator : 1.110408.furu
}Sample : IRAL041016_T7.C06_11040810MP Instrument : System 1 (Ver. 9.0.25)
'Result : IRAL041016_T7.C06_11040810MP
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Project : GNP
Sample : IRAL041016_M13reverse.D06_11040810MP
Result : IRAL041016_M13reverse.D06_11040810MP
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e -
BC036007 vs IRALO41016 T7.C06 11040810MP

[ GENETYX

Date

Homology Data ]

2011.04.08

Query Sedquence

File Name
Sequence Name
Sequence 'Size

Target Sedguence

File Name
Sequence Name

Sequence Size 475
Unit Size to Compare = 6
Pick up Location No. =1
Query Range: 1 - 339
Sbjct Range: 137 - 475
339 bp, INT.Score: 1356, OPT.Score:
Identity: 339 / 339 (100%)
Strand: Plus / Plus
Query 1 AGTCTACATG AAARAGGATGG
VPR b
Sbjct 137 AGTCTACATG AAAAGGATGG
Query 61 ATTATTGCTA CTATTGTGTG
FEEEIET e Frrrrrretd
Sbjct 197 ATTATTGCTA CTATTGTGTG
Query 121 GGGTTTCTTC AGTGCCCGTG
LVEETrrer et
Sbjct 257 GGGTTTCTTC AGTGCCCGTG
Query 181 ACAACAGGAA AGGCCAATCA
CEIEEEr e rerrrrrnnd
Sbijct 317 ACAACAGGAA AGGCCAATCA
Query 241 TTCCCAGACC TCCTCTTCTT
LR erer i
Sbjct, 377 TTCCCAGACC TCCTCTTCTT
Query 301 GAGGCAGAAG CAAGTAAAAG
PEETTEErer e ertnd
Sbjct 437 GAGGCAGAAG CAAGTAAAAG

BC036007
1792

Alignment

IRAL041016 T7.C06 11040810MP

1356

TTTCTTGGAG

RERRAREAE
TTTCTTGGAG

GAAATAGTGT

RERRRREEN
GAAATAGTGT

CCTTTCAGTA

BENRRRNNN
CCTTTCAGTA

ATAATGAAAA

EEEREREEY
ATAATGAAAA

TRAL041016 T7.C06 11040810MP

CTTCCACAAA

FEErErrrnd
CTTCCACAAA

TAAGTCCCAA

BERRRRAEE
TAAGTCCCAA

CCTTGACAAG

EEARRRRAN
CCTTGACAAG

TGATGAGTTA

NERERREEN
TGATGAGTTA

CATGTATTTG

RERRRARAR
CATGTATTTG

TGTAGTCAA

ERRERRRN
TGTAGTCAA

CTTAAAACCA

LEETETrrt
CTTAAAACCA

GGTGTCAACG

FEETETETE
GGTGTCAACG

AAGAGAGAAG

EERREREEE
AAGAGAGAAG

AATAACARATG
o
CTGAAAGACC
i
339

475

TGAAACATCT

FETTTTIET
TGAAACATCT

ACAATGAGGA

NERRRREEY
ACAATGAGGA

AGGCTTTGCT

RERRARRRN
AGGCTTTGCT

TGGAAGCTGT

EEERRRENY
TGGAAGCTGT

TGTGGCAAAA

NERRRRRAN
TGTGGCARAA

2011/04/08 15:49:21

60

196
120
256
180
316
240
376
300

436



BC036007 vs TRAL041016 Ml3reverse.D06 11040810MP Alignment

[ GENETYX

Date

2011.04.08

Query Sequence
File Name

Sequence Name
Sequence Size

Target Sequence
File Name

Sequence Name
Seguence Size

Homeoleogy Data |

BC036007
- 1792

IRALO41016 Ml3reverse.D06 11040810MP

Unit Size to Compare
Pick up Location No.

Query Range:

Sbjct Range: 1 - 630

630 bp, INT.Score: 2198,
Identity: 623 / 630 (98%
Strand: Plus / Minus

Query 1164 GATACTACTG
Sbjet 1 GATACTACTG
Query 1224 TAGTATGGAT
Sbjct 61 TAGTATGGAT
Query 1284 GGCCCTTCTT
Sbjet 121 GGCCOTICTT
Query 1344 AACATTITTG
Sojer 181  ARCATTTITC
Query 1404 CTCAAGCAGA
Sbjer 241 TICAAGCARA
Query 1464 CACATGATTT
Spjct 301 CACRTGATTT
Query 1524 GTTTTGACAG
Sbjer 361 GTTT1GACAC
Query 1584 AGGAAGAGGG
Sbjct 421  AGGRACAGSS
Query 1644 TTTAAAAGTC
Sojct 481  TTTARARGIC
Query 1703 CAAAAAGATT
St 541 CRARRAAATT
Query 1763 TARAAARAARA

CITEETETYd

Sbjct 601  TAAAAAAAAR

1164 - 1792

(o)

OPT.Score:

)

GRATTGGAAG

EERRRREEE
GAATTGGAAG

CCCACAGCAA

LEErErrrnd
CCCACAGCAA

CACTTTTAAA

NERRRRERN
CACTTTTAAA

TATTAATTAA

NERRERRAR
TATTAATTAA

AAARAAARAD

NERRRRENN
AAAAAAADAD

2468

TAGTCCCCAA

NERRRRREN
TAGTCCCCAA

TATTGGAATT

IR
TATTGGAATT

ACTTTTTGAA

ERRREEEN
ACTTTTTGAA

TCTTCACTTC

EEARRERN
TCTTCACTTT

CATAATTTCA

CEETTETET
CATAATTTCA

AC-TATATTT

RNy
ACATATATTT

ARAAAADADRA

PECEErrrn
AAARRADNARA

ACATGGCAAA

[trrrrerel
ACATGGCAAA

ACTCAATGAG

EERRRREEE
ACTCAATGAG

AADAGTATAG

PEEETEErE
AAAAGTATAG

GTTCTAGTTG

R ERN
GTTTTAGTTG

GAAAACCATG

EERRRRENN
GAAAACCATG

ATTTATGTAG

L

GTTGCAATAA

gy
1792

630

GAAGATGAGT

EEERRREEN
GAAGATGAGT

GATAAATTAC

EERRERARN
GATAAATTAC

CAAGAAGTAA

CETEEEETT
CAAGAAGTAA

ATTGCGAGAA

EERRRRANE
ATTGCGAGAA

ACGGAAAGGA

CEEEEEErn
ACGGAAAGGA

GATCTGTCAA

LR
GATCTGTCAA

AAAAAAADNRA

FEEEEEETL
AAAAAAAARD

TRAL0O41016 Ml3reverse.D06 11040810MP (complement)
702

ATGAAGATCA

EERERRENN
ATGAAGATCA

CTCTAAAACT

FEEETTEET
CTCTAAAACT

ATTAAAATAG

FLErrerind
ATTAAAATAG

CAAAAGTATA

LTI
CAAAAGTATA

TTTTCAAATA

LTI TEET
TTTTCAAATA

BAAACTGATG

EEERERENN
ARAACTGATG

AGAARACTTC

FEETTETTT
AGAAAACTTC

AADARAARAAA

EEERRRENE
AMARARARAA

2011/04/08 15:39:29
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1283
120
1343
180
1403
240
1463
300
1523
360
1583
420
1643
480
1702
540
1762

600



