Genome Network Project_Full —Length cDNA clone

RIKEN clone ID: IRAK073B06

Vector : pBluescriptR

Gene GABBR2

Accession No.| BC035071.2 3426 bp

1..3426

cDS 2652 bp

470..3121

@Plasmid DNA purification

Date : [(0Hlb

Date : () p%(7

Culture :LB (100 ug/ml Ampicillin) _3 ml —37°C O/N

Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : L1057

DNA concentration (0.D.); (06.%92 ng/ul

DNA Foul
Enzyme (Sac I +Kpnl) 0.5+0.5 ul
Buffer L 1 ul
dH,0 7 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

Marker:2-Log DNA Ladder (NEB#N3200L)
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{Expected digestion pattern from BC035071.2 >

2862, 3554 bp
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Sacllt Kpnl

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

Date : /10520

Shipped : 25 ng/ul, 40 ul

[Final concentration:25 ng/ul [

DNA (0682 ng/ul) 350 u
10X TE 36. 3 ul
dH,0 24,9

Total 363 2. ul
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gProject : GNP
'Sample : IRAK073B06_T7.E06_11051912DW
|Result : IRAK073B06_T7.E06_11051912DW
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Project : GNP
Sample : IRAK073B06_Reverse2.F06_11051912DW
Result : IRAK073B06_Reverse2.F06_11051912DW

3.0 TAMN. T TAOGACC G C @CCANGCT O3 : CoTTT CAC GGG
2.5
2.0

1.5

Fluorescence

1.0
0.5

0.0 — e
o 8§00

Fluorescence

0:0 —Flpaie il e Sy Vi) Ao
3000 3500

CCE GIGE CCT@ G GGCC GC O/ GG I GCCC GC

3.0
2.5

2.0

Fluorescence

0.5

0.0 ~eipdlad A | M, W (.. LI e 0 i | r TAAN

6000 6500 7000

3.5
3.0 BRETOCGBGAFIBELEBE T GGEN C aTC
2.6
2.0

1.5

Fluorescence

2000 10000

CTCCEC BCCiGABCCG C GTGT

GTGECAGEEARC TGECAEE TGAGGEC TG CBC GGG GC 1 GAC

System : System 1

Analyzed Data

acTea CCABACCOCCCCT O

1500
Data Points

Analyzed Data

GG (=] GG C

— ! . = ..7‘|... e

4500
Data Points

Analyzed Data

A il SV AR S .__.1.. SESEge

7500
Data Points

Analyzed Data

M PO 8L 4

10800
Data Points

CTBCABCA G CCCCTCTGCCCAGTGT G

CHBCTGARCATCC

Operator : 1.410519.furu
Instrument : System 1 (Ver. 9.0.25)

Vector & | Tnsert

Qg ATCAGRCCG GECCEEA TCCAGCAC TEBAGAGITTTTTTTTT GCh NG =
BamHL

|

§ i

= o 1 LTS N S | S et A2
2000 2500

GHCTOE AQG TCAGS TG a CCTACCCCA TECTA TECATE TG AG TAGT

S i 1 I = - 1 L L ) - E e ik I 3
5000 5500

CIGICriCG@GEGE/ GGULUCCUERECCC . GEGCCicTT coo CrGECCCGI@

8000 8500
LCBTC TCCG A 1 GG T GGG/ AG T, GRCGE ! GG ¥ GG /G GA T GGGGAGC T @B &G GBACA GCC GA
I
i |
A i
WALTRLAT 1 i A 1 4 : L 1 1 L
11000 11600

Thu 05/19/11 14:39:14



BC035071.2 vs IRAKO73BO6 T7.E06 11051812DW

[ GENETYX Homology Data ]

Date 2011.05.19

Query Sequence
File Name
Sequence Name
Sequence Size

BC035071.2
3426

Target Sequence
File Name
Sequence Name

Sequence Size 375
Unit Size to Compare = 6
Pick up Location No. =1
Query Range: 1 - 279
Sbjct Range: 98 - 374
279 bp, INT.Score: 956, OPT.Score:
Identity: 263 / 279 (94%)
Strand: Plus / Plus
Query 1 AGCGCCTCCC CCTCCCCCGG
FEITEETT e A rrirrrnn
Sbjct 98 AGCGCCTCCC CCTCCCCCGG
Query 61 GCCCCTGAGC AGCCTCGCCT
FEEETTEE e Tl
Sbjct 158 GCCCCTGAGC AGCCTCGCCT
Query 121 AGCTCCAGGG GCTGCCGCCT
LI EErrert et
Sbjct 218 AGCTCCAGGG GCTGCCGCCT
Query 181 GGCGGGCGGA GGCGGCCCGG
FEATETErer v
Sbjct 278 GGCGGGCGGA GGCGGCCCGG
Query 241 CCGGCCCCCC TCTCCGCGTT
PETEEITEEE 1l [
Sbjct 337 CCGGCcccce TCT-TTTTTT

1015

TGCTCGCTTG

| R
TTTGCCCTAG

Alignment

IRAKO73B06 T7.E06 11051912DW
IRAKO73B06 T7.E06_11051912DW

GGCGGGAGAG

EERRRRRNR
GGCGGGAGAG

CTCCCCGCC

L1
CTCCNNNNN

GAGAGGCGCG
FEEETEETT
GAGAGGCGCG
279

374

GGCCCGAGCC

NERRRRNRN
GGCCCGAGCC

CGCGGAGACG

RN
CGCGGAGAC-

2011/05/19 17:48:13
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BC035071.2 vs IRAKO73B06 Reverse2.F06 11051912DW Alignment 2011/05/19 17:50:27

[ GENETYX Homology Data |

Date 2011.05.19

Query Sequence
File Name
Sequence Name
Sequence Size

BC035071.2
3426

Target Sequence
File Name
Sequence Name

IRAK073B06 Reverse2.F06 11051912DW
IRAKO73B06 ReverseZ.F06 11051912DW (complement)

Sequence Size 713

Unit Size to Compare = 6

Pick up Location No. =1
Query Range: 2840 - 3426
Sbjct Range: 2 - 589
588 bp, INT.Score: 2228, OPT.Score: 2318
Identity: 584 / 588 (99%)
Strand: Plus / Minus
Query 2840 GGAGGAAAGG CCATTTTAAA AAATCACCTC GATCAARA-T CCCCAGCTAC AGTGGAACAC 2898
Sbjct 2 GGAGGARAGG GUAATTTTAA AMATCACCTC GATCARAATT CCCCAGCTAC AGTGGRACAC 61
Query 2899 AACAGAGCCC TCTCGAACAT GCAAAGATCC TATAGAAGAT ATAAACTCTC CAGAACACAT 2958
Sbjot 62 AACAGAGCCC TCTCGAACAT GAAAGATCC TATAGRAGAT ATARACTCTC CAGAACACAT 121
Query 2959 CCAGCGTCGG CTGTCCCTCC AGCTCCCCAT CCTCCACCAC GCCTACCTCC CATCCATCGG 3018
Shjct 127  CCAGOGTCEG CTGTCCCTCE AGLTCCGCAT CCTCCACCAC GLCTACCICE CATCCATCGS 181
Query 3019 AGGCGTGGAC GCCAGCTGTG TCAGCCCCTG CGTCAGCCCC ACCGCCAGCC CCCGCCACAG 3078
Sojct 162  AGGCGIGGAC GLCAGCTGTG TCAGCOCTG COTCAGCCCC ACCGLCAGCE CCCGCLACAG 241
Query 3079 ACATGTGCCA CCCTCCTTCC GAGTCATGGT CTCGGGCCTG TAAGGGTGGG AGGCCTGGGC 3138
Sojct 242 ACATGTGCCA CCLTCTTCC GAGICATGET CTCGGCCTG TAAGGGTGGG AGGCCTGGSC 301
Query 3138 CCGGGGCCTC CCCCGTGACA GAACCACACT GGGCAGAGGG GTCTGCTGCA GAAACACTGT 3198
Sbict 302 CCGGGCCTC CCCCGTGACA GRACCACACT GGGCAGAGGE GTCTGCTGCA GAAACACTGT 361
Query 3199 CGGCTCTGGC TGCGGAGAAG CTGGGCACCA TGGCTGGCCT CTCAGGACCA CTCGGATGGC 3258
Sbjct 362  CGGCTCTGGC TGCGGAGRAG CTGGECACCA TGGCTGRCCT CTCAGGACCA CTCGGATGEC 421
Query 3259 ACTCAGGTGG ACAGGACGGG GCAGGGGGAG ACTTGGCACC TGACCTCGAG CCTTATTTGT 3318
Soict 422  ACTCAGGTGG ACAGGACGGG GCAGGGGGAG ACTTGGCACC TGACCICGAG CCTTATTTCT 481
Query 3319 GAAGTCCTTA TTTCTTCACA AAGAAGAGGA ACGGAAATGG GACGTCTTCC TTAACATCTG 3378
Sbjot 482 GAAGICCTTA TTICTICACA ARGAAGAGGA ACGGARATGG GACGTCTICC TTAACATCTG 541
Query 3379 CAAACAAGGA GGCGCTGGGA TATCAAACTT GCAAAAAAAA AAAAAAAA 3426
Sbjct 512  CARACRAGGA GGCGCTCGA TATCAAACTT GCAAAMAAAA ARRRAARA 539



