RIKEN cione ID: IRAKO91E16

Vector : pBluescriptR Gene PTPRM
Accession No. BC051651.1 5396 bp 1..5396
cDS 4173 bp 426..4598
Insert Fragment 5306 bp 1..5306

@Plasmid DNA purification

pate : 110517 Gulture LB (100 ug/ml Ampicillin) 3 ml —37°C O/N

Date : /{053 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : //05/8

DNA concentration (0.D.): 23036 ng/ul

DNA 05 ul
Enzyme (Sac II +Kpnl) 0.5+0.5 ul
Buffer L 1ul
dH,0 75 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 DNA Sequence >

2862-6524bp 2862, 5434 bp

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

Date : //0 520 Shipped : 25 ng/ul, 40 ul

‘Final concentration: 25 ng/ul |

DNA ( 23034 ng/ub) 870 ul
10 x TE 70,2 ul
dH,0 634.5

Total 6/0/ . "7 ul
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) Project : GNP System : System 1 Operator : 1.110519.furu
. 'Sample : IRAKO91E16_T7_2.A05_11051910RH Instrument : System 1 (Ver. 9.0.25)
‘A [Result : IRAK091E16_T7_2.A05_11051910RH |
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Project : GNP
Sample : IRAK091E16_Reverse2_2.B05_11051910RH
|Result : IRAK091E16_Reverse2_2.B05_11051910RH

System : System 1
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Operator : 1.110519.furu
Instrument : System 1 (Ver. 9.0.25)
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BC051651 vs IRAKO91El6 T7 2.A05 11051910RH Alignment

[ GENETYX

Date

Homology Data |

2011.05.19

Query Sequence

File Name
Sequence Name
Sequence Size

Target Sequence

File Name
Sequence Name

Sequence Size 658

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 5ol
Sbjct Range: 96 - 658
563 bp, INT.Score: 1416, OPT.Score:
Identity: 547 / 563 (97%)
Strand: Plus / Plus
Query 1 GTGCTGTGGC CCAATCCTGT
Sbjcr 96  GIGCTGIGEC CCAATCCTGT
Query 61 TAATCTTACC ATTTATCACT
Sbjct 156 TAATCTTACC ATTTATCACT
Query 121 GTACACTTTG TAATACTTGG
Sojct 216 GTACACTITG TRATACTICS
Query 181 CTAGTAGTAG TGGAGAGACA
Sojct 276 CTAGTAGTAG TGGAGAGACH
Query 241 CAGACAAACC AGAGACTGCC
Shjct 336 CAGACRRACC AGAGACTGLC
Query 301 GCTCTATTGG AGGTGGCTGC
Sojcr 396 COICIATIGE AGGTGGCTEC
Query 360 TCTGAAGGTG ATGACTTCAA
Sojet 456 TCTGRAGGTG ATGACTICAA
Query 420 CCATGGATGC CATCAGGTTC
Sojct 516 CCATGGATGC CATCAGGTGC
Query 479 GAGAGCCCAC CTGCTCTTAC
Sbjer 576 GRGAGCCCCC CTGCICTTAC
Query 539 CTATTTTGTG TCCAGCAAGA
Sbjct 636 CTATTTIGNG TICICCCAGA

BCO51651
5396

IRAKO91El16 T7 2.A05 11051910RH

2136

GACCCTTCGG

ERERREEN
GACCCTTCGG

GACCAAGAAT

EERAREEEY
GACCRAGAAT

TGAAAANARA

ERARRRERE
TGAAARARAA

TTGGGAGCAA

RERRRRRAN
TTGGGAGCAA

CCCAACTTAA

AR
CCCCCCTTARA
GTA 561
[ 1]

GTA 658

TRAKO91E16 T7 2.A05 11051910RH

TCTTCAGGCT

PEErErrrn
TCTTCAGGCT

TGAAACTCTC

LTI
TGAAACTCTC

TTGAAGATAG

ARRRRRNEN
TTGAAGATAG

CAGGAAGGGG

FETTTEEET
CAGGAAGGGG

AAARAGATGA

NERERRE NN
AADAAAGATGA

AGCCGTATAG

FEETTTTET
AGCCGTATAG

GTGAACACCT

FEEETETTT
GTGAACACCT

GTGAATGCCT

LTI EET
GTGARATGCCT

AGAAAATGAC

RN
AGAARATGAC

CCTGCCGGAG

AERERRREN
CCTGCCGGAG

TAATCAGACA

BERRRREAN
TAATCAGACA

TAGAATTATC

(R EREEN
TAGAATTATC

ACTGGAAAGA

FECETTEEn
ACTGGAAAGA

CACATGTGGA

LT
CACATGTGGA

TGACTAAACC

FEEErerend
TGACTAAACC

CTGGGAGACC

FETTTTETT
CTGGGAGACC

ACCCACTGCA

FEET THT
ACCCCCTGCT

AATCAAACAA

FEEEErrry
AATCAAACAA

ATTAAARACA

EEARREANY
ATTAARAACA

TTCAAAGTAG

AR
TTCAAAGTAG

TATA-GTCAA

RN
TATATGTCAA

-TGAGGGGCA

IR
ATGAGGGGCG

TCGATTTTCA

e
TCTATTTTTC
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BC051651 vs TRAKC91El6 ReverseZ 2.B05 11051910RH Alignment

[ GENETYX

Date 2011.05.19

Query Seguence
File Name
Sequence Name
Sequence Size

Target Sequence
File Name
Sequence Name

Homology Data ]

BC051651
5396

Sequence Size 725
Unit Size to Compare = ©
Pick up Location No. = 1
Query Range: 4758 - 5396
Sbjct Range: 60 - 712
657 bp, INT.Score: 1452, OPT.Score: 1906
Identity: 560 / 657 (85%)
Strand: Plus / Minus
Query 4758 ACTGCCCAAT CCCAGTAATG CTGCTGCCTG
I [ [ 1] | ol
Sbjct 60 ACAAACCAAG CCC~-CCACC CAGGTTTTGC
Query 4818 AATCCCGTAC TCCTTGCCAC CAGCTTCCTA
! | | Il Pl | [ |
Sbjct 117 TTTTGCCCAC CCCAGGCTTT. . C-CCTTAGAA
Query 4874 AAGAGCACAA -CTATATTCT TAT-GAAGGA
LTI PP Ere e et
Sbjct 176 AAGAGCACAA CCTATATTCT TATGGAAGGA
Query 4932 CCGTGACCCT CGTTATTGTT ACAGCTGAGT
CETETEE e ettt
Sbjct 236 CCGTGACCCT CGTTATTGTT ACAGCTGAGT
Query 4991 CTGGCATTAT GGTAATATAT TATTTTAGGT
COEPCTE e et err ettt
Sbjct 296 CTGGCATTAT GGTAATATAT TATTTTAGGT
Query 5051 TATGCTTATG TAGCTTTCCA GGACTAACAG
PETEEEET Lttt e
Sbjct 356 TATGCTTATG TAGCTTTCCA GGACTAACAG
Query 5111 ATGAGTCGTC GTTTICTGTCA GATTTGTATT
PELTEEIEEr trrrrrrrtr rrrrrrirnd
Shijct 416 ATGAGTCGTC GTTTCTGTCA GATTTGTATT
Query 5171 CAGTTCACAA AATGCAAAAC TCAACGATCA
CEPEEEr e rrrrv e rerrrrrind
Sbjct 476 CAGTTCACAA AATGCAAAAC TCAACGATCA
Query 5231 TTATATTGTA AATATTITTTG ATTTCATCAA
CLERErr e rrrrerrerr rrrrrrrnn
Sbjct 536 TTATATTGTA AATATTTTTG ATTTCATCAA
5306
Query 5291 AAARAAAARR AAAAAACTCT CCAGCGCTGG
PEEEEEE bt e
Sbjct 596 AAAARADARARL CTCT CCAGCGCTGG
Insert € |=> Vecwr
Query 5344 —-—-AGCGCTG GAGAGTTTTT TTTTTTTTTT
| o I [
Sbjct 656 GGGGGGCCCG GTACCAGCTT TTGTTCCCTT

ACAGAAACAC

Lo
CCCCRAAAAT

G-AGCAGCGT

[
GCAGGCGGTA

AATATTTGTA

ERERRNEN
AATATTTGTA

ATAAATGTGT

FEETTTETT
ATAAATGTGT

GTTTCCAAGG

EERRNEN
GTTTCCAAGG

ATTATTTATT

FEErrrrrtd
ATTATTTATT

TCTTGAAATG

R
TAGTGAGAGG

IRAKO91E16 Reverse2 2.B05 11051910RH
IRAKOS91E16 ReverseZ 2.B05 11051910RH (complement)

ACACACAGCC

[
TCCCCCGGTT

AGACA-GCT-

EEERERAN
AAACAGGCTG

GTTCTGTGG-

(AEERRRE
GTTCTGTGGT

CTTTAACATG

EERRRREEN
CTTTAACATG

AATGAACAAA

LETTTTEET
AATGAACAAA

GAAAAGCTTG

LTI
GAAAAGCTTG

CATTAAAAGA

Lhrrrrien
CATTAARAGA

AAGGGCCTGA

EERRRRARE
ARGGGCCTGA

TCAATTAC-T

et |
TTAATTTCGA

2011/05/19 14:41:21

ACAGTTGCCA 4817
A-pcCle 116
GGT-AAACTG 4873
SETARRRCTG 175
ATTTTGTGGC 4931
ATTTIGIERE 235
AGAATGCTAT 4990
AGAMTGCTAT 295
TTGCATAATA 5050
TrCCATAATA 355
GATATGTTGT 5110
CATATGIIGT 413
GGGGAGGACT 5170
SederceacT 75
TTCCATGTGT 5230
rrecATeTeT 535
AATTTTTGCG 5290
|

PRTTITICCS 505
WAC——————= 5343
%ééTTCTGAG 655
GCTATGC 5396
cerese 712



