Genome Network Project_Entry clone

RIKEN_clone ID: MO1CO008MO03
Vector : pPDONR221 Gene AFF4

Accession No. AK126818 .1 1451 bp 1..1451

CDS 257 bpl 6/2..%:9

C
CDS(Delete stop codon] 244~ bp| £ [2 .« B3¢ &

@Plasmid DNA purification

Date : ({0418 Culture :LB (25 ug/ml Kanamycin) _3 ml —37°C O/N

Date : (o419 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : 10Ut

DNA concentration (O.D.): £2.70 ng/ul

DNA Lol
Restriction enzyme (Hinc Il +EcoRV) 0.5+0.5 ul
Buffer H 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 _AK126818 .1 CDS>
241,300, 2963 bp

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

Date : [{CH22 Shipped : 25 ng/ul, 40 ul

[Final concentration:25 ng/ul |

DNA (2270 ng/ul) 340 ul
10X TE - 27 % ul
dH,0 [é6 1 ul

Total 2779 ul
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Project : GNP System : System 1 Operator : 1.110421.furu1
Sample : M01C008M03_M13.C05_11042112C2 Instrument : System 1 (Ver. 9.0.25)}
Result : M01C008MO03_M13.C05_11042112C2 |

Fluorescence Fluorescence

Fluorescence
N
[=]

3.6

3.0

2.5

1.6

Fluorescence

1.0

0.6

3000

{=lelelelol

GG G

6500

8800

TG ACH

G TQACCTOG oG

1000

21a Yo
MBCC TG L A&AMBQCACCACE

b T 50

ToOoOo

10000

Analyzed Data

G = TG GAGC Gt

16500
Data Points

Analyzed Data

230
GGGTC G

— e l__..| — L o | i

4500
Data Points
Ln5ert &
Analyzed Data

Vo
ag Snah s cae:

i ¢ | '
7500
Data Points

Analyzed Data

| E— e s e == b s e ol

10500
Data Points

GIGGEG T TGG QBeACAG

ate L)

(=0 G

6000

=2 Vectror

(258 A B X

8000

11000

0

L] c (=1

VeLtov &—|— Insert

GO GG « Q L ks =] GGG

5500

GG

B&OO

Thu 04/21/11 15:52:51



}Project : GNP
‘Sample : M01C008M03_T7long.D05_11042112C2
Result : M01C008M03_T7iong.D05_11042112C2
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Operator : 1.110421.furu
Instrument : System 1 (Ver. 9.0.25)
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AK126818 CDS(612..869) vs MO1CO08MO3 M13.C05 11042112C2 Alignment

[ GENETYX

Date

Homology Data ]

2011.04.22

Query Seguence

File Name
Sequence Name
Sequence Size

Target Sequence

File Name
Sequence Name

Sequence Size 466
Unit Size to Compare = 6
Pick up Location No. = 1
Query Range: 1 - 254
Sbjct Range: 127 - 388
262 bp, INT.Score: 358, OPT.Score:
Identity: 234 / 262 (89%)
Strand: Plus / Plus
Query 1 ATGAGCATTC AACAGTACTG
FEETRTR R Tt
Sbjct 127 ATGAGCATTC AACAGTACTG
Query 61 GGCCAGTTGA CATTGCCTGA
FEETEEE o b rrrrd
Sbjct 187 GGCCAGTAGA CATTGCCTGA
Query 119 AGCACAGTTA TGAAAAT-TT
FETUEETE b T
Sbjct 247 AGCACAGTAA TGAAARATAAA
Query 177 TATATGGAGG ATGGAAATGC
LTI trrrrrrrrd
Sbjct 307 TATATGGAGG ATGGAAATGC
Query 233 AAATTATTTG GTATATAATT
e Lyt
Sbjct 367 AAATTATAAG GTATATAATA

AK126818 CDS(612..869)
258

MO1C008M0O3 M13.C05 11042112C2
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AK126818_CDS(612..869) vs MOICO08MO3 T7long.D05 11042112C2

[ GENETYX

Date :

Homology Data |

2011.04.22

Query Sequence

File Name
Sequence Name
Sequence Size 2

Target Sequence

File Name
Sequence Name

Query Range:

263 bp,

Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbict

Query

Sequence Size 649
Unit Size to Compare = 6
Pick up Location No. =1
1 - 255
Sbjct Range: 276 - 538
INT.Score: 508, OPT.Score:
Identity: 246 / 263 (93%)
Strand: Plus / Minus
1 ATGAGCATTC AACAGTACTG
FETEErrerr e rred
276 ATGAGCATTC TACAGTACTG
61 GGCCAGTTGA CATTGCCTGA
CETEEL e rrrreren
336 GGCCAGTT CATTGCCTGA
121 CACAGTTATG —-AAAATTTCT
NN [T
396 CACAGTTATG TTATATTTCT
179 TATG-GAG-G ATG-GAAATG
RN RN
456 ~TATGTGAGTT ATGTGATATG
233 AAATTATTTG GTATATAATT
CEETEVEEr Tl
516 AAATTATTTG GTATATTATT

Sbijct

¢ AK126818 CDS(612..869)
258

: MO1C0O08MO3 T71ong.D05 11042112C2

870
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GTT 255
[ 1]

GTT 538

GGTGGGGGTA

FEEErrrnd
GGTGGGGGTA

CCTTTAAGGG
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CCTTTAAGGG

CG-TTTTGAA

EEARREE
CGTTTTTGTA

TATTG-AARAA

FErer e
TATTGTARAA

MOlCOO8MO3iT7long.D05i11042112C2 (complement)

TGGTTTTAAG

CEETETE 1
TGGTTTTTAG

Alignment
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