NRCD Human Full-Length ¢cDNA Clone

RIKEN clone ID: ARi57A02

Vector : pGCAP10 Gene

FLNC

Accession No.] AB371585.1

9156 bp

1.9156

cDS

8178 bp

230..8407

@Plasmid DNA purification

Date : [/} 1 2]

Date : j /(122

@Digestion by restriction enzyme / Concentrarion calibration

Date : /(]| 22

DNA concentration (O.D.): 3¢2 .27 ng/ul

DNA D.5ul
Enzyme (BamH I) 1 ul
Buffer H 1ul
dH,0 7.5 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 ARiI57A02>

3138, 6191, 2273, 911 bp
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : [/ /125 Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ull

DNA (302 ng/ul)
10X TE
dH,0

117 ul
3 ul
ul

Total

ul

Purification : QIAGEN Miniprep kit—dH,0 100 ul
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Culture :LB (100 ug/ml Ampicillin) _5 ml —37°C O/N




Project : GNP set
Sample : 7675_ARi57A02_pGCAP_F.A03_11112510XW
Result : 7675_ARi57A02_pGCAP_F.A03_11112510XW
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System : CEQ System
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Operator : 2.111125.furu
Instrument : CEQ System (Ver. 9.0.25)
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Project : GNP set
Sample : 7675_ARi57A02_GNP28.C03_11112510XW
Result : 7675_ARi57A02_GNP28.C03_11112510XW

System : CEQ System Operator : 2.111125.furu

Instrument : CEQ System (Ver. 9.0.25)
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