Genome Network Project_Entry clone

RIKEN clone ID: MO1C049F15

Vector : pPDONR221

Gene SLC43A1

Accession No. BC001639.2 2375 bp 1..2375
CDS| 1680 bp 119..1798
CDS(Delete stop codon| 1677 bp 119..1795

@Plasmid DNA purification

Date : 100614

Date : 100615

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

Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Goncentrarion calibration

Date : 100615

Marker: 2-Log DNA Ladder (NEB#N3200L)

<{Expected digestion pattern from BC001639.2 CDS>

2263,1967 bp

DNA concentration (0.D.). ©1. 6% ng/ul

DNA 2l
Restriction enzyme (Hinc I +EcoR V) 0.5+0.5 ul
Buffer H 1 ul
dH,0 Lol
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

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

Date : (006 |/

Shipped : 25 ng/ul, 40 ul

lFinaI concentration: 25 ng/ul|

DNA (_b16Y  ng/ul) thH ul
10X TE 1%l
dH,0 22| ul

Total 2%0. |l




|Project : GNP
Sample : M01C049F15_M13.E09_10061612CT

| Result : M01C049F15_M13.E09_10061612CT
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System : CEQ System
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Operator : 2.100616.furu
Instrument : CEQ System (Ver. 9.0.25) |
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|Project : GNP System : CEQ System Operator : 2.100616.furu |
Sample : M01C049F15_T7.F09_10061612CT Instrument : CEQ System (Ver. 9.0.25)

Result : M01C049F15_T7.F09_10061612CT "
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Text3

| GEMETYX :

Date

z010.06.186

Nucleotide Sequence Homology Data |

1st Nucleotide: Seguence
File MHame
Seguence Size

4+ BCOD1639.2.gnu
s 1680

2nd Nucleotide Sequsnce
File Name
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Unit Size to Compare =
Pick up Location Mo, =
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1st Nucleotide Sequence
File Hame
Sequence Size
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Znd Nucleotide Sequence
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Sequence Size
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