Genome Network Project_Entry clone

RIKEN clone ID: MO1C023A23

Vector : pDONR221 Gene PPP1R1A
Accession No. BC022470.1 1839 bp 1..1839
CcDS 516 bp 172..687

@Plasmid DNA purification

Date : (0213

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

Date : (0 ({24 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : (0({ZiY

DNA concentration (0.D.).__ 74 0%  ng/ul
DNA Ll
Restriction enzyme (Hinc Il +EcoR V') 0.5+0.5 ul
Buffer H 1 ul
dH,0 7 ul
Total 10 ul
Erectrophoresis: 1% agarose gel, 1 X TAE Buffer
-
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{Expected digestion pattern from _BC022470.1 CDS>

803, 2263 bp

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

Date : [0/2 /6 Shipped : 25 ng/ul, 40 ul

|ﬁna| concentration: 25 ng/ul 1

DNA (_T4#0%ng/ul) 650 HFT

ul

foxTE /9.3 Z5== ul
dH,0 /08 2 =& ul
Total /92 & 2Z5+%
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Project :
Sample : M01C023A23_M13.E03_1012151424
: M01C023A23_M13.E03_1012151424
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System : CEQ System
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Operator : 2.101215.furu
Instrument : CEQ System (Ver. 9.0.25)
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Project : GNP
Sample : M01C023A23_T7long.A03_11011310PY
Result : M01C023A23_T7long.A03_11011310PY
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BC022470.1(CDs 172..687) vs MO1C023A23 M13.E03 1012151424

[ GENETYX

Date

Homology Data ]

2010.12.21

Query Sequence

File Name
Sequence Name
Sequence Size

Target Sequence

File Name
Sequence Name

Sequence Size 581

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 448
Sbjct Range: 124 - 581
458 bp, INT.Score: 1156, OPT.Score:
Identity: 442 / 458 (96%)
Strand: Plus / Plus
Query 1 ATGGAGCAAG ACAACAGCCC
Sbjct 124 ATGGAGCAAG ACAACAGCCC
Query 61 CTTGACCCCG AGGCGGCGGA
Sojct 164 CTTGACCOCG AGGCGGCGGA
Query 121 CTGACCAGTG ACCAGTCATC
Sbjct 244 CTGACCAGTG ACCAGTCATC
Query 181 AAGTCCACTT TGGCAATGTC
Sbjct 304 AAGICCACTT TGGCAATGIC
Query 241 ATGAAAGAGC TCCAGATGAT
Sbjer 364 ATGARAGAGC TCCACATGAT
Query 300 ACCTGAGGGG GCCGCTGAGA
Sbjct 421 ACCTOAGGGG GLOGCTGAGA
Query 356 CAGACACAGA AGTGGAGTCA
Soict 484 CAGACACAGA AGHGGAGTCA
Query 412 GAATG-CATC CCTAARACTC
St 541 GAATGCCTTC CCTARAACTC

BC022470.1(CDS_172..687)
516

MO1C023A23 MI3.E03 1012151424
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