Genome Network Project Entry clone

RIKEN clone ID: WO1A002J18

Vector : pENTR/D-TOPO Gene QTX2
Accession No.|] BC032579.1 2220 bp 1..2220
cDS 894 bp 286..1179
@Plasmid DNA purification
Date : {012 20 Culture :LB (25 ug/ml Kanamycin) _3 ml —37°C O/N

Date : (012 2] Purification : QIAGEN Miniprep kit—dH,O0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : |02 21

DNA concentration (O.D): 78.23  ng/ul

DNA i ul
Restriction enzyme (Notl+BssHII ) 0.5+0.5 ul
Buffer H 1ul
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_BC032579.1 CDS>

994, 2553 bp

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

Date : // O/ Shipped : 25 ng/ul, 40 ul

lFinaI concentration: 25 ng/ul |

DNA (7%8.28 ng/ul) 770 ul
10X TE ) 24 77 ul
dH,0 [ (43 6  dl

Total - 247 3 ul




Fluorescence Fluorescence Fluorescerice

Fluorescence

Project : GNP
Sample : W01A002J18_M13.A10_10122210AM
Result : W01A002J18_M13.A10_10122210AM

System : CEQ System

Operator : 2.101222.furu

Instrument : CEQ System (Ver. 9.0.25)
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Project : GNP
Sample : W01A002J18_T7long.B05_110113142M
Result : W01A002J18_T7long.B05_110113142M
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BC032579.1 CDS(286..1179) vs WOL1A002J18 M13.A10 10122210AM Alignment

[ GENETYX

Date 2010.12.24
Query Sequence
File Name 3
Sequence Name
Sequence Size

Target Sequence
File Name
Sequence Name

Sequence Size 745

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 4 - 525
Sbjct Range: 174 - 734
567 bp, INT.Score: 346, OPT.Score:
Identity: 474 / 567 (83%)
Strand: Plus / Plus
Query 4 ATGTCTTATC TTAAG-CAAC
Sbjet 174 ATGICTTATC “TARGACAAC
Query 62 GTATGGACTT GCTGCACCCC
Sbjct 234 GIATGGACTG ACTGCACCLC
QCuery 121 GCCACCCCCC GGAAACAGCG
Sojct 294 GOCACCCCCC GOARACAGCS
Query 181 —-CTGGAAGCA CTGTTTG-CC
Sbjct 354 ACTGGRAGEA CTGTITGCLC
Query 232 GA-GGTGG-C A-CTG--AAA
Sojct 414 ARGLSTGGCC ACCTGAAAR
Query 277 ~TGGTTT-AA GAA-TCG-AA
Sbjct 474 TGGGTITAAA CAATICGAAA
Query 328 AATGGAGGTC AAAACAAAGT

! |
Sbjct 533 AATGGAGOTC ARAAC-AAGT
Query 388 AGTTCAGAGA GTGG-BAACAA
Sbjct 591 AGTTCAGAGA GTGGARACAA
Query 441 CCCG-ACCA- TTGCCAGCAG
Sbict 651 CCCCARCCAT TTGOCAGNAG
Query 499 CCACTGTCAG ATCCCTTGTC
|

Sojct 711 CC--COIC-G ATCCTGTCAC
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WO1A002J18 M13.A10 10122210AM
WO1A002J18 M13.A10_10122210AM
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