Genome Network Project_Entry clone

RIKEN clone ID: WO1AO003H12

Vector : pENTR/D-TOPO Gene] NEURODI
Accession No.| BC009046.1 1798 bp 1.1798
cDS 1071 bp 69..1139
@ Piasmid DNA purification
Date : 11 01 CE Culture :LB (25 ug/ml Kanamycin) _3 ml —37°C O/N
Date : {io[D"7 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : {1} (i il

DNA concentration (0.D.); 3334  ng/ul

DNA i ul
Restriction enzyme (Notl+BssH II ) 0.5+0.5 ul
e ek A o
dH,0 7 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer
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<{Expected digestion pattern from_BC009046.1 CDS>

1171, 2553 bp

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

Date : /1O |4 Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ul |

DNA (8334 ng/u) 0.0 ul
10X TE 28.3 ul
dH,0 [74 4 ul

Total 2%2.77 ul




Project : GNP
Sample : W01A003H12_M13.D03_11011310PY
Result : W0O1A003H12_M13.D03_11011310PY
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Operator : 2.110113.furu
Instrument : CEQ System (Ver. 9.0.25)
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Project : GNP System : CEQ System Operator : 2.110113.furu ‘
Sample : W01A003H12_T7long.E03_11011310PY Instrument : CEQ System (Ver. 9.0.25) ‘
Result : W01A003H12_T7long.E03_11011310PY |
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BCC09046.1_CDS(69..1139) vs WOIA003H12 M13.D03_11011310PY Alignment

[ GENETYX

Date

Homology Data ]

2011.01.14

Query Sequence

File Name
Sequence Name
Sequence Size

Target Sequence

File Name
Sequence Name

Sequence Size 755

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 590
Sbjct Range: 176 - 753
590 bp, INT.Score: 1872, OPT.Score:
Identity: 570 / 590 (96%)
Strand: Plus / Plus
Query 1 ATGACCAAAT CGTACAGCGA
Sbict 176 ATGACCAAAT CGTACAGCGA
Query 61 AGCTGGACAG ACGAGTGTCT
Sbjct 236 AGCTGGACAG ACGAGTGIC
Query 121 GACGACCTCG AAGCCATGAR
Shjot 296 GACGACCTCH AAGCCATGRA
Query 181 GACGAAGATG AGGACCTGGA
Sbjct 356 CACGAAGATS AGGACCTGOA
Query 241 CCCAAGAGAC GCGGCCCCAA
Sojct 416 CCCAAGAGAC GUGGCCOCAA
Query 301 TTGAGACGCA TGAAGGCTAA
Sojer 476 TTGAGACGUA TGAAGGCTAR
Query 361 CTAGACAACC TGCGCAAGGT

|

Sojct 536 CTAGACRACC TGLGLAAGGT
Query 421 GAGACTCTGC GCTTGGCCAA
Sojct 596 GAGACICIGC GLTTGGCCAA
Query 481 AAAAGCCCAG ACCTGGTCTIC
Shjct 655 CARAG-CCAG ACCTGGICT-
Query 541 ACCAACCTGG TTGCGGGCTG
Sbjet 705 ACC-ACCIC ~TGCCEECTE

BC009046.1 CDS(69..1139)
1071

WO1AQ03H1Z M13.D03 11011310PY
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BCO09046.1 CDS(69..1139) vs WO1lA003H12 T7long.E03 11011310PY Alignment 2011/01/14 16:36:01

[ GENETYX Homology Data ]

Date 2011.01.14

Query Sequence
File Name
Sequence Name
Sequence Size

BCO09046.1 CDS(69..1139)
1071

Target Sedguence
File Name
Sequence Name

WO1lAOO03H12 T7long.E03 11011310PY
WO1A003H12 T7long.E03 11011310PY (complement)

Sequence Size 741

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 491 - 1069
Sbjct Range: 2 - 581
580 bp, INT.Score: 2140, OPT.Score: 2292
Identity: 577 / 580 (99%)
Strand: Plus / Minus
Query 491 ACCTGGTCTC CTTCGTTCAG ACGCTTTGCA AGGGCTTAT- CCCAACCCAC CACCRACCTG 549
Sbjct 2 ACCTGTRCTC CTTCETICAG ACGCITTGCR AGGGCTTATC CCCACCCCAC CACCRRCCTS 61
Query 550 GTTGCGGGCT GCCTGCAACT CAATCCTCGG ACTTTTCTGC CTGAGCAGAA CCAGGACATG 609

: | |
Sbict 62  GIIGCOGGCT GOCTGCAACT CAATCCTOGG ACTITICIGE CTGAGCAGAR CCAGGACATS 121
Query 610 CCCCCCCACC TGCCGACGGC CAGCGCTTCC TTCCCTGTAC ACCCCTACTC CTACCAGTCG 669
|
Sbjct 122 COCCGOCAGE THCCGACGGE CAGCGCTTOC TTCCCIGIAC ACCCCTACTC CTACCAGICS 181
Query 670 CCTGGGCTGC CCAGTCCGCC TTACGGTACC ATGGACAGCT CCCATGTCTT CCACGTTAAG 729
Sbjct 182 CCTOGGCTGC CCAGTCCGLC TTACGGTACC ATGGACAGCT CCCATGICTT CCACGITRAG 241
Query 730 CCTCCGCCGC ACGCCTACAG CGCAGCGCTG GAGCCCTTCT TTGAARAGCCC TCTGACTGAT 789
Shjct 242 CCTCCGGGNE ACGCCTACA CGUAGCGCTG GAGCCCTICT TTGRAAGCCC TCTGACTCAT 301
Query 790 TGCACCAGCC CTTCCTTTGA TGGACCCCTC AGCCCGCCGC TCAGCATCAZ TGGCAACTTC 849
|
Sbict 302 TGCACCAGEC CTTCCTTTGA TGGBCCCCTC AGCCCGLCE TCAGCATCAA TGGCAACTIC 361
Query 850 TCTTTCAAAC ACGAACCGTC CGCCGAGTTT GAGAARAATT ATGCCTTTAC CATGCACTAT 909
|
Sbjct 362 TCTTICRRAC ACGRACCGTC CGCCGBGTTT GAGRRAPATT ATGCCTTIAC CATGCACTAT 421
Query 910 CCTGCAGCGA CACTGGCAGG GGCCCARAGC CACGGATCAA TCTTCTCAGG CACCGCTGCC 969
|

Sbjcc 422 CUTGCAGCGM CACTGGEAGG GOCCCARAGE CACGGATCAR TCTTCICAGS CACCRCTECC 481
Query 970 CCTCGCTGCG AGATCCCCAT AGACAATATT ATGTCCTTCG ATAGCCATTC ACATCATGAG 1029
Sbjct €62  CCTCGLTGNS AATCCCCAT AGACARTATT ATGTCCTTOG ATRGCCATIC ACKTCATGAS 541
Query 1030 CGAGTCATGA GTGCCCAGCT CAATGCCATA TTTCATGATT 1069
Shjct 512  CGAGTCATGA GIGLCCAGCT CRATGOCATA TTTCAGATT 581



