Genome Network Project_Entry clone

RIKEN_clone ID: M01C003B02

Vector : pPDONR221

@Plasmid DNA purification

Date : //05/5
Date : //05/17

Gene GJA1
Accession No. BC026329.1 3000 bp 1..3000
cDS 1149 bp 89.1237
Insert Fragment 1363 bp 89..1459

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

Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : //[75/’7

DNA concentration (0.D.); 5/ 32‘ ng/ul

DNA | 2y
Restriction enzyme (Hinc I +EcoRV) 0.5+0.5 ul
Buffer H 1 ul
dH,0 & ul
Total 10 ul
Erectrophoresis: 1% agarose gel, 1 X TAE Buffer
B
Marker:2-Log DNA Ladder (NEB#N3200L) %
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<Expected digestion pattern from DNA Sequence>
1436. 22683 bp 1658, 2263 bp
@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~
Date : //05/ C7 Shipped : 25 ng/ul, 40 ul
Final concentration: 25 ng/ul \
DNA (_(5/-32 ng/ul) 22.0 ul
10X TE /16 % ul
dH,0 69. 5 ul

Total [65.3 ul




|Project : GNP
Sample : M01C003B02_M13.B04_11051814GZ
'Result : M01C003B02_M13.B04_11051814GZ
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System : System 1
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Operator : 1.110518.furu
Instrument : System 1 (Ver. 9.0.25)
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Operator : 1.110518.furu
Instrument : System 1 (Ver. 9.0.25)

‘Project : GNP
?;Sample : M01C003B02_T7long.C04_11051814GZ

System : System 1
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:Result : M01C003B02_T7long.C04_11051814GZ
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BC026329 vs M01CO03B02 M13.B04 11051814GZ Alignment

[ GENETYX Homology Data ]

Date : 2011.05.19

Query Seguence
File Name
Sequence Name
Sequence Size

BC026329
3000

Target Seguence
File Name
Sequence Name

MO1C003B02 M13.B04 11051814GZ
MO1CO03B02 M13.B04 11051814GZ

Sequence Size 711

Unit Size to Compare = 6

Pick up Locaticon No. = 1
Query Range: 85 - 670
Sbjct Range: 125 - 710
587 bp, INT.Score: 2018, OPT.Score: 2229
Identity: 570 / 587 (97%)
Strand: Plus / Plus

T insert

Query 85 CAACJATGGGT GACTGGAGCG CCTTAGGCAA ACTCCTTGAC
Sbjct 125 CACJATGEST GACTGRAGCH CITIAGECAR ACTCCTTGAC
Query 145 TGCTGGAGGG AAGGTGTGGC TGTCAGTACT TTTCATTTIC
Shjct 185 TGCTGGAGGE ARGETGTGGC TGTCAGTACT TTTCATTTIC
Query 205 AGCGGTTGAG TCAGCCTGGG GAGATGAGCA GTCTGCCTTIT
Sbjor 245 AGLGATIGAG TCAGLCTGGG GAGATGAGCA GICTGCCTTT
Query 265 TGGTTGTGAA AATGTCTGCT ATGACAAGTC TTTCCCAATC
Sjct 305 TCGTICICAA PATGTCTGUT ATGACAAGIC TTTCCCRATC
Query 325 CCTGCAGATC ATATTTGTGT CTGTACCCAC ACTCTTGTAC
Sbjct 365 CCTGUAGATC ATATTTGTGT CTGTACCCAC ACTCTTGIAS
Query 385 GATGCGAAAG GAAGAGAAARC TGAACAAGAA AGAGGAAGAA
Sbjct 425 GATGCGAAAG CARGAGAAAC TGAACARGAA AGACGAAGAA
Query 445 TGGTGTCAAT GTGGACATGC ACTTGAAGCA GATTGAGATA
Sbjct 185 TGGTIGICAAT GTGGACATGC ACTIGAAGCA GATAGAGATA
Query 505 TGAAGAGCAT GGTAAGGTGA ARATGCGAGG GGGGTTGCTG
Shjct 545 TGAAGAGCAT CCTAAGGTGA AAATGCGAGS GGGETGECTS
Query 565 CCTCTTCAAG TCTATCTTTG AGGTGGCCTT CTTGCTGATC
Sbjct 605 CCICTICAAG TCTATCTITG AGGTGCCGTC CTTGCTGATC
Query 624 TCAGCTTGAG TGCTGTTTAC ACTTGCAAAA GAGATCCCTG
Sbjct 665 GAGCCTGAG TGCTGTGTAC ACATGUARRA GAGAT-CONG
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BC026329 vs MO1C003B02 T7long.C04 11051814GZ Alignment 2011/05/19 11:31:21

[ GENETYX Homology Data |

Date 2011.05.19

Query Seqguence
File Name
Sequence Name
Sequence Size

BC026329
3000

Target Sequence
File Name
Sequence Name

MO1C003B02 T7long.C04 11051814G%Z
MO1CO03B02 T7long.C04 11051814G7%Z (complement)

Sequence Size 529
Unit Size to Compare = 6
Pick up Location No. = 1
Query Range: 1107 - 1552
Sbjct Range: 59 - 517
459 bp, INT.Score: 1246, OPT.Score: 1350
Identity: 393 / 459 (85%)
Strand: Plus / Minus
Query 1107 ATAACCAG-- AATTC--AAA AAAACTA-GC -TGC--TGGA CATGAATT-A CAGCCACTAG 1157
P [l LI T 1 1] b bri it b et
Sbjct 59 AAACCCAGTA ATTTCAAAAA AAAACTAGGC GTGCATAGAA CATGAATTAA CAGCCACTAG 118
Query 1158 CCATTGTGGA CCAGCGACCT TCRAGCAGAG CCAGCAGTCG TGCCAGCAGC AGACCTCGGC 1217
I r e e reeeere et eertrrerer trrrrerrit el
Sbjct 119 CCATTGTGGA CCAGCGACCT TCAAGCAGAG CCAGCAGTCG TGCCAGCAGC AGACCTCGGC 178
Query 1218 CTGATGACCT GGAGATCTAG;ATACAGGCTT GAAAGCATCA AGATTCCACT CAATTGTGGA 1277
UL v b et et et rerrrr rrrrrrrind
Sbjct 179 CTGATGACCT GGAGATCTéngTACAGGCTT GAAAGCATCA AGATTCCACT CAATTGTGGA 238
1237
Query 1278 GAAGAAAAAN GGTGCTGTAG AARAGTGCACC AGGTGTTAAT TTTGATCCGG TGGAGGTGGT 1337
PELELErrr rrrrrre et e et reerrrrrre e trrrrrerrd
Sbjct 239 GAAGAAAAAA GGTGCTGTAG AAAGTGCACC AGGTGTTAAT TTTGATCCGG TGGAGGTGGT 298
Query 1338 ACTCAACAGC CTTATTCATG AGGCTTAGAA AACACAAAGA CATTAGAATA CCTAGGTTCA 1397
PEUEEEEEEr rrrerrrrre e e e e e verrrre et crrrrr e
Sbjct 299 ACTCAACAGC CTTATTCATG AGGCTTAGAA AACACRAAGA CATTAGAATA CCTAGGTTCA 358
Query 1398 CTGGGGGTGT ATGGGGTAGA TGGGTGGAGA GGGAGGGGAT AAGAGAGGTG CATGTTGGTA 1457
R e R AN
Sbjct 359 CTGGGGGTGT ATGGGGTAGA TGGGTGGAGA GGGAGGGGAT AAGAGAGGTG CATATTGGTA 418
1457 n
Query 1458 TTNOTAAAGTAG TGGATTCAAA GAACTTAG-A TTATAAATAA GAGTTCCAT- --TAGGTGAT 1513
_ [ | [ | P bt [ [ | [
Sbjct 419 TTIGACCCAGC TTTCTTGTAC AAAGTTGGCA TTATAAGAAA GCATTGCTTA TCAATTTGTT 478
Inert €| = Vectoy
Query 1514 ACATAGATAA GGGCTTTTTC TCCCCGCAAA CACCCCTAA 1552
|l |l [ [ ! I | ol
Sbijct 479 GCAACGAACA GGTCACTATC AGTCAAAATA AAATCATTA 517



