Genome Network Project_Full —~Length cDNA clone

RIKEN clone ID: IRAK166B05

Vector : pPCMV-SPORTS6 Gene OPA1
Accession No.| BC075805.1 5080 bp 1..6080
cDS 2883 bp 155..3037
@Plasmid DNA purification
Date : 11061l Culture :LB (100 ug/m! Ampicillin) _ 3 ml —37°C O/N

Date : {10h (2 Purification : QIAGEN Miniprep kit—dH,O 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : | 10012

DNA concentration (0.D);_ 110 ng/ul

DNA I ul
Enzyme (EcoRI+Xhol) 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 BC075805.1>

360, 728, 1726, 2287, 4339 bp

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

Date : / /0 5/6 Shipped : 25 ng/ul, 40 ul

|ﬁnal concentration: 25 ng/ul ‘

DNA (1104 ng/ul) 3.0
10X TE 35%
dH,0 2407 ul

Total 357 '7 ul
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iProject : GNP
}Sample : IRAK166B05_Reverse2.E01_11051310G7
'Result : IRAK166B05_Reverse2.E01_11051310G7
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System : System 1 Operator : 1.110513.furu

Instrument : System 1 (Ver. 9.0.25)
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éProject : GNP
‘Sample : IRAK166B05_M13.F01_11051310G7
;Result : IRAK166B05_M13.F01_11051310G7
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System : System 1
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Operator : 1.110513.furu
Instrument : System 1 (Ver. 9.0.25)!
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BCO75805 vs IRAK166B05 ReverseZ.E01 11051310G7

[ GENETYX

Date

Homology Data ]

2011.05.13

Query Sequence

File Name
Sequence Name
Sequence Size

Target Sequence

File Name
Sequence Name
Sequence Size

BCO75805
5080

TRAK166B05 ReverseZ.EO01 11051310G7

Unit Size to Compare
Pick up Location No.

Query Range: 1 - 586

Sbijct Range: 107 - 692

586 bp, INT.Score: 2344, OPT.Score:
Identity: 586 / 586 (100%)
Strand: Plus / Plus

Query 1 CCATGCGCCA TTGGGAGGGC
Sbjct 107 CCATGCGCCA TIGEGAGEGE
Query o6l CCTGGGTCAT TCCTGGACCG
Sbict 167 CCTGGGICAT TCCTGRACCS
Query 121 GTCTCGGCGC CTGCGTGACC
Soict 227 GICTCGGCGC CTGCGTEACE
Query 181 GGCCTGTGAG GTCTGCCAGT
Shjer 267 GGCCTGTGAG GICTGCCAGT
Query 241 ACTACAAARAA CTACATCTGG
Sojct 347 ACTACRARRA CTACATCTGG
Query 301 GCTTCAACGA CCCCAATTAA
Sbjct 407 GCTICRACGA CCCCAATTAA
Query 361 TTTACGTAAA CTGAAATTCT
Sbict 467 TITACGTARA CTGARATTCT
Query 421 GCCAGCAAGA TTAGCTACGA
Sbjcr 527 COCAGCAAGA TTAGCTACGA
Query 481 TGGGGGTGGC TACACAGCCA
Sojet 537 TGGGGGTGGC TACACAGCCA
Query 541 TAGTGAATAT AAATGGATTG
Sbjct 647 TAGTGRATAT AAATGGATIG

([
= oy

2344

CTTTAGTGAA

AERRRREEN
CTTTAGTGAA

TTTCACGAAG

PEETETTTT
TTTCACGAAG

CTCCAATTAA

ERRRRREN
CTCCAATTAA

GACTCTTAAA
RERRRRERN

GACTCTTAAA 7

AAAAGACTTT

FEEEETEET
AAMAGACTTT

TRAK166B05 Reverse2.E01 11051310G7
693

CATTTATCAT

EEREREREN
CATTTATCAT

ATATGGCTAC

LTI
ATATGGCTAC

TGATCAGTGG

ETTTTEET
TGATCAGTGG

TGTGTGGGAA

EEARARERE
TGTGTGGGAA

Alignment

GGAATAAAAG

FETTTTETT
GGAATARRAAG

CTCATACTAG

EERERRERE
CTCATACTAG

AAAGATATGA

PETTTTEET
AAAGATATGA

GAAGTTTACC

LEETerrtnd
GAAGTTTACC

CTACCTTAAA

RERRRRRRN
CTACCTTAAA

CAAACCTTCC

EEERRRANY
CAAACCTTCC

GGAATTTTTG

ETTTTETT
GGAATTTTTG

TACCGGACCT

[EERRRREN
TACCGGACCT

2011/05/13 17:24:35

60
166
120
226
180
286
240
346
300

406
360
466
420
526
480
586
540

646



BCO75805 vs IRAK166BO5 M13.F01 11051310G7

[ GENETYX Homology Data |

Date 2011.05.13

Query Seqguence
File Name
Sequence Name
Sequence Size

BCO075805
5080

Target Sequence
File Name

Alignment

IRAK166B05 M13.F01 11051310G7

Sequence Name IRAK166B05 M13.F01_11051310G7 (complement)

Sequence Size 675

Unit Size to Compare = 6

Pick up Location No. =1
Query Range: 4507 - 5080
Sbjct Range: 2 - 575
574 bp, INT.Score: 2296, OPT.Score: 2296
Identity: 574 / 574 (100%)
Strand: Plus / Minus
Query 4507 AAAGGGAGGA GAGCTCTATT ATGTTCTATA CACAGATTAG GAGATGACCT
Sbict 2 ARAGGGAGGA GAGCICTATT ATGTTCTATA CACAGRITAG GAGATGACCT
Query 4567 ACCCCTCTRAA CCAGTGCTTA CAGGTTAATG CATGTTAATG AATATTTTTG
Sbict 62  ACCCCTCTAA CCAGTGCTTA CAGRTTAATG CATGITAATG ARTATTITIG
Query 4627 GCATAACAAT TACAACTACA CATCTATTTC TAAAGAATAA AACAGGACCA

|
Sbict 122 CCATAAGAAT TACAACTACA CATCTATTIC TAAAGAATAA AACAGGACCA
Query 4687 CTTCTGTCAA CTATAGAAAG AAAGACCTTC AGCTGTATTT CCACAGATTT
Sbict 162 CPTCTCICAA CTATAGRAAG ARAGACCTIC AGCTGTATTT CCACAGATTT
Query 4747 AAAGGCTAAT ATTAGTCACT ACTGTTATCA CATCCCTTTG TATAAGTTTT
|

Sbict 242  ARAGGCTAAT ATTAGTCACT ACTGTTATCR CATCCCTTTG TATAAGTTTT
Query 4807 GGAGGGAGAT CTTCATTTCT TTGAGGAGAT CAGTATTGTA ACGTATGTGA
Sbict 302  GGAGGGAGAT CTTCATITCT TTGAGEAGAT CAGTATTGTA ACGTATGIGA
Query 4867 ACAATTAATA TTACTAARAAG TCCCACATGA GAGTCCTGAC GCCCTCTCCA
Sbict 362  ACAATIAATA TTACTARRAG TCCCACATGA GAGTCCTGAC GCCCTCTCCA
Query 4927 TAATGTGGCT TCTTTCATGG GTTTTTTTTT CTTCTTTTTA GCTGATCTCA
Sbjct 422 TAATGIGGLT TCTTICATGG GITTTITITT CTICTTTITA GCTGATCTCA
Query 4987 GCTTTATTTT TCCTTGAAAG CTAGGTATTT ATCAACTGCA GATGTTATTG
Sbjct 482 GUTTTATTTT TCCITGAARG CTAGGTATIT ATCARACTGCA GATGITATTG
Query 5047 AAATTCAGTC TCRAGAGTAA AARAAAAAAA AAAA 5080
Sbict 542  ARATICAGIC TCAAGAGTAA ARARAAAAAA AAAA 575

CAGTTGTAAA

ERRRRREN
CAGTTGTAARA

CTCCCAAGGA

EERRERARE
CTCCCRAGGA

AAARAAGAGAT

EEARRRANE
AAARAGAGAT

ATAGATGATA

ERARERENN
ATAGATGATA

TGCCCCACAG

[EErrrernd
TGCCCCACAG

TCCTAAGCAT

RERRRREN
TCCTAAGCAT

AAAGAAAATA

NERERREN
AAAGARAATA

2011/05/13 17:25:26

4566
61
4626
121
4686
181
4746
241
4806
301
4866
36l
4926
421
4986
481
5046

541



