Genome Network Project_Full ~Length cDNA clone

RIKEN_clone ID: [IRALOQ6FO07

Vector : pOTB7?

Gene TFRC

Accession No.] BC001188.1 5015 bp

1..5015

cDS 2283 bp

57..2339

@Plasmid DNA purification

Date : 110507

Date : {10508

Culture :LB (25 ug/ml Chloramphenicol) 5 ml —37°C O/N

Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : 10%03

DNA concentration (O.D.);  20.67  ng/ul

DNA 2 ul
Enzyme (BamHI+Bgl II ) 0.5+0.5 ul
Buffer H 1ul
dH,0 6 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 BC001188.1 >

1615, 2327, 2874 bp
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : //0?70?

Shipped : 25 ng/ul, 40 ul

‘Final concentration: 25 ng/ul ‘

DNA ((35.67 ng/ul) 700 u
10X TE /C. 0 ul
dH,0 /99 ul

Total 67 67 ? ul
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Project : kitaku System : System 1 Operator : 1.1 10309.machida%
'Sample : IRAL0O06F07_pOTB7_F.D09_110309131V Instrument : System 1 (Ver. 9.0.25)
§Result : IRALO06F07_pOTB7_F.D09_110309131V |
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iProject : kitaku System : System 1

Operator : 1.110309.machida ‘

'Sample : IRALO06F07_pOTB7_R.E09_110309131V
|Result : IRAL006F07_pOTB7_R.E09_110309131V

Instrument : System 1 (Ver. 9.0.25)
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BC001188.1 vs TRALOO6F07 pOTB7_F.D09 110309131V Alignment 2011/03/10 09:05:31

[ GENETYX Homology Data ]

Date 2011.03.10

Query Sequence
File Name
Sequence Name
Seqguence Size

BC0O0O11886.1
5015

Target Segquence
File Name
Sequence Name

IRALOO6FO7 pOTB7_F.D0OY 110309131V
IRALOO6F07 pOTB7_F.DO9 110309131V

Sequence Size 615

Unit Size to Compare = 6

Pick up Location No. =1
Query Range: 1 - 486
Sbjct Range: 130 - 615
486 bp, INT.Score: 1944, OPT.Score: 1944
Identity: 486 / 486 (100%)
Strand: Plus / Plus
Query 1 CGGGTGGCGE CTCGGGACGG AGGACGCGCT AGTGTTCTTC TGTGIGGCAG TTCAGAATGA 60
Spice 130 Cubiretbt CHGECALGE AGGACGLALE ACIETTCITC TGTCICCAS TTCAGRATGA 185
Query 61 TGGATCAAGC TAGATCAGCA TTCTCTAACT TGTTTGGTGG AGAACCATTG TCATATACCC 120

. | |
Sicc 190 PHMICAAGE TACATCAGLA TICICIAACE TGITIGGTG0 ACRACCATIC TCATATACCE 249
Query 121 GGTTCAGCCT GGCTCGGCAA GTAGATGGCG ATAACAGTCA TGTGGAGATG AAACTTGCTG 180
|
cpict 250 GLHICALET GCTEGbAD GIAGATGLE ATARCAGTCR TOTGGAGATE AACTTGETS 305
Query 181 TAGATGAAGA AGRAAATGCT GACAATAACA CAAAGGCCAA TGTCACAAAA CCAAARAGGT 240
Shict 310 PACATGAAER AGARAATGCE GACRBIAAC CAARGGCUAR TOTCACAARA CCARRRAGCT 369
Query 241 GTAGTGGAAG TATCTGCTAT GGGACTATTG CTGTGATCGT CTTTITCTITG ATTGGATTTA 300
Sior 370 CHAGIGEARS TATCIGUIAL GOACTATIE CIGIGATOGT CITITICITS ATTGGATTTA 429
Query 301 TGATTGGCTA CTTGGGCTAT TGTAALGGGG TAGAACCAAR AACTGAGTGT GAGAGACTGG 360
| i |
Spjct €30 TeRTTGerh CITGGCCIAL TOTAMAGGGE TACARCCARR AACTGAGTGT GAGAGACTGS 49
Query 361 CAGGAACCGA GTCTCCAGTG AGGGAGGAGC CAGGAGAGGA CTTCCCTGCA GCACGTCGCT 420
| -

Shict 490 CALGAACGED GRUTECAGHE AGGAGOAGE CAGGABAGGR CTTCCCIGCA GCACGTCECT  Ss
Query 421 TATATTGGGA TGACCTGAAG AGARAGTTGT CGGAGAAACT GGACAGCACA GACTTCACCG 480
Shjct 550 FAYAPIGGUA TOMCLTGAAG ACARAGITGT CCGAGARACT GLACAGTACA GACTTCACCS 609
Query 481 GCACCA 486
Spjct 610 GCRGCA 615



BC001188.1 vs IRALOO6F07 pOTB7 R.E0S 110309131V Alignment 2011/03/10 09:10:18

[ GENETYX Homology Data ]

Date 2011.03.10

Query Sequence
File Name '
Sequence Name
Sequence Size

BC001188.1
5015

Target Sequence
File Name
Seguence Name

TRALOO6F07 pOTB7 R.E09 110309131V
TRALOOGF07 pOTB7 R.ECS 110309131V (complement)

Sequence Size 646
Unit Size to Compare = 6
Pick up Location No. = 1

Query Range: 4506 - 5015

Sbjct Range: 2 - 511

510 bp, INT.Score: 2040, OPT.Score: 2040

Identity: 510 / 510 (100%)

Strand: Plus / Minus

Query 4506 AGCGTAGCTA AGTGAAAAGG TCATAGCTGA GATTCCTGGT TCGGGTGTTA CGCACACGTA 4565
R N R R R RN

Sbjct 2 AGCGTAGCTA AGTGAAAAGG TCATAGCTGA GATTCCTGGT TCGGGTGTTA CGCACACGTA 61

Query 4566 CTTAAATGAA AGCATGTGGC ATGTTCATCG TATAACACAA TATGAATACA GGGCATGCAT 4625
R N R

Sbijct 62 CTTAAATGAA AGCATGTGGC ATGTTCATCG TATAACACAA TATGAATACA GGGCATGCAT 121

Query 4626 TTTGCAGCAG TGAGTCTCTT CAGAAAACCC TTTTCTACAG TTAGGGTTGA GTTACTTCCT 4685
AR R R AR e R R RN

Sbjct 122 TTTGCAGCAG TGAGTCTCTT CAGAAAACCC TTTTCTACAG TTAGGGTTGA GTTACTTCCT 181

Query 4686 ATCAAGCCAG TACGTGCTAA CAGGCTCAAT ATTCCTGAAT GAAATATCAG ACTAGTGACA 4745
O et rerrr ettt ettt et et il

Sbict 182 ATCAAGCCAG TACGTGCTAA CAGGCTCAAT ATTCCTGRAAT GAAATATCAG ACTAGTGACA 241

Query 4746 AGCTCCTGGT CTTGAGATGT CTTCTCGTTA AGGAGATGGG CCTTTTGGAG GTAAAGGATA 4805
R N R R R R RN

Sbjct 242 AGCTCCTGGT CTTGAGATGT CTTCTCGTTA AGGAGATGGG CCTTTTGGAG GTARAGGATA 301

Query 4806 ARATGAATGA GTTCTGTCAT GATTCACTAT TCTAGAACTT GCATGACCTT TACTGTGTTA 4865
R e R R RN

Sbijct 302 AAATGAATGA GTTCTGTCAT GATTCACTAT TCTAGAARCTT GCATGACCTT TACTGTGTTA 36l

Query 4866 GCICTTTGAA TGTTCTTGAA ATTTTAGACT TTCTTTGTAA ACAAATAATA TGICCTTATC 4925
RN R R

Sbijct 362 GCTCTTTGAA TGTTCTTGAA ATTTTAGACT TTCTTTGTAA ACAAATAATA TGICCTTATC 421

Query 4926 ATTGTATAAA AGCTGTTATG TGCAACAGTG TGGAGATTCC TTGTCTGATT TAATARAATA 4985
R R R AR

Sbijct 422 ATTGTATAAA AGCTGTTATG TGCAACAGTG TGGAGATTCC TTGTCTGATT TAATAAAATA 481

Query 4986 CTTAAACACT GAAARARAAAA ARAAAAAAAA 5015
PRIV e rerrrerrtr rrrrrrrrtl

Sbjct 482 CTTAAACACT GAAAARAAAA AAAAAAAAAA 511



