Ciona intestinalis EST Clones: Heart

RIKEN_clone ID: GiBD016C12
Vector : pBluescript II SK(-)

5-EST

KhC10:

3'-EST

KhC10:

@Plasmid DNA purification

Date : // 04 2] Culture :LB (100 ug/ml Ampicillin) _3 m| —37°C O/N

Date : // U422 Purification : QIAGEN Miniprep kit—dH,O0 100 ul

@Digestion by restriction enzyme / Concentration calibration

Date : //0422-

DNA concentration (0.D.); 221.79 ng/ul

DNA 0.5 ul
Enzyme (Pst I +Kpnl) 0.5+0.5 ul
Buffer N M 1 ul
dH,0 76 ul
Total 10 ul

Electrophoresis: 1% agarose gel,

Marker: 2-Log DNA Ladder (NEB#N3200L)

<{Expected digestion pattern >

unknown, 2905 bp

1 X TAE Buffer

Kb

Pstlt Kpnl

-
3
s
3

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

Date - //0 50? Shipped : 25 ng/ul, 40 ul

‘Final concentration: 25 ng/ul ‘

DNA ( 22199 ng/ul) 89.0 ul
10X TE 79 0 ul
dH,0 §22.3 ul

Total 790.% ul

531551..5632249
530134..530693




fProject : GNP System : System 1 Operator : 1.110428.furu§
}Sample : 6731_CiBD016C12_Reverse2.C07_11042810QX Instrument : System 1 (Ver. 9.0.25)
'Result : 6731_CiBD016C12_Reverse2.C07_11042810QX |
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Project : GNP
|Sample : 6731_CiBD016C12_M13.D07_11042810QX
Result : 6731_CiBD016C12_M13.D07_11042810QX
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Operator : 1.110428.furu
Instrument : System 1 (Ver. 9.0.25)!
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cibd01l6clZ HEST vs 6731 CiBD016Cl2 Reverse?.C07 110428100X Alignment 2011/04/28 16:40:56

[ GENETYX Homology Data ]

Date 2011.04.28

Query Seqguence
File Name
Sequence Name
Sequence Size

cibd0léclz 5EST
700

Target Sequence
File Name
Sequence Name

6731 CiBD016C12 Reverse2.C07 110428100
6731 CiBD016ClZ ReverseZ.C07_110428100X

Sequence Size 725

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 602
Sbjct Range: 121 - 724
604 bp, INT.Score: 2104, OPT.Score: 2369
Identity: 599 / 604 (99%)
Strand: Plus / Plus
Query 1 GGGTTTTGCT TAAAATAGTT AATATGCAAA CTAGATATAG TTTAARATTA TTATTAAATA 60
Sbjct 121 GGOTTITGCI TAAAATAGT? AATATGCABA CTAGATATAG TTTARRATTA TTAITARATA 180
Query 61 CATGTGAAGC TGTACAAGGT GGTATTACAT CTAGACTGGT TAGACAACAT ACACCAGTIGT 120
Sbjct 161 CATGTGAAGE TGTACRAGGT CGTATTACAT CTAGACTGUT TAGACRACAT ACACCAGTST 240
Query 121 TGGTTGGGAA TTTCTGCTCG AGGAAATTAT CAACAGAAGT TGCCCCAACT GATGATGAAT 180
Sbjct 241 TOGTTGGGAA TITCHGOTC AGGAAATTAT CRACAGRAGT TGCCCCAACT GATGATGART 300
Query 181 ATTCACTTGA ATGGTTGAAT AAACCAAGAC AGAAACTTGT GATTCTTGGT ACTGGTTGGG 240
Sbjct 301 ATTCACTTGA ATGOTTGAAT AAACCARGAC AGRRACTTGT GATTCTTGGT ACTGETTGNS 360
Query 241 GGAGCTACAG TGTTCTARAA CACATCAACA ARAGCAAGTA TGATGTTGTA GTTGTAAGTC 300
Sbjct 361 GGAGCTACAG TUTTCTARAA CACATCAACA ARAGCAAGTA TGATGTIGIA GITCTAAGIC 420
Query 301 CGCGAAATCA TTTCCTTTTT ACCCCTCTGC TGTGCTCTAC AACTGTAGGT ACACTTGAGT 360
Sbjct 421 CGCGARATGA TTRCOTTITT ACCCCICTGC TGTGCTCTAC AACTGTAGGT ACRCTIGACT 480
Query 361 TTCGAAGCAT AATTGAACCT GTGCGAAGCA ATTACTTCCG CAATGTGCAA GACTTTCACC 420
Sbjot 481 TICGAAGGAT ARTTGRACCT GIGCGAAGCR ATTACTICOG CRATGTGCAR GACTTICACS 540
Query 421 TCTCACATGC TGTACAGCTT GACCCAAAGT CARAAGACATT AACATGCCAG AGTGCTGTGC 480
Sbjct 541 TOICACATGE TGTACRGCTT GACCCAAAGT CRAAGACATT AACAPGCCAG AGTCCISTEC 600
Query 481 AACCTGATAA CTTGTATGAT CTTAAATACG ACAAACTAGT TATT-GGTGT CGGAGCTGTG 539
Sbjct 601 AMCCIGATAA CTICTATGAT CTTARATACS ACRAACTAGT TATTGRGTET CGGAGCTGTE 660
Query 540 AGTAATACTT TCGGAATACC T-GGGGTAAA GGAGCATGCT TTCTTTCTTA AGGAGCTTTC 598
Sbjct 661 AGTARTACTT TCGGRATACC TGGGGGTARA GGAGCATGCC TICTTICTTA AGGAGECTNC 720
Query 599 AGAT 602
Sbijct 721 ZLéA\T 724



cibd0l6cl2 3EST vs 6731 CiBD016Cl1l2 M13.D07_110428100X Alignment
[ GENETYX Homology Data |
Date 2011.04.28
Query Sequence
File Name
Sequence Name cibd0lécl2 3EST
Sequence Size 560
Target Sequence
File Name 6731 CiBD0lo6Clz M13.D07 110428100QX
Seguence Name 6731 CiBD016C12 M13.D07 110428100X
Sequence Size 626
Unit Size to Compare = 6
Pick up Location No. =1
Query Range: 3 - 539
Sbjct Range: 89 - 626
538 bp, INT.Score: 2120, OPT.Score: 2133
Tdentity: 536 / 538 (99%)
Strand: Plus / Plus
Query 3 TTGTTT-AAA GGGTTTATAA ATTACATCAT GTAACGCAAA TGGTAAAATA
FETCEr rrr vrrrrrrrrr terrr et trrrrrertr rrrrrrrerd
Sbjct 89 TTGTTTAAAA GGGTTTATAA ATTACATCAT GTAACGCAAA TGGTAARATA
Query 62 TTAAAGTAAT ATAACTAACA GTTTTACAGC TGATGAATGA ATGTACAGTG
Frrrerr et reererertr rrrrrere e rrrrrr et e
Sbijct 149 TTAAAGTAAT ATAACTAACA GTITTTACAGC TGATGAATGA ATGTACAGTG
Query 122 AATTACATTT TCTGCTGTGG TAAATAATGC TCATACCATG CGATTAGTAG
PEErrererr rereeeerrr eererrrrer rrerrrrrrt trrrrr e
Sbjct 209 AATTACATTT TCTGCTGTGG TAAATAATGC TCATACCATG CGATTAGTAG
Query 182 AAATATGATT ATAAGCTTCC GTGTAGTCTA TATAAAAAAT ATATTTGAGG
CEECEEr e rrrrrerrrr rerrrrrrr e trerrrertt e
Sbjct 269 AAATATGATT ATAAGCTTCC GTGTAGTCTA TATAAAARAT ATATTTGAGG
Query 242 GATTTAGTGG AATGAGTATA AGGGTTTTTC TAAAGACTTT GGTTACTAGG
PEETEErerr rrrrrertr e vrrrt e et et r et e
Sbjct 329 GATTTAGTGG AATGAGTATA AGGGTTTTTC TAAAGACTTT GGTTACTAGG
Query 302 TACACATGTA TTAAAAAAGC TATAACAAGT ACTCTTTTAT GCTCTAGGCA
R N A R R
Sbjct 389 TACACATGTA TTAAAAAAGC TATAACAAGT ACTCTTTTAT GCTCTAGGCA
Query 362 AATAATGTTG CATCCAGGTA TCAAAATACA ATGTAGTTCT GGTAAATGCT
Crerrerrer rrerrererr rerrerrrrr rerrrrrrrr e
Sbjct 449 AATAATGTTG CATCCAGGTA TCAAAATACA ATGTAGTTCT GGTAAATGCT
Query 422 TTTTTATGAT TTACTTTAAG AGGTAAAAAT GTACAATACA ACATCGATAT
FEITEErr e e ety vrrrreer e e rrrr e
Sbjct 509 TTTTTATGAT TTACTTTAAG AGGTAAAAAT GTACAATACA ACATCGATAT
Query 482 ATTAAAAACA CTTGTTATCT AGGAAAAAAA TGATGCCACA TATTTTTTTIT
CEErrrrreer rerrrertrr e e rerte e e e e
Sbjct 569 ATTAAAAACA CTTGTTATCT AGGAAAAAAA TGATGCCACA TATTTTTTTIT

2011/04/28 16:46:12

ATGCACTTGA 61
ATGCACTIGA 148
TACAATGTCA 121
TACRRTGTCR 208
GGTAGTCTTG 181
coracens 263
TTACAAAAAT 241
TIACAARART 328
TCTAACATAT 301
1CTAACATAT 388
GTCAATTAAC 361
EICARTTARC 418
TAACAARACA 421
TAACAAARCR 508
CCAATACTTT 481
CCARTACTIT 568
TTGCATAN 539

vecaTah 626



