Genome Network Project_Entry clone

RIKEN clone ID: M01C049B15

Vector : pDONR221 Gene SLC43A1
Accession No. BC001639.2 2375 bp 1..2375
CDS| 1680 bp 119..1798
CDS (Delete stop codon| 1677 bp 119..1795
@Plasmid DNA purification
Date : 100614 Culture :LB (25 ug/ml Kanamycin) _3 ml —37°C O/N
Date : 100615 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : 100615

DNA concentration (0.D.):_ "1 %I ng/ul

DNA 2ol
Restriction enzyme (Hinc Il +EcoR V') 0.5+0.5 ul
Buffer H 1 ul
dH,0 b 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 BC001639.2 CDS>

2263,1967 bp

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

Date : (OOt Shipped : 25 ng/ul, 40 ul

iFinaI concentration: 25 ng/ul |

DNA (1% ng/ul) 22 ul
10X TE 24,2 ul
dH,0 34,5 ul

Total stk 7 ol



Project : GNP
'Sample : M01C049B15_M13.A09_10061612CT
Result : M01C049B15_M13.A09_10061612CT

Operator : 2.100616.furu
Instrument : CEQ System (Ver. 9.0.25)

System : CEQ System
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Project : GNP
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| GEHETYY. : Nuclestide Segquence Homology Data |
Znd Muclsotide Seaquence

Date + 2010.06.16 File Name ; M01C0498B15_T7.BOY_10061612CT, fasta (Complamentary)
Sequence Size FA0 X i
1st Nucleotide Sequence
File Mamae : BCOO1639.2.gnu Unit Size to Compare = &
Sequence Size : 1680 Pick up Location Ng., = 1

Znd MHucleotide Sequence
File MHame 3 MOL1C0D49B16 ML3.ACY _10061612CT.Fasta
Seguence Size i 803

—

653 / 661 bpl INT/OPT.Bcore &+ < 2394/ 2569 >

Unit Size to Compare =
Pick up Laeatien No, =

1078 TACATGGCTG CTSTGAACRA GATGOTGGAG TACCTTGTGA CTGETGGCCA GBGAGCATGAG

[
=

8 5 A

1139 BCARAATGAAC AGCAR-CAAR AGGTSGCAGA GRCAGTTGGS TTCTACTCCT CCETCTTC-G
| 855 / 876 bp] INT/OPT.Scoere @ < 2287/ =501 > Eaaant 4+ vAkad AdkE FCEEREESA FREEReRBee  warbwasay hdieaadd 4
2" AGAAAT-NAC AGCARCCARMA GEETGGCAGA GACAGTTGGE GTCTACTCCT CCETCTTCGE

119" ATGSC CCCCACGCTG CARCAGGCGT ACCGGAGGCG CTGGTGGATG GCCTGCATGS
waadd Aeeibiesdu SpAAAIII N SIRIEETOL yRRsARRREL sadbidiian 1197 GGGCCATGCA GCTGTTGTGC CTTCTCACCT GCCCCCTCAT TGGCTACATC ATGGACTGGC
121" TCACCATGGC CCCCACGLTG CAACAGGCGT ACTGGAGGCG CTGRIGGATG GCCTGCACGH srpAkbener gkeeesaehe e2adbradad Fratileii Sabbutian Humrkaeres

61" GGGCCATGUA GCTGTTGTEC CTTCTCACCT GCCCOCOTCAT TGECTACATC ATGGACTGGC

174" CTGTGCTGGA GARCCTSTTS TICTCTGOTG TACTOCTEGG CTGGEGCTCC CTGTTGATCA

dhkbk st ds #edddbbead dhbseadNhE ddFdEbbaan Akdantbuae aRFhkEFELIG 125?' GGRTCWGH CTGCGTGGAC GCCCCRACTC AGGGCA‘:TG‘T CCTCGGAGAT GCCAE‘!GGI’CG
181" CTGIGCTGEA BABCCTCTTC TTCTCTGOTS TACTCCTGGS CTGEGGCTCC CTEITGAICA ANEEFHAGEE APVRLER v FFEEECARRN AT ON R FRATAR AR vedrelinad

. 121" GGATCARGGA CTGCGTGAAC GCCCCAACTC AGGGCACTST CCTCGGAGAT GCCAGGGACG
234" TTCTGARGAA CLAGGGCTTC TATTCCAGCA CGTGCCCAGC TGAGAGUAGC ACCAACACCA

Fraedadbes Sddbidrtdd ddsddddbras Abbheriakd sedadbrany AFEFarsadbe 1317' GGGTTGCT&C CMA_TECATC AGRCCACGGT hCTGmHT CCMMGCTC MCAATGCCA
241" TTCTGAAGAR CGAGGGCTTC TATTCCAGCA CGTGCCCAGC TGAGAGCAGC ACCARCACCA e e e e S Lok bbb i bl

181" GGGTTGCTAC CAAATCCATC AGACGACSCT RCTSCARGAT CCRAMAGCTC ACCRATGCTA

304" CCCRGBATGA SCAGCGOAGG TGGUCAGGCT GTGACCAGCA GGACGAGATG CTCARCCTGG
FErREANFAE SAAEAARS IR FERPARENEE ARFEERIAAE SR TEReed akbdeiihes 1377' TCAGTGCCTT CACCCTGACC ABRCCTGCTGC TTGTHGETTT TGGCATCACC TGTCTCATCA
301' CCGF.GGATGA G{‘AGCGCAGG TGGCCMGCT GTGACCAG(‘A G{_‘_;MGAGATG CTMCTGG dimErsaR i FTATAiEErad Adbeaadibe savaberbat bhwndrdibs sRhwkreds s
241" TCAGTRCCTT CACCCTGACC AMCCTGOTGC TTGTGEGTTT TGGCATCACC TGTCTCATCA

354' GOTTCACCAT TGGTTCCTTC GTECTCAGCS CCACCROCCT GCOACTGGGE ATCCTCATGS
RRRRFAECES KRR RN TS ERCaI iR SRELbanE bredraieR 1437' ACARCTTACA CCTCCAGTTT GTGACCTTTG TCCTGCACAC CATTGTTCGA GGITTCTTLU
§61" GCTTCACCAT TGETTCOTTC GPSCTCAGCS CCACCACCCT GUCACTEGGE ATCCTLATGE TAUTTAIEES FAAEREEYSh Ghhr b keeh dRERESIARE tetaaeans dhiibiants
301" ACARCTTACA CCTCCAGTTT GTGACCTTTG TCUTGCACAC CATTGTTCGR GGTTTCTTCC

414" RCCGCTTTGE CCCECGACCC GTGUGECTGE TTOGUAGTGE CTGCTTCACT GCGTCCTGCA
CepR U SE0raFAERy ERbblr1etl Anlddieias BRRLURYL viaseatin 1497" ACTCAGCCTG TGGGAGTOTC TATGCTGCAG TGTICCCATC CRACCACTTT GGGACGCTGA
421" AGCECTTTGE COCCCGACCE GTSCGECTGE TTEGOAGIGC CTGCTTCACT GCGTCCTGCA Ciavradree t1abekRek AVEFARKENN ARRERERRE Lrbekheaes chbavbavhs
361" ACTCAGCOTG TGGGAGTCTC TATGCTGEAG TGTTCCCATC CRACCACTTT GGGACGCTGA

474! COCTCATGEC CCTGGCCTCE CGGGACETGG RAGCTCTGTC TCCHTTEATA TTCCTEGCGE
R R R ek ErRdbrhr bpbudbanid bsdardierre dhasssarta saaddesian 1557' C\AGGC‘CTGCR GTL.LLLLHTL: BGTGLLDIU] TCGCCTTGCT TCAECAGCCA CTTTT{:'H’TGG
481“ CCCTCRTGG‘: C(:TC“SCCTCC Cr;GGACGrG‘-; hAGCTLl‘-’iL- k‘LthLl;RTR TT‘.‘LJ‘L‘L‘LGC FasT R A ke es FASPEIRFEE sdbddbEenan hbrhsrrd ke Rbdhhbradid CEEEE R RS
471" CHGGOCTGCA GTCCCTCATC AGTGCTGTGT TCGCOTTGET TCAGCAGCCA CTTTTCATGE

£34' TETCCCTGRARA TGGCTTTGHT GSCATCTGEC TAARCGTTCAC TTCACTCACG CTGCCCAACA
AR kR AR AR E ERFAAANAES FEREEPAREE brad b Evbea FhdabRwbad sakEA4 Sdw 1617 CGATGGTGEG ACCCCTGAAR GGAGAGCCCT TCTGGGTGAR TCTGGHCOTE CTGCTATTCT
5¢1" TETCCCTGAR TEECTTTGGT GGCATCTGCC TAACGTTCAC TTCACTCACG CTGCCCCACR FERT AN REES AV BAR P NN AANER R Ay AEPIR AR SR bbb srd FEadiadees
481" CGATGGTGGG ACCCCTHAAA GGAGAGCUCT TCTGGGTGHA TCTGGGCCTS CTGCTATTCT
594" TGTTTGGGAA COTGCGCTCT ACGTTAATGS CCCTCATGAT TGGCTCTTAC GCCTCTTCTS _
Lok ARARY VPR RRLEE $ELE ataEs FrRheniFibs BERLAARAT AAREET KAk 1677' CACTCCTGGG ATTCCTGTTG COTTCCTACC TCTTCTATTA COSTECCCGE CTCCAGCAGG
&01" TSTNGGEGGAR CCOTGUGCTC! ACGTRARTGE CUCTCATGAT TEEOTCTTAC GOCTCTCOTG et e kb a et ARPUANPFEER A RERAAEE ANk FREEETb e FRiEd A kA
241" CACTCOIGGG ATTCCTGITE CCTTCCTACC TCTTCTATTA CCGTSCCCEE CTCCAGCARG

£54' CCATTACGTT CCCAGGAATC ARGCTGATCT ACGATGCUGG TGT-GGCCIT CGTGGTCATC _
SFEawsARE  AEAAENTANE FPOEERET Aribrtanes dad Fakeds whedess 1737 AGTACGCOGC CARTGGGATS GGCCCRCTGA AGGTGCTTAG CGGCTCTGAG GTGACCGCAT
E61" CCATTACGTC COCAGGRATC ARGCTGATCT ACGATGOCGG TGTGGGCCTT CGTGETTATC AREEACSARY srrsrhRevs FhaeAdAhre FAAREEEELL ANEFFARERL SAERREISI
601" AGTACGCOGE CARTGEGATG GGUCCACTGA AGRTGCITAG CAGCTCTGAG GTGACCECAG

713" ATGTTCACCT GGTC-TGGUC TEGCOTECCT TA-TCTTTUT GAA-CTGCA- CCCTCAA-CT
LA E B Fhe FEAE eaFE R we FeakEs h ke drduEe s4F kkdas HhkwedEd 1197! AG
721" ATGTCACCCT GETCTTGGCC TGCCOCTGECC TATTCTTTUT GRACCTGCAC CCCTCAACCT ' _ _
661" ACCCAGOTTT CTTGTACARA GTTGGCATTA TRAGAAAGCA TTGCTTATCA ATTTGITGCA
768! GGCCC-ATCE -ARGCCTTTC CTGCCCCTGA GGRAGTCRAAT TACACGRAGR AGRTCAAGCT

Erwad YhEs  dkEss G -

751" GGCCCARTLG AARGCCCTTT CCC

lst Nucleotide Segquence
File Name 3 BCOO1639.2.anu
Sequence Size : 1680
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