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@ Clone ID

@® Lot

@® DNA Concentration

@ Volume

® Form

® Host

@ Culture

@ Antibiotics

@ Purification

@ Digestion by restriction enzyme
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(NEB#N3200L),
125 ng/well

(kbj
100
8.0
4.0
3.0

15
1.2

1.0

0.1

RDB _ 14212

14212 _ A6Fr

25 nanogram/microliter

40 microliter

DNA solution in TE buffer

DH5 alpha

LB medium

100 microgram/ml Ampicillin

QIAGEN QIAprep Spin Miniprep kit
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Erectrophoresis :

Restriction enzyme

nanogram DNA per lane ; 1% agarose gel , 1 x TAE Buffer
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Expected size of fragment

Hindlll 53 kbp
Ncol+Notl 4.6, 0.7 kbp
kbp
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@® Confirmation of the insertion sequence

Sequence name

Primer name

Sequence name

Primer name

Sequence — A

Luc R

Sequence - E

Sequence — B

Sequence - F

Sequence — C

Sequence - G

Sequence — D

Sequence - H

APPROVED BY :

http://dna.brec.rikenjp/index.html




D03134A1_A6Fr_1_Luc_R_C11_08 Inst Model/Name 3500/3500 Instrument

D03134A1_A6Fr_1_Luc_R Jul 07,2016 09:46AM, JST

S/N G:22 A:15 T:15 C:18 primer name b © Luc R KB_3500_POP7_BDTv3.mob ,E_.oﬂmo‘_méo_m%g‘ JST

KB.bcp Pts 1439 to 12917 Pk1 Loc:1416 Spacing:11.5 Pts/Panel1350
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KB1.4.18 Caps8 5-ATGTCCACCTCGATATGTG-3 Version 6.0 HiSQV Bases: 757 Plate Name: 20160707 kitaku
T T TICAG G _O GGG CGTATCTCT TLATAGCCT TATGCAGT TG CTCTCCAGLGGT TCCATCTTC(AGCGGATAGARTGGC GCCGEGGCLCTTTCTTIATGTTTTTG GC
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GTCTTCEA: TG GETT TARCAACAG TALC 86 GAATGCCAAGC T I|T TTGCAAAAGCC TAGGEC TGCAAR GCE TCEC TCAC TACT T'GTGGAATAGE TCA 64 G CEAGELE GEY
3 118l | 121 127 133 139 145 151 157 163 169 175 181 187 193 199 205 Zad 217 22

Aeol Hi rel I )

958 =S\ w_.dmfvwm r

- >>>>>>\<<§s;>>

0 AN AN pdnaalian
TEGELCTETGEATAAAT : TTABTEAGE CATE GO GCGCAGRAT G GGR CEARCT GECCEGCAGTTAGGGECCEEATGGECEE ACGT TAGE GECCE 6 BCTATGET T'GE TG
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B TTGAGATGCAGATCGCAGAT A_O.H_OD mnﬁnn AACATTACGCATGTTGGTTIAC GCC TG ACTECCC TATGCACTCCT GCAGT CAG? CEGTCTCGT CGTGCTY
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3GGGCCTATGTGCCAGG AACCATGCCAGGACTCCACGCACAG TATCC ITTTGTAAGGGACAGC TGAGAGCC CCCCATT TACACCTGGEG CAG B ITTCAGACAGGOL CAETE
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CTAGCCCARG G TCATET GG CAGES CAGLGEAGTGGCTGA AL COG CAGEE ¢ ¢C TC G 66 GETE TGTE TG 10/ GC TEG ACT CA G GACAAGTC CCAA CAGG non;omm.
565 571 577 583 589 595 601 607 613 619 625 631 637 643 649 655 661 667 67
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D03134A1_ABFr_1_Luc_R_C11_08 Inst Model/Name 3500/3500 Instrument

D03134A1_A6Fr_1_Luc_R Jul 07,2016 09:46AM, JST
S/N G:22 A:15 T:15 C:18 KB_3500_POP7_BDTv3.mob Jul 07,2016 10:26AM, JST
KB.bcp Pts 1439 to 12917 Pk1 Loc:1416 Spacing:11.5 Pts/Panel1350
KB 1.4.1.8 Cap:8 Version 6.0 HiSQV Bases: 757 Plate Name: 20160707 kitaku
CTAGCAC GCGTAAGAGCTCGGTACCTATC GATAGAGAANATGTTCT GGCACCTGCACT TGCA CTGGGGGACAGCC TATTTITGCTAGTT TGT TT TGTTTTCGT T T LOFFTTI]
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