Gene Engineering Division
RIKEN BioResource Center

R

RMKZH
BRC

RIKEN DNA BANK

clone name : pULwL

@ Clone ID

@ Lot "
@® DNA Concentration

@ Volume

® Form

@ Host

@ Culture

@ Antibiotics

@ Purification

@ Digestion by restriction enzyme

RDB _ 01677

01677 _ A4Dg

25 nanogram/microliter

40 microliter

DNA solution in TE buffer

HB101

LB medium

100 microgram/ml Ampicillin

QIAGEN QIAprep Spin Miniprep kit

2—-Log DNA Ladder
(NEB#N3200L),
125 ng/well
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Erectrophoresis : 50  nanogram DNA per lane ; 1% agarose gel , 1 x TAE Buffer
Restriction enzyme Expected size of fragment
Xhol 3.2,01 kbp
Miul 3.2, 01 kbp
Swal 3.3 kbp
kbp
kbp
@ Confirmation of the insertion sequence
Sequence name ] Primer name
Sequence — A M13 -40
Sequence - B = p
Sequence — C - f I
Sequence — D - E\ — ,,[
APPROVED BY : b=l

http://dna.brc.riken jp/index.html
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W.Om<m.nm3m 01677_01677_A4Dg_3_M13(-40)_C03_09 Inst Model/Name 3500/3500 Instrument
01677_01677_A4Dg_3_M13(-40) Apr 21,2014 02:29PM, JST
S/N G:43 A:39 T:27 C:33 primer name A :M13(-40) KB_3500_POP7_BDTv3.mob Apr 21,2014 02:56PM, JST
KB.bcp u Pts 1415 to 14067 Pk1 Loc;1392 Spacing:12.73 Pts/Panel1350
KB1.4.1.8 Cap:9 5-GTTTTCCCAGTCACGACGTTGTA-3  vVersion 5.4 HiSQV Bases: 837 Plate Name: 20140421_dnabank
CCCEG(CiA TG TCGAGUG CTCGAGRTACTT CG TAT ma.lH..oh.a...,.m.:.mm GTTATACGCGTTCG GLTTI TCCGACTCG m\r CTTCGTAT ‘T GCTATACGE
19 XhoT 2% 3T (ox P 45 64 MlyL 73 Swal 82 Xhol 100 __ox 109
1302
TTATACGCGTTCGCTCGGTACCCGGGGATCCTCT GTCGACCTGCAGGCATGC GCTTGGCGT TCATGG TCATAGCTGT TTCCTGTGTGAARATTGTTAT CCGCTC
.q[lLS 127 Mlg] 136 KpnT 145 ol /Gb i Sall 163 p T 172 Hiad 1081 190 199 208 m 7 226
Xba l _ (ac Operator
1302
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O.‘.#;_O0.0 CAACATACGAGCCGG WGC AT A? GTGT Oﬂnemmmmn_mnnq.@.%m GTGAGCT nen‘n:%ﬂ.‘._.quoom%ﬂﬁunmnﬁn CTGCCCGC TTTCCAGTCGGGA
235 253 262 271 280 | 289 298 301 316 325 334 34
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E.E,_::EE.E?:::L,:E:_:_;EE::F::E::::::EEEL.:EEEE:

CCTETCEGTECCAGCTECAT T TG TC GGCC CE UG CEGE GAC ABBEGETT TEEE TATT/GEEC GOTE T'EECECTTICE TEGE TEACTGACTCECTGCGL TEEEGTEELTY
3 352 361 370 379 388 397 406 415 424 433 442 451

1302
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G GCTGC GLGL GAGCGE G TATCAGC TCACT C2 GGCGGT TAC EGT TATCCACAG TCAGGGGAT CGCAGG 0GE CATGTGAGC GGCCAGC] GGCCAGGAACL
460 469 478 487 496 505 514 523 532 541 550 559 56
1302
S %géé%égégiégg %%?g
2 e CBC BT TECT GEC G TTIT TTECATAGEGLET CCGCCCECCTGACERGCATCAR TCGACGCTC GTCAGAGGTGGCG CCCGACAGGACTAT
8 577 586 585 604 613 622 631 640 649 658 667 676
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