Segfl (6)

Pvul (7)
Eagl (4281) Psp14061 (203)
Notl (4280) HindIII (245)
Swal (4270) Bsu361 (291)
Pacl (4261) Nael (441)
NgoMIV (441)
Kasl (535)
BspEI (558)
Ncol (566)
Bt 59
ApaLl (3845) hEF1-HTLV prom gtgll(l (7;0)

Xmal (732)

pMBI1 ori Agel (765)
Stul (798)
hALG2 isoform 1 Notl (812)
BspLU11l (3531) Eagl (813)
Pacl (3521) acll (816)
Pstl (3514) Kasl (820)
Sdal (3513) S Fspl (842)
Bglll (987)
Bsp120I (1034)
A pUNO1-hALG2a
(4445 bp)
SnaBI (3230) hCMV enh Tth111l (1219)
Xmnl (1236)
Spel (3102) hCMYV prom BsaBI (1325)
Sacl (3004) Mscl (1446)
Asel  (2947) BbrPI (1512)
BspHI (2889) BsrS2
BsrGI (1571)

Xmnl (2881) SV40 p(A)

ApaLl (1666)

XemI  (1718)

Ncol (1721)
Nhel (1827)
Mscl (1833)

Hpal (1965)
EcoRI (2061)

(h) Bglobin p(A)

Stul (2739)

Sacl (2575)

Swal (2314)
Sspl  (2300)

100
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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)

Nael (441)
401

Ncol (566)
Kasl (535) BspEI (558)

501 CTGAGATCACCGGCTCCGGACACCATGGCGGAGGAGCAGGGCCGGGAACGGGACTC

- 1I* M A E E Q G R E R D S

BsrBI (655) Pstl (685)

601 GGTTCCCAAGCCGTCGGTGCTGTTCCTCCACCCAGACCTGGGCGTGGGCGGCGCTGAGCGGCTGGTGTTGGACGCGGCGCTGGCGCTGCAGGCGCGGGGG
11 v P K P S VL F L HPDLGVGGATEH RTLVLDAALALI QARG

Bglll (710) Xmal (732) Agel (765) Stul (798)
701 TGTAGCGTGAAGATCTGGACAGCGCACTACGACCCGGGCCACTGTTTCGCCGAGAGCCGCGAGCTACCGGTGCGCTGTGCCGGGGACTGGCTGCCGCGAG
45 C S V K I W T A HY DP GHCFATES SR REILU®PVI R CAGTDWTL PR
Sacll (816)
Eagl (813)
Notl (812) Kasl (820) Fspl (842)

801 GCCTGGGCTGGGGCGGCCGCGGCGCCGCCGTCTGCGCCTACGTGCGCATGGTTTTCCTGGCGCTCTACGTGCTGTTCCTCGCCGACGAGGAGTTCGACGT
78#G L G W G G R GA AV CAYVRMVTFILALYUVLTFTLATDTETETFTDV
Belll (987)
901 GGTAGTGTGCGACCAGGTGTCTGCCTGTATCCCAGTGTTCAGGCTGGCTAGACGGCGGAAGAAGATCCTATTTTACTGTCACTTCCCAGATCTGCTTCTC
111 VvV Vv C D Q V. S A C I P VF R L A RRI RIKTI K I LFYCHTETZPDTLTLTL
Bsp1201 (1034)

1001 ACCAAGAGAGATTCTTTTCTTAAACGACTATACAGGGCCCCAATTGACTGGATAGAGGAATACACCACAGGCATGGCAGACTGCATCTTAGTCAACAGCC
145* T K R D S F L K R LY RAZPI DWI ETEYTTGMATUDTCTI L V NS
1101 AGTTCACAGCTGCTGTTTTTAAGGAAACATTCAAGTCCCTGTCTCACATAGACCCTGATGTCCTCTATCCATCTCTAAATGTCACCAGCTTTGACTCAGT
178 Q F T A A V F K E T F K S L S H I DPDVLYZPSLNVTSTFEFTDSV

Tth1111 (1219) Xmnl (1236)
1201 TGTTCCTGAAAAGCTGGATGACCTAGTCCCCAAGGGGAAAAAATTCCTGCTGCTCTCCATCAACAGATACGAAAGGAAGAAAAATCTGACTTTGGCACTG
211 V P E K L D DL VP K GIKKTFLTLTLSTINZ RYTETZ RTZ KT KNLTTLATL
BsaBI (1325)
1301 GAAGCCCTAGTACAGCTGCGTGGAAGATTGACATCCCAAGATTGGGAGAGGGTTCATCTGATCGTGGCAGGTGGTTATGACGAGAGAGTCCTGGAGAATG
245 E A L V Q L R G R LTS QDWTET RVYVUHLIVAGGYUDTETRVYVTLTEN
Mscl (1446)
1401 TGGAACATTATCAGGAATTGAAGAAAATGGTCCAACAGTCCGACCTTGGCCAGTATGTGACCTTCTTGAGGTCTTTCTCAGACAAACAGAAAATCTCCCT

278V E H Y Q E L K KM V QQ SDLGQYVTTFILRSTFSDTZEKTZ QKTI S L
BbrPI (1512) BsrGI (1571)

1501 CCTCCACAGCTGCACGTGTGTGCTTTACACACCAAGCAATGAGCACTTTGGCATTGTCCCTCTGGAAGCCATGTACATGCAGTGCCCAGTCATTGCTGTT

311k L H S C T CVLYT®PSNEUHTFTGI VPLEAMYMMAOQCTZPVI AV

ApaLl (1666)
1601 AATTCGGGTGGACCCTTGGAGTCCATTGACCACAGTGTCACAGGGTTTCTGTGTGAGCCTGACCCGGTGCACTTCTCAGAAGCAATAGAAAAGTTCATCC
345* NS G G P L E S I DHSVTGTF L CE®PDU®PVHTFSEAI E K F I
Ncol (1721)
XcemlI (1718)
1701 GTGAACCTTCCTTAAAAGCCACCATGGGCCTGGCTGGAAGAGCCAGAGTGAAGGAAAAATTTTCCCCTGAAGCATTTACAGAACAGCTCTACCGATATGT
378#R E P S L K A T M GLAGRARYVYVIKTEI KT FSPEATFTET QLYRYV
Mscl (1833)
Nhel (1827)
1801 TACCAAACTGCTGGTATAATCAGATTGGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAAT
411 T K L L V e

Hpal (1965)
1901 GCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCA

EcoRI (2061)
2001 GGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAA
- -

2101 ATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTT

2201 CATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAA

SspI  (2300) Swal (2314)
2301 AATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTT




2401 TAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAG
+414 ¢ N R T Y K L P | L
Sacl (2575)

2501 TTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGG
13314 E E I T T K VL K G NME 1l L VF CDUZPAYDS S 1l L EURT CMGTCUP
2601 CTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAA
974s v VvV R I S R DV E D S Y P HR VAV I T DFDI K QGNSVA S G I

Stul (2739)

2701 TGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGAC

644 A I A E A C V T VR G I Y A E I H V A S | I E G T K T R I A A G V
BspHI (2889)
Xmnl (2881)

2801 ATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCC

31 HHKNDEYLMTI KETAVEUVLTETLDA QQS I NFTIKM-E—-
Asel (2947)
2901 CTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC TTATCTGACGGTTCACT
o

Sacl (3004)
3001 AAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGAT

Spel (3102)
3101 TTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAA
— -

SnaBI (3230)
3200 ACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCA

Ndel (3335)
3300 TTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGT

3400 CAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCG

PstI (3514)

Sdal (3513)Pacl (3521)  BspLU11l (3531)

3500 TAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCC
—_— -l

3598 ATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGG

3698 AAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGC

ApaLl (3845)
3798 TGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATC

3898 GTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTT

3998 CTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCT

4098 TGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCT

Eagl (4281)
Pacl (4261) Swal (4270)  NotI (4280)
4198 TTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATA

4298 TCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAAT
4398 AGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA



	TechSheet
	Map
	Sequence



