Eagl (4814)
NotI (4813)
Swal (4803)

Sgfl (6)
Pvul (7)
Mfel (82)
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Pacl (4794)\\ Bsu36l (291)
NgoMIV (441)
KasI (535)
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pMBI1 ori BsaBI (841)
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BSPLIISHIII ((4;18)5644.1)) Pstl (873)
ac. 3
Pstl (4047) hGranulin BstBI (952)
Sdal (4046)
BbsI (1036)
ApaLl (1045)
Ndel (3868)
hCMYV enh
BspEI (1185)
SnaBI (3763) pUNOl-hGRN
(4978 bp)
Spel (3635) hCMYV prom
Sacl (3537)
Asel (3480) Sacll (1529)
Bbsl (3418) -Acc65I (1558)
Xmnl (3414) Bsp120I (1573)
Stul (3272) Xeml (1698)
(h) Bglobin p(A)

BstXI (3137)
Sacl (3108)

Swal (2847)
SspI (2833)

EcoRI (2594)
125 Mfel (2509)
Hpal (2498)

SV40 p(A) Xeml (1904)

BstXI (2075)

Kasl (2225)
Acc631 (2266)
SandIl (2315)
Scal (2349)
Mscl (2366) Nhel (2360)

C?) InvivoGen



Pvul (7)
Sgfl (6) Mfel (82)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BspLU11I (560)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCAACATGTGGACCCTGGTGAGCTGGGTGGCCTTAACAGCAGG
- 1I*M W T L VS WV AL TAG

601 GCTGGTGGCTGGAACGCGGTGCCCAGATGGTCAGTTCTGCCCTGTGGCCTGCTGCCTGGACCCCGGAGGAGCCAGCTACAGCTGCTGCCGTCCCCTTCTG

13 L VA G T R CPDGAQFTCPVACCLUDZ®PG GG GASYSTCT CRU®PIL L
NgoMIV (766)

701 GACAAATGGCCCACAACACTGAGCAGGCATCTGGGTGGCCCCTGCCAGGTTGATGCCCACTGCTCTGCCGGCCACTCCTGCATCTTTACCGTCTCAGGGA

47 D K WP T T L S R HLGGZPT COQVDAUHTCSAGHST CI F TV S G
Mscl (843)
SphI (832) BsaBI (841) Pstl (873)

801 CTTCCAGTTGCTGCCCCTTCCCAGAGGCCGTGGCATGCGGGGATGGCCATCACTGCTGCCCACGGGGCTTCCACTGCAGTGCAGACGGGCGATCCTGCTT
80T S S C C P F P EAVACGDSGHHTCT CPRTGTFHT CSADSGT RS CTF
BstBI (952)
901 CCAAAGATCAGGTAACAACTCCGTGGGTGCCATCCAGTGCCCTGATAGTCAGTTCGAATGCCCGGACTTCTCCACGTGCTGTGTTATGGTCGATGGCTCC
113 Q R S G NN S V GA I Q CP DS QFETC®PUDFSTT CT CVMVDG S
Bbsl (1036) ApaLl (1045)
1001 TGGGGGTGCTGCCCCATGCCCCAGGCTTCCTGCTGTGAAGACAGGGTGCACTGCTGTCCGCACGGTGCCTTCTGCGACCTGGTTCACACCCGCTGCATCA
147 W G C C P M P QA S CCEWDARVHTCTCPHGATFTCDLVHTRCI
BspEI (1185)
1101 CACCCACGGGCACCCACCCCCTGGCAAAGAAGCTCCCTGCCCAGAGGACTAACAGGGCAGTGGCCTTGTCCAGCTCGGTCATGTGTCCGGACGCACGGTC
180T P T G T H P L A K K LPAQRTNRAVALSSSVMTCZPDATRS
1201 CCGGTGCCCTGATGGTTCTACCTGCTGTGAGCTGCCCAGTGGGAAGTATGGCTGCTGCCCAATGCCCAACGCCACCTGCTGCTCCGATCACCTGCACTGC
213 R C P DG S TCTCELU®PSGKYGCCPMPNATT CT CSDUHTLHSTC
1301 TGCCCCCAAGACACTGTGTGTGACCTGATCCAGAGTAAGTGCCTCTCCAAGGAGAACGCTACCACGGACCTCCTCACTAAGCTGCCTGCGCACACAGTGG
247" C P Q D T VCDUL I QS K CL SKENATTHDIULTULTIKTULUPAWHTV
1401 GGGATGTGAAATGTGACATGGAGGTGAGCTGCCCAGATGGCTATACCTGCTGCCGTCTACAGTCGGGGGCCTGGGGCTGCTGCCCTTTTACCCAGGCTGT
280G D V K C DM E V S CPDGY T CT CRL QS GAWSGTCT C®PTFTAOQAYV

SacIl (1529) Acc651 (1558) Bsp1201 (1573)
1501 GTGCTGTGAGGACCACATACACTGCTGTCCCGCGGGGTTTACGTGTGACACGCAGAAGGGTACCTGTGAACAGGGGCCCCACCAGGTGCCCTGGATGGAG
313 C C E DH I HCCPAGTFTOCDT QKT GTT CETZ QGTPUHIOQVUZPWME

Xeml (1698)
1601 AAGGCCCCAGCTCACCTCAGCCTGCCAGACCCACAAGCCTTGAAGAGAGATGTCCCCTGTGATAATGTCAGCAGCTGTCCCTCCTCCGATACCTGCTGCC
347k K AP A HL SLUPDUWP QAL KU RDV®PTCDNWVSSTC®PSSDTTCSC
1701 AACTCACGTCTGGGGAGTGGGGCTGCTGTCCAATCCCAGAGGCTGTCTGCTGCTCGGACCACCAGCACTGCTGCCCCCAGGGCTACACGTGTGTAGCTGA
380kQ L T S G E WG CCUP Il PEAVCCSDHAOQHTCTCPQGY TOCVAE
1801 GGGGCAGTGTCAGCGAGGAAGCGAGATCGTGGCTGGACTGGAGAAGATGCCTGCCCGCCGGGCTTCCTTATCCCACCCCAGAGACATCGGCTGTGACCAG
413 G Q C Q R G S E I VA GL EKM®PARI RASTILSHPR RUDI GTCDAQ
Xeml (1904)
1901 CACACCAGCTGCCCGGTGGGGCAGACCTGCTGCCCGAGCCTGGGTGGGAGCTGGGCCTGCTGCCAGTTGCCCCATGCTGTGTGCTGCGAGGATCGCCAGC
447" H T S C P V G Q T C CP SL GG SWATCTCQL®PHAVTCTCTETDTR RNADQ
BstXI (2075)
2001 ACTGCTGCCCGGCTGGCTACACCTGCAACGTGAAGGCTCGATCCTGCGAGAAGGAAGTGGTCTCTGCCCAGCCTGCCACCTTCCTGGCCCGTAGCCCTCA
480*H C C P A G Y T C NV K AR S CEKEVVSAQPATT FLARSPH
2101 CGTGGGTGTGAAGGACGTGGAGTGTGGGGAAGGACACTTCTGCCATGATAACCAGACCTGCTGCCGAGACAACCGACAGGGCTGGGCCTGCTGTCCCTAC
513 VvV G V K DV E CGE GHTFCHUDNA QTTZ CT CRIDNIRIQGMWATCTCTUZPY
Kasl (2225) Acc651 (2266)
2201 CGCCAGGGCGTCTGTTGTGCTGATCGGCGCCACTGCTGTCCTGCTGGCTTCCGCTGCGCAGCCAGGGGTACCAAGTGTTTGCGCAGGGAGGCCCCGCGCT
547 R Q G VvV C C A DR RHCTCPAGT FI RT CAARTGTI KT CLUI RRTEATUPR
Mscl (2366)
Sandl (2315) Scal (2349) Nhel (2360)
2301 GGGACGCCCCTTTGAGGGACCCAGCCTTGAGACAGCTGCTGTGAGGGACAGTACTGAAGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTG
580W D A P L R D P A L R Q L L e

Hpal (2498)
2401 GACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGT

Mfel (2509) EcoRI (2594)
2501 TAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTC

2601 TAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAA
-




2701 TGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAA

Sspl  (2833) Swal (2847)
2801 ATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCA

2901 GATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTA

3001 GCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAG

1414 ¢ N R T Y K L P I L E E I T T K VL KGNMTE I L VF CDZPAY
Sacl (3108) BstXI (3137)

3101 TCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAA

084D S | L E R CM G CP SV VU RI SRDVEHDSY®PHRVAVI TDTF

Stul (3272)

3201 AGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGAT

754 D K Q G NS VASGI A1l AEACVTUVZRGI Y ATET1T HVAS I I

3301 CTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCC

424 E G T K T R I A A GV HHIKNDTEYLMT I KETAVEUVLTETLTD

Bbsl (3418)
Xmnl (3414) Asel (3480)
3401 TGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGT
84Q Q S I N F T K M -- -

Sacl (3537)

3501 GGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGG

Spel (3635)
3601 AGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAA
e

SnaBI (3763)
3701 CCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAG

Ndel (3868)
3801 GTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGG

3901 CAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTC

Pacl (4054)
PstI (4047)

Sdal (4046) BspLU11I (4064)
4001 GTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACC
e

4101 GTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGG

4201 ACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCG

ApaLl (4378)
4301 GGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGC

4401 CCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAG

4501 AGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCA

4601 GTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAA

Pacl (4794)
4701 AAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATT

Eagl (4814)
Swal (4803) NotI (4813)
4801 AACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAA
4901 ACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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