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PAAV2-LSP1.FURINS.PB.dna (Circular / 7692 bp)

5 Tagctgcgcgctcgctcgctcactgaggccgcccgggcaaagcccgggcgtcgggcgacctttggtcgcccggcctcagtgagcgagcgagcgcgcagagagggagtggccaactccatcactaggggttccttgtagttaatga
} t t t } t t t t t t
3’ Atcgacgcgcgagcgagcgagtgactccggcgggcccgtttcgggcccgcagcccgctggaaaccagcgggccggagtcactcgctcgctcgcgcgtctctccctcaccggttgaggtagtgatccccaaggaacatcaattact

ITR1

145

AsiST

ttaacccgccatgctacttatctacgtagccatgctctaGCGATCGCTTAACCCTAGAAAGATAGTCTGCGTAAAATTGACGCATGCATTCTTGAAATATTGCTCTCTCTTTCTAAATAGCGCGAATCCGTCGCTGTGCATTTAG
1 N 1 M 1 M 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 3 1

i t i t t t i t i t i t i t t t i t i t i t i t 1 + } + } 290

aattgggcggtacgatgaatagatgcatcggtacgagatCGCTAGCGAATTGGGATCTTTCTATCAGACGCATTTTAACTGCGTACGTAAGAACTTTATAACGAGAGAGAAAGATTTATCGCGCTTAGGCAGCGACACGTAAATC
ITR1

GACATCTCAGTCGCCGCTTGGAGCTCCCGTGAGGCGTGCTTGTCAATGCGGTAAGTGTCACTGATTTTGAACTATAACGACCGCGTGAGTCAAAATGACGCATGATTATCTTTTACGTGACTTTTAAGATTTAACTCATACGATA
1 I 1 1 1 1 1 1 1 1 1 1 1 1 M

+ T + T i T + T + T + T + T i T + T + T + T + T + T i T
CTGTAGAGTCAGCGGCGAACCTCGAGGGCACTCCGCACGAACAGTTACGCCATTCACAGTGACTAAAACTTGATATTGCTGGCGCACTCAGTTTTACTGCGTACTAATAGAAAATGCACTGAAAATTCTAAATTGAGTATGCTAT

s
&
G

Pacl

ATTATATTGTTATTTCATGTTCTACTTACGTGATAACTTATTATATATATATTTTCTTGTTATAGATATCttaattaactgcaggctcagaggcacacaggagtttctgggctcaccctgcccccttccaacccctcagttccca
L M L . L s M M 580
+ t y + y + t + } + t +

TAATATAACAATAAAGTACAAGATGAATGCACTATTGAATAATATATATATAAAAGAACAATATCTATAGaattaattgacgtccgagtctccgtgtgtcctcaaagacccgagtgggacgggggaaggttggggagtcaagggt

tcctccagcagctgtttgtgtgectgecctctgaagtccacactgaacaaacttcagcctactcatgtccctaaaatgggcaaacattgcaagcagcaaacagcaaacacacagccctccctgecctgectgaccttggagectggggca
s ! s 1 M ! s ! s ! s ! s 1 M ! s ! s ! s ! s ! : 1 M I "

NI
N
&

T T T T T T T T T T T T T T T T T T T T T T T T T T T T
aggaggtcgtcgacaaacacacgacggagacttcaggtgtgacttgtttgaagtcggatgagtacagggattttacccgtttgtaacgttcgtcgtttgtcgtttgtgtgtcgggagggacggacgactggaacctcgaccccgt

ApoE enh

gaggtcagagacctctctgggcccatgccacctccaacatccactcgaccccttggaatttcggtggagaggagcagaggttgtcctggcgtggtttaggtagtgtgagagggtccggcgattaactgcaggctcagaggcacac

®
S
3

} + + + } } } } }
ctccagtctctggagagacccgggtacggtggaggttgtaggtgagctggggaaccttaaagccacctctcctcgtctccaacaggaccgcaccaaatccatcacactctcccaggccgctaattgacgtccgagtctccgtgtg

ApoE enh ApoE enh

aggagtttctgggctcaccctgeccccecttccaacccctcagttcccatcctccagcagetgtttgtgtgectgecctectgaagtccacactgaacaaacttcagcctactcatgtccctaaaatgggcaaacattgcaagcagcaaa
s ! s 1 M ! s ! s ! s ! s 1 M ! s 1 s ! s ! s ! s 1 M I

1015

T
tcctcaaagacccgagtgggacgggggaaggttggggagtcaagggtaggaggtcgtcgacaaacacacgacggagacttcaggtgtgacttgtttgaagtcggatgagtacagggattttacccgtttgtaacgttcgtcgttt

ApoE enh

cagcaaacacacagccctccctgcctgctgaccttggagctggggcagaggtcagagacctctctgggcccatgccacctccaacatccactcgaccccttggaatttcggtggagaggagcagaggttgtcctggcgtggttta

+ } + t } } t + + + } 1160

gtcgtttgtgtgtcgggagggacggacgactggaacctcgaccccgtctccagtctctggagagacccgggtacggtggaggttgtaggtgagctggggaaccttaaagccacctctcctcgtctccaacaggaccgcaccaaat

ApoE enh

BgIII

ggtagtgtgagagggtccggcgaattaagatcttgctaccagtggaacagccactaaggattctgcagtgagagcagagggccagctaagtggtactctcccagagactgtctgactcacgccaccccctccaccttggacacag
3 1 3 1 M 1 h 1 3 I L 1 3 1 M I L I L 1 L I L 1 L 1 M J

1305

T T T T T T T T T T T T T T T T T T T T T T T T T T T T
ccatcacactctcccaggccgcttaattctagaacgatggtcaccttgtcggtgattcctaagacgtcactctcgtctccecggtcgattcaccatgagagggtctctgacagactgagtgecggtgggggaggtggaacctgtgte

ApoE enh hAAT promoter

gacgctgtggtttctgagccaggtacaatgactcctttcggtaagtgcagtggaagctgtacactgcccaggcaaagcgtccgggcagcgtaggcgggcgactcagatcccageccagtggacttagecccectgtttgectccteccga
! : ! M 1 s ! s 1 s 1 s ! " 1 s I : ! : ! . ! : ! M 1 M

1450

T T T T T T T T T T T T T T T T T T T T T T T T T T T T
ctgcgacaccaaagactcggtccatgttactgaggaaagccattcacgtcaccttcgacatgtgacgggtccgtttcgcaggcccgtecgcatccgecccgetgagtctagggtcggtcacctgaatcggggacaaacgaggaggcet
hAAT promoter

BbvCI Xeml NotI

taactggggtgaccttggttaatattcaccagcagcctcccccgttgcccctctggatccactgcttaaatacggacgaggacagggccctgtctcctcagcttcaggcaccaccactgacctgggacagtgaatchGCCGCTC

I I t + I + I I + | + $ } ¥ 1595
attgaccccactggaaccaattataagtggtcgtcggagggggcaacggggagacctaggtgacgaatttatgcctgctcctgtcccgggacagaggagtcgaagtccgtggtggtgactggaccctgtcacttachCGGCGAG

hAAT promoter

TAGAGCCACCATGATGCGGCTGCTGCCCCTGCTGGCTCTGCTGGCCCTGTGGGGACCTGATCCTGCCGCCGCTTTCGTGAACCAGCACCTGTGCGGCAGCGACCTGGTGGAAGCCCTGTACCTGGTCTGCGGCGAGCGGGGCTTC
1 M 1 M 1 M 1 N 1 M 1 N 1 M 1 N 1 M 1 M 1 M 1 N 1 M 1 M 1

+ T + T + 1 + 1 + 1 + 1 + T + 1 + 1 + 1 + 1 + 1 + T + t 1740

T
ATCTCGGTGGTACTACGCCGACGACGGGGACGACCGAGACGACCGGGACACCCCTGGACTAGGACGGCGGCGAAAGCACTTGGTCGTGGACACGCCGTCGCTGGACCACCTTCGGGACATGGACCAGACGCCGCTCGCCCCGAAG

Sbfl

TTCTACACCCCCCGGACCAAGAGAGAGGCCGAGGACCTGCAGGTCGGACAGGTGGAACTGGGCGGAGGACCTGGCGCCGGATCTCTGCAGCCTCTGGCCCTGGAAGGCAGCCGGCAGAAACGGGGCATCGTGGAACAGTGCTGCA
1 1 1 1 1 1 1 1 1 1 1 1 1 1

+ 1 + T + 1 + 1 + 1 + 1 + T + 1 + 1 + 1 + 1 + 1 + T + 1885

T
AAGATGTGGGGGGCCTGGTTCTCTCTCCGGCTCCTGGACGTCCAGCCTGTCCACCTTGACCCGCCTCCTGGACCGCGGCCTAGAGACGTCGGAGACCGGGACCTTCCGTCGGCCGTCTTTGCCCCGTAGCACCTTGTCACGACGT

AsiSI

CCAGCATCTGCAGCCTGTACCAGCTGGAAAACTACTGCAACTGATAATAAGCGATCGCAATTCCGCCCCCCCCCCCTAACGTTACTGGCCGAAGCCGCTTGGAATAAGGCCGGTGTGCGTTTGTCTATATGTTATTTTCCACCAT
1 1 M 1

3 1 3 'l 3 1 3 1 3 1 3 1 3 'l 3 1 3 1 3 1 3 1 3 1 3
+ i + t + i + i + i + i + t + i + i + i + i + i + t + t 2030

2175

TAACGGCAGAAAACCGTTACACTCCCGGGCCTTTGGACCGGGACAGAAGAACTGCTCGTAAGGATCCCCAGAAAGGGGAGAGCGGTTTCCTTACGTTCCAGACAACTTACAGCACTTCCTTCGTCAAGGAGACCTTCGAAGAACT
IRES

AfIIIT Dralll

AGACAAACAACGTCTGTAGCGACCCTTTGCAGGCAGCGGAACCCCCCACCTGGCGACAGGTGCCTCTGCGGCCAAAAGCCACGTGTATAAGATACACCTGCAAAGGCGGCACAACCCCAGTGCCACGTTGTGAGTTGGATAGTTG
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

T t T t T t T t T t T y T t T y T t T t T y T t T t t + t 2320
TCTGTTTGTTGCAGACATCGCTGGGAAACGTCCGTCGCCTTGGGGGGTGGACCGCTGTCCACGGAGACGCCGGTTTTCGGTGCACATATTCTATGTGGACGTTTCCGCCGTGTTGGGGTCACGGTGCAACACTCAACCTATCAAC
IRES

Pcil
AFITIT

TGGAAAGAGTCAAATGGCTCTCCTCAAGCGTATTCAACAAGGGGCTGAAGGATGCCCAGAAGGTACCCCATTGTATGGGATCTGATCTGGGGCCTCGGTGCACATGCTTTACATGTGTTTAGTCGAGGTTAAAAAACGTCTAGGC
N 1 N 1 M 1 " 1 " 1 " 1 N 1 1 1 " 1 M 1 " 1 " 1 " 1 1 1

2465

t T t T y T + T + T t T t T t T y T + T + T t T t T t T
ACCTTTCTCAGTTTACCGAGAGGAGTTCGCATAAGTTGTTCCCCGACTTCCTACGGGTCTTCCATGGGGTAACATACCCTAGACTAGACCCCGGAGCCACGTGTACGAAATGTACACAAATCAGCTCCAATTTTTTGCAGATCCG
IRES
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Ncol

CCCCCGAACCACGGGGACGTGGTTTTCCTTTGAAAAACACGATGATAATATGGCCACAGTTTAAACGCCACCATGGTGAGCAAGGGCGAGGAGGATAACATGGCCATCATCAAGGAGTTCATGCGCTTCAAGGTGCACATGGAGG
1 M 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1 M 1 N 1 M 1
T t T t T t T t T + T t T t T t T t T t T + T t T t T + t 2610

GGGGGCTTGGTGCCCCTGCACCAAAAGGAAACTTTTTGTGCTACTATTATACCGGTGTCAAATTTGCGGTGGTACCACTCGTTCCCGCTCCTCCTATTGTACCGGTAGTAGTTCCTCAAGTACGCGAAGTTCCACGTGTACCTCC

1 10 1 0
Met Val Ser Lys Gly Glu Glu Asp Asn Met Ala_Ile Ile Lys Glu Phe Met Arg Phe Lys Val His Met Glu

IRES mCherry

GCTCCGTGAACGGCCACGAGTTCGAGATCGAGGGCGAGGGCGAGGGCCGCCCCTACGAGGGCACCCAGACCGCCAAGCTGAAGGTGACCAAGGGTGGCCCCCTGCCCTTCGCCTGGGACATCCTGTCCCCTCAGTTCATGTACGG
N ! ' ! L ! : ! ' 1 M ! N ! f ! N 1 s ! : 1 M 1 N ! N 1 M
+ 1 + 1 + 1 + 1 + T + 1 + 1 + 1 + 1 + 1 + T + 1 + 1 } t + 2755

CGAGGCACTTGCCGGTGCTCAAGCTCTAGCTCCCGCTCCCGCTCCCGGCGGGGATGCTCCCGTGGGTCTGGCGGTTCGACTTCCACTGGTTCCCACCGGGGGACGGGAAGCGGACCCTGTAGGACAGGGGAGTCAAGTACATGCC

0 5 40 4 50 5 60 6! Q0
Gly Ser Val Asn Gly His Glu Phe Glu Tle Glu Gy Glu Gy Glu Gly Arg Pro Tyr Glu Gly Thr Gln Thr Ala Lys Leu Lys Val Thr Lys Gly Gly Pro Leu Pro Phe Ala Trp Asp lle Leu Ser Pro Gn Phe Met Tyr Gy
mCherry

Sbfl
CTCCAAGGCCTACGTGAAGCACCCCGCCGACATCCCCGACTACTTGAAGCTGTCCTTCCCCGAGGGCTTCAAGTGGGAGCGCGTGATGAACTTCGAGGACGGCGGCGTGGTGACCGTGACCCAGGACTCCTCCCTGCAGGACGGC
1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1 N 1 M 1 M 1 M 1 M 1 M 1

2900
T f T . T X T T T T T T T T T T T T T T T T T T T T T T T
GAGGTTCCGGATGCACTTCGTGGGGCGGCTGTAGGGGCTGATGAACTTCGACAGGAAGGGGCTCCCGAAGTTCACCCTCGCGCACTACTTGAAGCTCCTGCCGCCGCACCACTGGCACTGGGTCCTGAGGAGGGACGTCCTGCCG

80 8! a0 9 100 10! 110 11 120
Ser Llys Ala Tyr Val Lys His Pro Ala Asp Il Pro Asp Tyr Leu Lys Leu Ser Phe Pro Glu Gly Phe Lys Trp Glu Arg Val Met Asn Phe Glu Asp Gly Gly Val Val Thr Val Thr GIn Asp Ser Ser Leu Gln Asp Gly
mCherry

GAGTTCATCTACAAGGTGAAGCTGCGCGGCACCAACTTCCCCTCCGACGGCCCCGTAATGCAGAAGAAGACGATGGGCTGGGAGGCCTCCTCCGAGCGGATGTACCCCGAGGACGGCGCCCTGAAGGGCGAGATCAAGCAGAGGC
e it i b i i 3005
CTCAAGTAGATGTTCCACTTCGACGCGCCGTGGTTGAAGGGGAGGCTGCCGGGGCATTACGTCTTCTTCTGCTACCCGACCCTCCGGAGGAGGCTCGCCTACATGGGGCTCCTGCCGCGGGACTTCCCGCTCTAGTTCGTCTCCG

1 130 1 140 14! 150 155 160 16!
Glu Phe Ile Tyr Lys Val Lys leu Arg Gly Thr Asn Phe Pro Ser Asp Gly Pro Val Met Gln Lys Lys Thr Met Gly Trp Glu Ala Ser Ser Glu Arg Met Tyr Pro Glu Asp Gy Ala Leu Lys Gy Glu Ile Lys Gin Arg
mCherry
BbvCI

TGAAGCTGAAGGACGGCGGCCACTACGACGCTGAGGTCAAGACCACCTACAAGGCCAAGAAGCCCGTGCAGCTGCCCGGCGCCTACAACGTCAACATCAAGTTGGACATCACCTCCCACAACGAGGACTACACCATCGTGGAACA
! s ! N 1 s ! : 1 M 1 s ! s ! s 1 N ! s ! M 1 : ! : 1 M 1
+ 1 + 1 + 1 + 1 + T + 1 + 1 + 1 + 1 + 1 t T + 1 $ 1 + { 3190

T
ACTTCGACTTCCTGCCGCCGGTGATGCTGCGACTCCAGTTCTGGTGGATGTTCCGGTTCTTCGGGCACGTCGACGGGCCGCGGATGTTGCAGTTGTAGTTCAACCTGTAGTGGAGGGTGTTGCTCCTGATGTGGTAGCACCTTGT

120 1 180 18 190 19 00 20 10 1
Leu Lys Leu Lys Asp Gly Gly His Tyr Asp Ala Glu Val Lys Thr Thr Tyr Lys Ala_Lys Lys Pro Val Gin Leu Pro Gly Ala Tyr Asn Val Asn lle Lys Leu Asp 1lle Thr Ser His Asn Glu Asp Tyr Thr lle Val Glu_Gin
mCherry

SgrAl Xcml Ascl

GTACGAACGCGCCGAGGGCCGCCACTCCACCGGCGGCATGGACGAGCTGTACAAGTAAGGCGCGCCAGCTTATCGATaatcaacctctggattacaaaatttgtgaaagattgactggtattcttaactatgttgctccttttac

L 1 L 1 L 1 L 1 L 1 M 1 N 1 L 1 . I L 1 3 1 M 1 L 1 3 1 :

¥ 1 i i i 1 ¥ 1 ¥ T & 1 3 1 ¥ 1 ¥ 1 i 1 i T 1 1 § t + 3335
CATGCTTGCGCGGCTCCCGGCGGTGAGGTGGCCGCCGTACCTGCTCGACATGTTCATTCCGCGCGGTCGAATAGCTAttagttggagacctaatgttttaaacactttctaactgaccataagaattgatacaacgaggaaaatg

20 230 23!
Tyr Glu Arg Ala Glu Gly Arg His Ser Thr Gly Gly Met Asp Glu leu Tyr Lys
mCherry [ WPRE

gctatgtggatacgctgctttaatgcctttgtatcatgctattgcttcccgtatggetttcattttcteccteccttgtataaatcctggttgetgtectectttatgaggagttgtggecccgttgtcaggcaacgtggegtggtgtge
I R e e R e e
cgatacacctatgcgacgaaattacggaaacatagtacgataacgaagggcataccgaaagtaaaagaggaggaacatatttaggaccaacgacagagaaatactcctcaacaccgggcaacagtccgttgcaccgcaccacacg

WPRE

actgtgtttgctgacgcaacccccactggttggggcattgccaccacctgtcagctcctttccgggactttcgetttccceccteccctattgeccacggecggaactcatcgecgectgecttgececgetgetggacaggggctcgge
L 1 L ! L ! H 1 . 1 M 1 H 1 . ! L ! L 1 : 1 M 1 H 1 L 1 "

+ T y T + T + T y T t T + T + T + T y T + T t T y T t T + 3625
tgacacaaacgactgcgttgggggtgaccaaccccgtaacggtggtggacagtcgaggaaaggccctgaaagcgaaagggggagggataacggtgccgeccttgagtagcggcggacggaacgggcgacgacctgtccccgagecg
WPRE

tgttgggcactgacaattccgtggtgttgtcggggaaatcatcgtcctttccttggectgectcgectgtgttgeccacctggattctgecgegggacgtccttectgectacgteccecttecggecctcaatccagecggacctteccttceccecceg
I L 1 L 1 N I L 1 M 1 L 1 L 1 3 1 L I L 1 M 1 L 1 N 1 M 1

3770
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
acaacccgtgactgttaaggcaccacaacagcccctttagtagcaggaaaggaaccgacgagcggacacaacggtggacctaagacgcgccctgcaggaagacgatgcagggaagccgggagttaggtcgecctggaaggaagggce

WPRE

Sacll Sal1 Bcll *

cggcctgectgeccggectctgecggectectteccgegtecttecgecttecgecctcagacgagtecggatcteccctttgggececgectccccgcATCGATACCGTCGActcgetgatcagectcgactgtgecttctagttgeccageccatcectg
L I L 1 N 1 L 1 3 1 M I L 1 L 1 3 1 L 1 L 1 M 1 L 1 L 1 :

T 3915
T T T T T T T T T T T T T T T T T T T T T T T T T T T T
gccggacgacggccgagacgccggagaaggcgcagaagcggaagcgggagtctgctcagcctagagggaaacccggcggaggggcgTAGCTATGGCAGCTgagcgactagtcggagctgacacggaagatcaacggtcggtagac

WPRE ] bGH poly(A) signal

ttgtttgcccctcccececgtgecttccttgaccctggaaggtgeccactcccactgtcctttcctaataaaatgaggaaattgcatcgecattgtctgagtaggtgtcattctattctggggggtggggtggggcaggacagcaaggg
1 s ! s ! s 1 s ! M 1 s ! s 1 s ! s 1 s ! M 1 : 1 : 1 " I

T t T J T t T T ¥ T t T t T T T T T t T T T 4060

aacaaacggggagggggcacggaaggaactgggaccttccacggtgagggtgacaggaaaggattattttactcctttaacgtagcgtaacagactcatccacagtaagataagaccccccaccccaccccgtcctgtecgttccce

bGH poly(A) signal

Fsel

ggaggattgggaagacaatagcaggcatgctggggatgcggtgggctctatggcttctgaggcggaaagaacggccggccTTTGTTACTTTATAGAAGAAATTTTGAGTTTTTGTTTTTTTTTAATAAATAAATAAACATAAATA
: 1 s ! s ! s 1 : 1 " ! s ! s ! s ! s 1 s 1 M ! . ! . 1 "
+ T + T y T + T t T + T + T + 4205

T T : T T T . T T T ¥ T T
cctcctaacccttctgttatcgtccgtacgacccctacgccacccgagataccgaagactccgecctttcttgeccggeccggAAACAATGAAATATCTTCTTTAAAACTCAAAAACAAAAAAAAATTATTTATTTATTTGTATTTAT

[ ESTEIE

BsiwI

AATTGTTTGTTGAATTTATTATTAGTATGTAAGTGTAAATATAATAAAACTTAATATCTATTCAAATTAATAAATAAACCTCGATATACAGACCGATAAAACACATGCGTCAATTTTACGCATGATTATCTTTAACGTACGTCAC
1 M 1 M 1 M 1 M 1 M 1 N 1 N 1 M 1 N 1 N 1 M 1 N 1 M 1 M 1

4350
t T t T t T t T + T t T t T t T t T t T y T t T t T y T

T
TTAACAAACAACTTAAATAATAATCATACATTCACATTTATATTATTTTGAATTATAGATAAGTTTAATTATTTATTTGGAGCTATATGTCTGGCTATTTTGTGTACGCAGTTAAAATGCGTACTAATAGAAATTGCATGCAGTG

Hpal Sbf

AATATGATTATCTTTCTAGGGTTAAcctgcaggtagagcatggctacgtagataagtagcatggcgggttaatcattaactacaaggaacccctagtgatggagttggccactccctctctgegegectcgectecgectcactgagge
s 1 s ! s ! . ! s 1 " ! s ! . ! s ! s ! s 1 M ! . 1 . 1 "

t } t } t } } t } t } + } t } t } } } t } t . + 4495

T L]
TTATACTAATAGAAAGATCCCAATTggacgtccatctcgtaccgatgcatctattcatcgtaccgcccaattagtaattgatgttccttggggatcactacctcaaccggtgagggagagacgegecgagegagegagtgactecg

ITR2

Avrll Sfil

cgggcgaccaaaggtcgcccgacgcccgggectttgcccgggcggecctcagtgagcgagcgagcgecgcagagectttttgcaaaagcctaggecctccaaaaaagcctcctcactacttctggaatagctcagaggccgaggecggect
L L T s L - E A RS A
gcccgectggtttccagcgggectgcgggecccgaaacgggecccgeccggagtcactcgectcgetcgecgegtctcgaaaaacgttttcggatccggaggttttttcggaggagtgatgaagaccttatcgagtcteccggectececgecgga

[ SVA40 ori

Ncol

cggcctctgcataaataaaaaaaattagtcagccatggggcggagaatgggcggaactgggcggagttaggggcgggatgggcggagttaggggecgggactatggttgectgactaattgagatgcatgectttgcatacttectgece
" ! " i " 1 " 1 ; 1 " 1 " 1 L I M n " 1 ; 1 " ! " 1 " 1 "

T T T T ¥ T t T t T T T T T T T T T T T T T ¥ 4785

gccggagacgtatttattttttttaatcagtcggtaccccgecctcttacccgeccttgacccgecctcaatcccecgeccctacccgecctcaatccccgeccctgataccaacgactgattaactctacgtacgaaacgtatgaagacgg
< SV40 promoter

SVA40 ori |
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tgctggggagcctggggactttccacacctggttgetgactaattgagatgcatgctttgcatacttetgcctgctggggagectggggactttccacaccctaactgacacacattccacagetgcattaatgaatcggecaac
e e B O N R N e e et H e S R O e PO s DE O T
acgacccctcggacccctgaaaggtgtggaccaacgactgattaactctacgtacgaaacgtatgaagacggacgacccctcggacccctgaaaggtgtgggattgactgtgtgtaaggtgtcgacgtaattacttagecggttg

< SV40 promoter ]

gcgcggggagaggcggtttgegtattgggcgetettccgettcctegetcactgactecgectgegetcggtegttecggectgecggcgagecggtatcagctcactcaaaggcggtaatacggttatccacagaatcaggggataacgce
1 I 1 I M 1 " 1 " 1 " 1 . 1 " I M I " 1 " 1 M 1 . 1 1 1 M 5075
y T y T t T t T t T t T y T y T t T t T t T t T y T y T t
cgcgcccctctccgccaaacgcataacccgcgagaaggcgaaggagcgagtgactgagcgacgcgagccagcaagccgacgccgectcgeccatagtcgagtgagtttccgeccattatgccaataggtgtcttagtccecctattgeg

Pcil
AFIIIT

aggaaagaacatgtgagcaaaaggccagcaaaaggccaggaaccgtaaaaaggccgcgttgctggcgtttttccataggctccgeccceccctgacgagcatcacaaaaatcgacgctcaagtcagaggtggcgaaacccgacagga
1 " I " I " I 1 1 " I 1 I I 1 1 L 1 L 1 " ]

T t T t t $ 1 + 1 + T t T t T 4 t + 1 + 1 t T t T t T 5 T 5220
tcctttcttgtacactcgttttccggtcgttttccggteccttggcatttttccggcgcaacgaccgcaaaaaggtatccgaggcggggggactgectcgtagtgtttttagectgcgagttcagtctccaccgetttgggectgtect

ori

ctataaagataccaggcgtttccccctggaagctccctcgtgcgctctcctgttccgaccctgccgcttaccggatacctgtccgcctttctcccttcgggaagcgtggcgctttctcatagctcacgctgtaggtatctcagtt
+ } } } } } } + } } } } } t 5365
gatatttctatggtccgcaaagggggaccttcgagggagcacgcgagaggacaaggctgggacggcgaatggcctatggacaggcggaaagagggaagcccttcgcaccgcgaaagagtatcgagtgcgacatccatagagtcaa

< ori

cggtgtaggtcgttcgctccaagctgggectgtgtgcacgaacccccecgttcagecccgaccgectgecgeccttatccggtaactatcgtcttgagtccaacccggtaagacacgacttatcgccactggcagcagccactggtaacag
I . 1 M 1 " I " 1 " 1 " 1 . I M I M 1 " 1 " 1 " I " 1 M I 5510
{ + { + ' t ' t ' t } + T t T t T t T t T t T t T T T T T

gccacatccagcaagcgaggttcgacccgacacacgtgcttggggggcaagtcgggctggcgacgcggaataggccattgatagcagaactcaggttgggeccattctgtgctgaatagecggtgaccgtcgtcggtgaccattgte

< ori

gattagcagagcgaggtatgtaggcggtgctacagagttcttgaagtggtggcctaactacggctacactagaagaacagtatttggtatctgcgctctgctgaagccagttaccttcggaaaaagagttggtagctcttgatcc

} } 4 t } t t t 4 4 t t } } 5655
ctaatcgtctcgctccatacatccgccacgatgtctcaagaacttcaccaccggattgatgccgatgtgatcttcttgtcataaaccatagacgcgagacgacttcggtcaatggaagcctttttctcaaccatcgagaactagg

< ori

ggcaaacaaaccaccgctggtagcggtggtttttttgtttgcaagcagcagattacgcgcagaaaaaaaggatctcaagaagatcctttgatcttttctacggggtctgacgctcagtggaacgaaaactcacgttaagggattt
1 " 1 M I " 1 " 1 " 1 . 1 1 1 " I M 1 " 1 " 1 1 1 1 1 M 1 5800
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
ccgtttgtttggtggcgaccatcgccaccaaaaaaacaaacgttcgtcgtctaatgcgecgtctttttttcctagagttcttctaggaaactagaaaagatgccccagactgcgagtcaccttgecttttgagtgcaattccctaaa

< ori ]

tggtcatgagattatcaaaaaggatcttcacctagatccttttaaattaaaaatgaagttttaaatcaatctaaagtatatatgagtaaacttggtctgacagttaccaatgcttaatcagtgaggcacctatctcagcgatctg
t t 4 + + + t t 4 + t t 1 4 5945
accagtactctaatagtttttcctagaagtggatctaggaaaatttaatttttacttcaaaatttagttagatttcatatatactcatttgaaccagactgtcaatggttacgaattagtcactccgtggatagagtcgctagac

85 280 275
Bl Tp His lys lle leu Ser Ala Gly Ile Glu Ala lle Gin

AmpR

tctatttcgttcatccatagttgcctgactccccgtcgtgtagataactacgatacgggagggcttaccatctggccccagtgctgcaatgataccgcgagacccacgctcaccggctccagatttatcagcaataaaccagceca
1 . 1 M I " I M 1 " 1 " 1 " I " 1 " 1 " 1 M 1 . 1 " 1 M 1 6090
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
agataaagcaagtaggtatcaacggactgaggggcagcacatctattgatgctatgccctcccgaatggtagaccggggtcacgacgttactatggcgctctgggtgcgagtggeccgaggtctaaatagtcgttatttggtecggt

0 65 60 55 50 45 40 5 0
Arg Asn Arg Glu Asp Met Thr Ala Gln Ser Gly Thr Thr Tyr Il Val Vel Il Arg Ser Pro Llys Gly Asp Pro Gly leu Ala Ala Il lle Gy Arg Ser Gly Ag Glu Gly Ala Gly Ser Lys Asp Ala lle Phe Trp Gly

AmpR

FspI

gccggaagggccgagcgcagaagtggtcctgcaactttatccgecctccatccagtctattaattgttgeccgggaagctagagtaagtagttcgccagttaatagtttgecgcaacgttgttgeccattgectacaggcatecgtggtgt
L 1 L I M 1 " 1 " 1 " 1 L ! " I " 1 " n " 1 . 1 " ! " 1 "
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cggccttcccggctcgecgtcttcaccaggacgttgaaataggcggaggtaggtcagataattaacaacggcccttcgatctcattcatcaagcggtcaattatcaaacgcgttgcaacaacggtaacgatgtccgtagcaccaca

225 220 215 10 205 200 195 190 185 180
Ala_Pro leu Ala Ser Arg leu leu Pro Gly Ala Val lys Asp Ala Glu Met Trp Asp Ile leu Gln Gin Arg Ser Ala leu Thr leu leu Glu Gly Thr leu leu lys Arg leu Thr Thr Ala Met Ala Val Pro Met Thr Thr Asp

AmpR

cacgctcgtcgtttggtatggcttcattcagctccggttcccaacgatcaaggcgagttacatgatcccccatgttgtgcaaaaaagcggttagctcetteggtcctccgatecgttgtcagaagtaagttggeccgcagtgttate
! " 1 M 1 M 1 M 1 M 1 . ! " ! M 1 M 1 N 1 M Il . ! . 1 M 1 6380
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T

gtgcgagcagcaaaccataccgaagtaagtcgaggccaagggttgctagttccgctcaatgtactagggggtacaacacgttttttcgccaatcgaggaagccaggaggctagcaacagtcttcattcaaccggcgtcacaatag

175 170 165 160 155 150 145 140 135 130
Arg Glu Asp Asn Pro lle Ala Glu Asn Lleu Glu Pro Glu Trp Arg Asp Leu Arg Thr Val His Asp Gly Met Asn His Lleu Phe Ala Thr Leu Glu Lys Pro Gly Gly 1lle Thr Thr Leu Leu Leu Asn Ala_Ala_ Thr Asn_Asp

AmpR

Scal

actcatggttatggcagcactgcataattctcttactgtcatgccatccgtaagatgcttttctgtgactggtgagtactcaaccaagtcattctgagaatagtgtatgcggcgaccgagttgectcttgcccggecgtcaatacgg
1 " ] 1 1 1 1 L 1 " 1 1 n ; 1 " 1 1 " i

t T t t 4 1 + 1 + T + T t T t t 4 1 + 1 $ T + T t T t t 4 6525
tgagtaccaataccgtcgtgacgtattaagagaatgacagtacggtaggcattctacgaaaagacactgaccactcatgagttggttcagtaagactcttatcacatacgccgctggctcaacgagaacgggccgcagttatgcece

125 120 11 110 105 100 ) a0 85
Ser Met Thr 1lle Ala Ala Ser Cys leu Glu Arg Val Thr Met Gly Asp Thr leu His Lys Glu Thr Val Pro Ser Tyr Glu Val Leu Asp Asn Gln Ser Tyr His lle Arg Arg Gly leu GIn Glu Gin Gly Ala Asp lle Arg

<

AmpR

gataataccgcgccacatagcagaactttaaaagtgctcatcattggaaaacgttcttcggggcgaaaactctcaaggatcttaccgctgttgagatccagttcgatgtaacccactcgtgcacccaactgatcttcagcatctt
t + + t t t t } + } + } } + t t } + } 6670
ctattatggcgcggtgtatcgtcttgaaattttcacgagtagtaaccttttgcaagaagccccgcttttgagagttcctagaatggcgacaactctaggtcaagctacattgggtgagcacgtgggttgactagaagtcgtagaa

80 65 55 45
Ser Leu Val Ala_Gly Cvs Leu Leu Val Lys Pe Th Ser Wt Tet pro Phe Ag_ Glu Gl o Arg Phe Ser Glu Leu Ile Lys Gly Ser o Lo Asp Leu Glu lle Tyr Gly Val Arg A Gly Leu Gn Asp S Asp_Lys

AmpR

ttactttcaccagcgtttctgggtgagcaaaaacaggaaggcaaaatgccgcaaaaaagggaataagggcgacacggaaatgttgaatactcatactcttcctttttcaatattattgaagcatttatcagggttattgtctcat
y } } t 4 t t } } 6815
aatgaaagtggtcgcaaagacccactcgtttttgtccttccgttttacggcgttttttcccttattcccgctgtgcctttacaacttatgagtatgagaaggaaaaagttataataacttcgtaaatagtcccaataacagagta

0 5 )
Val Llys Val Leu Thr Glu Pro His Ala Phe Val Pro Leu Cys Phe Ala Aa Phe Phe Pro Tl Tew Aa v Arg_Phe Hs G e ser met
< | signal sequence | AmpR promoter
AmpR

gagcggatacatatttgaatgtatttagaaaaataaacaaataggggttccgcgcacatttccccgaaaagtgccacctgacgtctaagaaaccattattatcatgacattaacctataaaaataggcgtatcacgaggcccttt

1 " 1 " 1 " n " 1 " 1 " ! " 1 M ] " n " 1 " 1 " ! " 1 " 1
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ctcgcctatgtataaacttacataaatctttttatttgtttatccccaaggcgcgtgtaaaggggcttttcacggtggactgcagattctttggtaataatagtactgtaattggatatttttatccgcatagtgectccgggaaa

< AmpR promoter ]

cgtctcgcgcgtttcggtgatgacggtgaaaacctctgacacatgcagctcccggagacggtcacagecttgtctgtaagcggatgccgggagcagacaageccgtcagggcgegtcagecgggtgttggegggtgtcggggetgge
3 1 3 1 ' Il + Il : 1 3 1 3 1 3 1 ' 1 | 1 + 1 3 1 3 1 3 L 3
+ 1 + t + t + t + t + 1 + 1 + t + t + t + t + 1 + 1 + t + 7105

gcagagcgcgcaaagccactactgccacttttggagactgtgtacgtcgagggectctgccagtgtcgaacagacattcgectacggccctegtetgttcgggecagtcccgegcagtegeccacaaccgcccacagecccgaccg

EcoNI

ttaactatgcggcatcagagcagattgtactgagagtgcaccattcgacgctctcccttatgcgactcctgcattaggaagcagcccagtagtaggttgaggeccgttgagcaccgeccgeccgcaaggaatggtgcatgcaaggaga
} + } + } + } + } + } + } + } + } + } + } + t + } + } + } 7250
aattgatacgccgtagtctcgtctaacatgactctcacgtggtaagctgcgagagggaatacgctgaggacgtaatccttcgtcgggtcatcatccaactccggcaactcgtggecggcggecgttccttaccacgtacgttcctet
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PAAV2-LSP1.FURINS.PB.dna (Circular / 7692 bp)

Afel SgrAl

tggcgcccaacagtcccccggccacggggcctgccaccatacccacgccgaaacaagcgctcatgagcccgaagtggcgagecccgatcttccccatcggtgatgtcggcgatataggcgeccagcaaccgcacctgtggecgecggt
1 I 1 1 I 1 L 1 " i 1 1 " I " 1 " 1 L I "

t T t t 4 1 + 1 + T + T t T t t 4 1 + 1 $ T t T t T t t 5 7395

accgcgggttgtcagggggccggtgccccggacggtggtatgggtgecggectttgttcgecgagtactcgggecttcaccgectecgggctagaaggggtageccactacageccgectatatccgecggtecgttggecgtggacaccgecggceca
Nhel | BmtI

gatgccggccacgatgcgtccggcgtagaggatctggctagcgatgaccctgctgattggttcgctgaccatttccgggtgcgggacggcgttaccagaaactcagaaggttcgtccaaccaaaccgactctgacggcagtttac

} } } } } } } } } + + } } 7540
ctacggccggtgctacgcaggccgcatctcctagaccgatcgctactgggacgactaaccaagcgactggtaaaggcccacgccctgccgcaatggtctttgagtcttccaagcaggttggtttggctgagactgccgtcaaatg
gagagagatgatagggtctgcttcagtaagccagatgctacacaattaggcttgtacatattgtcgttagaacgcggctacaattaatacataaccttatgtatcatacacatacgatttaggtgacactatagaatacacggaa

s 1 s 1 s ! s ! s 1 : ! N 1 N ! N ! N ! N 1 : ! s ! s ! s

4 i 4 h 4 t ¥ t ¥ i i i 4 i 4 h 4 t ¥ t ¥ } + i 4 i 4 h 4 7685

ctctctctactatcccagacgaagtcattcggtctacgatgtgttaatccgaacatgtataacagcaatcttgcgecgatgttaattatgtattggaatacatagtatgtgtatgctaaatccactgtgatatcttatgtgectt

SP6 promoter

ttaattc 3
oo 7692

aattaag 57
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