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Pvul (7)
Sgfl (6) Mfel (82) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36I (291)
Psp14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BspHI (560)
Agel (552) Tth111I (585)
501 CTGAGATCACCGGTCATCATGAAGATCCTCCTGCTACTGCTGACCTTGTCTCTGGC
[ 1*™M K I L L L L L T L S L A

Bsu361 (694)
601 CTCCAGGACAAAGGCAGGGGAGATCATCGGGGGACATGAAGTCAAGCCCCACTCTCGACCCTACATGGCCTTACTTTCGATCAAGGATCAGCAGCCTGAG
13 S R T K A G E I I G G HEVKZPUHS SR RPYMATLTLTSTIKUDG QAOQFPE
Bsp120I (785)
701 GCGATATGTGGGGGCTTCCTTATTCGAGAGGACTTTGTGCTGACTGCTGCTCACTGTGAAGGAAGTATAATAAATGTCACTTTGGGGGCCCACAACATCA
47" Al C G G F L I R EDF VLTAAHTCETGSTI I NVTLGATUHN.I
Bbsl (810) Nsil (840)
801 AAGAACAGGAGAAGACCCAGCAAGTCATCCCTATGGTAAAATGCATTCCCCACCCAGACTATAATCCTAAGACATTCTCCAATGACATCATGCTGCTAAA
80K E Q E K T QQV I PMV KT CTI PHPDYNPIKTTEFS SNDIMTLL K
901 GCTGAAGAGTAAGGCCAAGAGGACTAGAGCTGTGAGGCCCCTCAACCTGCCCAGGCGCAATGTCAATGTGAAGCCAGGAGATGTGTGCTATGTGGCTGGT
113 L K S K A K R T R A VR PLNLU PRI RNVNVYVIEKPGDVTCYVASG
1001 TGGGGAAGGATGGCCCCAATGGGCAAATACTCAAACACGCTACAAGAGGTTGAGCTGACAGTACAGAAGGATCGGGAGTGTGAGTCCTACTTTAAAAATC
147 W G R M A P M G K Y S NTUL QEVETLTVOQKTDTZ RTETCETSYTF KN
SandI (1130) Pstl (1199)
1101 GTTACAACAAAACCAATCAGATATGTGCGGGGGACCCAAAGACCAAACGTGCTTCCTTTCGGGGGGATTCTGGAGGCCCGCTTGTGTGTAAAAAAGTGGC
180FR Y N K T N Q | C A GDUPIKTJI KT RASTFIRGDSSGG®PLVCZKZK VA
BbrPI (1241) XhoI (1260)
1201 TGCAGGCATAGTTTCCTATGGATATAAGGATGGTTCACCTCCACGTGCTTTCACCAAAGTCTCGAGTTTCTTATCCTGGATAAAGAAAACAATGAAAAGC
213 A G I V S Y G Y K D G S P PRATFTIKVSSFLSWI KK KTMK S
Nhel (1328)
BamHI (1322) Msel (1334)
1301 AGCTAACTACAGAAGCAACATCGGATCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAA
247F S e

Hpal (1466) Mrfel (1477)
1401 TGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTC

EcoRI (1562)
1501 AGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCA
[ -

1601 AATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTT

Sapl (1744)
1701 TCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTA

SspI  (1801) Swal (1815)
1801 AAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGT

1901 TTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGA
+414 ¢ N R T Y K L P | L
Sacl (2076)
2001 GTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGG
1314 E E | T T K VL K G NM E I L VF CDU®PAYDS S 1l L ERI CMGTCP
BstXI (2105)
2101 GCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCA
984 S v V R I S R DV E D S Y P HR VAV I T DFWDJI KI QGNSUVASG
Stul (2240)

2201 ATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGA
6441 A I A E A CV T VRGI YATEI HVASI 1T I EGTIKTR RI AAGV

BbsI (2386)

Xmnl (2382)
2301 CATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGC
3 H H K NDEY LMTI KETAVEVLELDA QQS I NF T K M-4-—

Asel (2448)
2401 CCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCAC
-
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Sacl (2505)
TAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGA

Spel (2603)
TTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAA
— -

SnaBI (2731)
ACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCA

Ndel (2836)
TTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGT

CAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCG

Pacl (3022)
Pstl (3015)

Sdal (3014) BspLU11I (3032)
TAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCAT
— -

AGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAA

GCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTG

ApaLI (3346)
TAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGT

CTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCT

TGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTG

ATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTT

Eagl (3782)
Pacl (3762) Swal (3771) NotI (3781)
TCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATC

TTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAG
GCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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