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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406I (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Agel (552)
501 CTGAGATCACCGGTCAACATGTCTGGTTTGTTTGGCCCACTCTCCCGGCCTGGLCCC
- 1*»M S G L F G P L SR PG P
601 TCTCCCGTCCGCCTGGCTCTTTCTGTTGCTGCTCGGCCCCAGCTCGGTCCTCGGCATCTCCTTCCATCTGCCCGTGAACTCTCGCAAGTGTCTCCGAGAG
3 L P SAW L FLULULULG®PSSV LG 1 SFHULUPVNSI RIKTCTLRE

Fspl (770)
701 GAGATCCACAAGGACCTGCTGGTGACGGGCGCCTACGAGATCACCGACCAGTCTGGGGGCGCTGGCGGCCTGCGCACCCACCTCAAGATCACAGATTCTG
47 E | H K D L LV TGAYZE Il TDQSGGAGG GTULURTHTULTIK I T D S
Mscl (801)
801 CTGGCCATATTCTGTATGCCAAAGAGGATGCAACCAAGGGGAAGTTTGCCTTTACCACGGAAGACTATGACATGTTTGAAGTGTGTTTTGAGAGCAAGGG
8A G H | L Y A K EDATIKGIK FAFTTEDYDMTFEFEVCTFE S KG
Xbal (930)
901 AACAGGGCGGATACCTGACCAACTCGTGATTCTAGACATGAAGCATGGAGTAGAGGCGAAAAATTATGAAGAGATTGCAAAAGTCGAGAAACTCAAACCA
113 T G R I P D Q LV I LDMIKHGV EAIKNYTETE I AKV EK L K P
Xhol (1021)
1001 CTGGAGGTGGAGTTACGACGGCTCGAGGACCTTTCCGAGTCCATTGTTAATGACTTTGCCTACATGAAGAAGCGGGAAGAGGAGATGAGGGACACTAATG
147 L E V E L R R L ED L S E S I VNDFAYMZEKI KR RTETETEMIRDTN
Xmal (1112)

1101 AGTCCACGAACACCCGGGTCCTGTACTTCAGCATCTTTTCCATGTTCTGCCTCATTGGACTAGCCACCTGGCAGGTCTTCTACCTGCGTCGCTTCTTCAA
189 E S T N T RV L Y F S I F SM FCUL I GLATWAOQV F Y LRI RTFTFK

Nhel (1252)

BstXI (1249) MsclI (1258)
1201 GGCCAAGAAGTTGATAGAGTAATGAGGCTCAGTGTTCTGTCCCCTAGAGCCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACC
213 A K K L | E e e

Hpal (1390)
1301 ACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACA

Mfel (1401) EcoRI (1486)
1401 ACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATAC
> -

1501 AGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATT

Sapl (1668)
1601 AGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTG

Sspl (1725) Swal (1739)
1701 ACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCA

1801 AGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGT
414 e N
1901 TCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGAT
1394 R T Y K L P I L E E I T T KV LKGNMTE I LV FCDUPAYD S I
Sacl (2000) BstXI (2029)
2001 GAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTC
%64 L E R C M G C P SV V R I SRDV EDSYPHRVAV I TDFDK
Stul (2164)
2101 TGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAG
77219Q G N SV ASG I A I AEACVTVIZ RG I YAE I HVAS 1 I EGT
2201 TCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGA
304 K T R I AAGV HHIKNDEYLMT I KETA AV EV L ELDI QAQS
Xmnl (2306) Asel (2372)
2301 GATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCG
64 I N F T K M = -




Sacl (2429)
2401 TCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTA

Spel (2527)
2501 CGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATC
-

SnaBI (2655)
2601 CACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTA

Ndel (2760)
2701 CTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTAC

2801 CGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCG

Pacl (2946)

PstI (2939)

Sdal (2938)
2901 GTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAG
-

3001 GCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAA

3101 GATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGT

ApalLlI (3270)
3201 GGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGC

3301 TGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGT

3401 ATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTT

3501 CGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGA

Pacl (3686) Swal (3695)
3601 TCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTA

Eagl (3706)
NotI (3705)
3701 AATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACG

3801 AAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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