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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp1406] (203) Pvull (239)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
NgoMIV (441)
401
Agel (552) SphI (560)

501 CTGAGATCACCGGTCAGCATGCGGGGAGGCAGGGGCGCCCCTTTCTGGCTGTGGCC

= 1*M R G G R G A P FW LW P

Mlul (649) Pstl (676)

601 GCTGCCCAAGCTGGCGCTGCTGCCTCTGTTGTGGGTGCTTTTCCAGCGGACGCGTCCCCAGGGCAGCGCCGGGCCACTGCAGTGCTACGGAGTTGGACCC
13 L P K L A LLGPLTLWVILTFQRTIRTPQGSAGTPTLIQTCYGVG P
701 TTGGGCGACTTGAACTGCTCGTGGGAGCCTCTTGGGGACCTGGGAGCCCCCTCCGAGTTACACCTCCAGAGCCAAAAGTACCGTTCCAACAAAACCCAGA
47* L G D L NC SWEUPTLGDTULGATPSTETLHTLO QSOQKTYURSNTEKTOQ
801 CTGTGGCAGTGGCAGCCGGACGGAGCTGGGTGGCCATTCCTCGGGAACAGCTCACCATGTCTGACAAACTCCTTGTCTGGGGCACTAAGGCAGGCCAGCC
8T V A V A A G R SW V A | PREQLTMSDJIKTLTLVWGTTIKAGS® QP
901 TCTCTGGCCCCCCGTCTTCGTGAACCTAGAAACCCAAATGAAGCCAAACGCCCCCCGGCTGGGCCCTGACGTGGACTTTTCCGAGGATGACCCCCTGGAG
113 LW P PV FV N L ETQMG KT PNATPRTLGT PDVTDTFSTETDTDTZPTLE
1001 GCCACTGTCCATTGGGCCCCACCTACATGGCCATCTCATAAAGTTCTGATCTGCCAGTTCCACTACCGAAGATGTCAGGAGGCGGCCTGGACCCTGCTGG
147 AT V HW A P P TW P SHKUV L ICQTFHYU RRCQEAAWT L L
Nhel (1152)
1101 AACCGGAGCTGAAGACCATACCCCTGACCCCTGTTGAGATCCAAGATTTGGAGCTAGCCACTGGCTACAAAGTGTATGGCCGCTGCCGGATGGAGAAAGA
180*E P E L K T | P LT PV E I QDL ELATGTVYZKVJYGURT CURMTETKE
1201 AGAGGATTTGTGGGGCGAGTGGAGCCCCATTTTGTCCTTCCAGACACCGCCTTCTGCTCCAAAAGATGTGTGGGTATCAGGGAACCTCTGTGGGACGCCT
213 E D LW G EW S P I L SFQTUPPSAPKT DVWVSGNTLTCGT P
1301 GGAGGAGAGGAACCTTTGCTTCTATGGAAGGCCCCAGGGCCCTGTGTGCAGGTGAGCTACAAAGTCTGGTTCTGGGTTGGAGGTCGTGAGCTGAGTCCAG
247 G G E E P L L LWIKATPGT PCVAQV SYKVWT FWVGGTRTETLTSS?P
1401 AAGGAATTACCTGCTGCTGCTCCCTAATTCCCAGTGGGGCGGAGTGGGCCAGGGTGTCCGCTGTCAACGCCACAAGCTGGGAGCCTCTCACCAACCTCTC
20 E G | T C CC S L I P SGATEWAU RYSAVNATSWTETPTLTNTLS
BStEII (1575)
1501 TTTGGTCTGCTTGGATTCAGCCTCTGCCCCCCGTAGCGTGGCAGTCAGCAGCATCGCTGGGAGCACGGAACTACTGGTGACCTGGCAACCGGGGCCTGGG
338:- L VCLD SASAZPR RS SVYVAV SS I AGSTTETLTLVTWAOQ®PGZPG
Xhol (1628)
1601 GAACCACTGGAGCATGTAGTGGACTGGGCTCGAGATGGGGACCCCCTGGAGAAACTCAACTGGGTCCGGCTTCCCCCTGGGAACCTCAGTGCTCTGTTAC
347 E P L EHV VDWAT RDTGTDT PLTETEKTLNWV RLZPTPGNTLTSATLL
PshAI (1740)
1701 CAGGGAATTTCACTGTCGGGGTCCCCTATCGAATCACTGTGACCGCAGTCTCTGCTTCAGGCTTGGCCTCTGCATCCTCCGTCTGGGGGTTCAGGGAGGA
330kP G N F TV GV PYR I TVTAVSASGTLASASTSVWGTFTR RTETE
1801 ATTAGCACCCCTAGTGGGGCCAACGCTTTGGCGACTCCAAGATGCCCCTCCAGGGACCCCCGCCATAGCGTGGGGAGAGGTCCCAAGGCACCAGCTTCGA
413 L A P LV G PT LW RTLQDATPPGTU PATIAWGTEVTPRHOQTLR
ApaLlI (1925)
1901 GGCCACCTCACCCACTACACCTTGTGTGCACAGAGTGGAACCAGCCCCTCCGTCTGCATGAATGTGAGTGGCAACACACAGAGTGTCACCCTGCCTGACC
447 G H L T H Y TLCAQSGTSPSVCMNVYSGNTOQSVTTLTPD
2001 TTCCTTGGGGTCCCTGTGAGCTGTGGGTGACAGCATCTACCATCGCTGGACAGGGCCCTCCTGGTCCCATCCTCCGGCTTCATCTACCAGATAACACCCT
480L PW G P C E LWV TA ST I AGQGT PUPGT P I LRLHTLTPDNTL
2101 GAGGTGGAAAGTTCTGCCGGGCATCCTATTCTTGTGGGGCTTGTTCCTGTTGGGGTGTGGCCTGAGCCTGGCCACCTCTGGAAGGTGCTACCACCTAAGG
51338 RW K V L PG | L FLWGTULTFTLTLGT CG GTLTSTLATSGT RTCYHTLTR
2201 CACAAAGTGCTGCCCCGCTGGGTCTGGGAGAAAGTTCCTGATCCTGCCAACAGCAGTTCAGGCCAGCCCCACATGGAGCAAGTACCTGAGGCCCAGCCCC
547 H K V L P RW VW E KV PDPANTGSTSSG QU PHMTETGQVTPTEHATQ QFP
2301 TTGGGGACTTGCCCATCCTGGAAGTGGAGGAGATGGAGCCCCCGCCGGTTATGGAGTCCTCCCAGCCCGCCCAGGCCACCGCCCCGCTTGACTCTGGGTA
5L G D L P | L EV EEMEPPPVMETSTSQPAQATATPTLTDSG Y
Xmnl (2403) SHil (2444) AvrlI (2489)
2401 TGAGAAGCACTTCCTGCCCACACCTGAGGAGCTGGGCCTTCTGGGGCCCCCCAGGCCACAGGTTCTGGCCTGAACCACACGTCTGGCTGCCTAGGTCTAG
613 E K H F L P T PETFETLTGTLTLTGT PPRTPOQV LA e
2501 CTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCT

Hpal (2633) Mfel (2644)
2601 TTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAA




EcoRI (2729)
2701 GCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGG
> el

2801 ATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAA

Sapl (2911) Sspl (2968) Swal (2982)
2901 GGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGC

3001 AATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTT

3101 TAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCAT

414 ¢« N R T Y K L P I L E E I T T K V L K G N

Sacl (3243)
3201 TCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATC
1204 M E | LV FCDUPAYDS I L ERCMSGT CU®PSVV R I SRDVETD
3301 AGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTG
84 S Y P H RV AV I T D FDIKQGNSVASG I A I A EACVTVR R
Stul (3407)
3401 CCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGA
534G | YA E I HV A S | I EGTKTR I AAGV HHIKNDEYLMT I
BspHI (3557)
Xmnl (3549)
3501 TCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGA
204 K ET AV EV L ELDQQS I N FTKM-
Asel (3615) Sacl (3672)
3601 TATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCG
-

Spel (3770)
3701 TACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCA
=l

SnaBI (3898)
3801 ATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATA

3901 CGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACT

Ndel (4003)
4001 TGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGA

Pacl (4189)
Pstl (4182)
Sdal (4181) BspLU11I (4199)
4101 ACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAA
-

4201 CATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAAT

4301 CGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGC

4401 CGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTC

ApaLl (4513)
4501 CAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCG

4601 CCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAA

4701 GAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGG

4801 TTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAAC

Eagl (4949)
Pacl (4929) Swal (4938) Notl (4948)
4901 TCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTT

5001 GTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACA
5101 TTTCTCTATCGAA
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