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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
BstEII (555)
Agel (552)
501 CTGAGATCACCGGTCACCATGGGCCCCTACTGTGCCCCGCACCCCCTTTCTCTCCT
- 1M G P Y CA P HUP L S L L

601 GGTGCAGGCGGCGGCACTGGCAGCGGCCCTGGCCGAGGGCACCCTGCCTGCCTTCCTGCCCTGTGAGCTCCAGCCCCATGGTCAGGTGGACTGCAACTGG
13 VQ AAALAAALAEGTLUPAFTLZPT CETLI QPHGA QVDT CNW

Xmal (740)
701 CTGTTCCTGAAGTCTGTGCCGCACTTTTCGGCTGGAGCCCCCCGGGCCAATGTCACCAGCCTCTCCTTAATCTCCAACCGCATCCACCACTTGCATGACT
47 L F L K S VP HF S A GA P RANWVTSIULSULI SNZ RI HHLHD

801 CTGACTTCGTCCACCTGTCCAACCTGCGGGTCCTCAACCTCAAGTGGAACTGCCCGCCGGCCGGCCTCAGCCCCATGCACTTCCCCTGCCGTATGACCAT
80*S D F V HL S NLURVLNLIKMWNTCPUPAGLSUPMHTFUPTCR RMT.I
901 CGAGCCCAACACCTTCCTGGCTGTGCCCACCCTGGAGGAGCTGAACCTGAGCTACAACGGCATCACGACCGTGCCTGCCCTGCCCAGTTCCCTCGTGTCC
113 E P N T F L AV P TLETELNLSYNGI TTVPALU®PSSL VS
BsrGI (1073)
1001 CTGTCGCTGAGCCACACCAGCATCCTGGTGCTAGGCCCCACCCACTTCACCGGCCTGCACGCCCTGCGCTTTCTGTACATGGACGGCAACTGCTACTACA
147 L S L S H T S I L VL GPTHT FTS GLHALI RTFILYMDGNT CYY
Sacll (1111)
1101 TGAACCCCTGCCCGCGGGCCCTGGAGGTGGCCCCAGGCGCCCTCCTCGGCCTGGGCAACCTCACGCACCTGTCGCTCAAGTACAACAACCTCACGGAGGT
180kM N P C P R A L E VAPGATLIULSGLSGNLTHTILSTULIKYNNTLTEV
1201 GCCCCGCCGCCTGCCCCCCAGCCTGGACACCCTGCTGCTGTCCTACAACCACATTGTCACCCTGGCACCCGAGGACCTGGCCAACCTGACTGCCCTGCGC
213 P R R L PP S LDTWLULTULSYNHI VTLAPTEUDILANTLTATLR
Sdal (1349)

1301 GTGCTTGACGTGGGTGGGAACTGCCGCCGCTGCGACCATGCCCGCAACCCCTGCAGGGAGTGCCCAAAGAACTTCCCCAAGCTGCACCCTGACACCTTCA
247» V. L D V G G N CR R CDHARN NPT CR RTETCPIKNTFWPIKTILHZPUDTTF
Stul (1419) Sacll (1470)

1401 GTCACCTGAGCCGCCTCGAAGGCCTGGTGTTGAAGGACAGTTCTCTCTACAAACTAGAGAAAGATTGGTTCCGCGGCCTGGGCAGGCTCCAAGTGCTCGA
280S H L S R L E G L VL KDS S LY KULEI KW DMWTF RS GLGRIULIOQVLTD

Fspl (1565)
1501 CCTGAGTGAGAACTTCCTCTATGACTACATCACCAAGACCACCATCTTCAACGACCTGACCCAGCTGCGCAGACTCAACCTGTCCTTCAATTACCACAAG
313 L S E N F L Y DY I T K TTI1 F NDULTWO QLRI RLNLSTFNYHK
BsrBI (1686)
1601 AAGGTGTCCTTCGCCCACCTGCACCTGGCGTCCTCCTTTGGGAGTCTGGTGTCCCTGGAGAAGCTGGACATGCACGGCATCTTCTTCCGCTCCCTCACCA
347 K VS F A HL HLASS ST FGSLVSLEIKTLIDMHGI I FF RS LT
1701 ACATCACGCTCCAGCCGCTGACCCGGCTGCCCAAGCTCCAGAGTCTGCGTCTGCAGCTGAACTTCATCAACCAGGCCCAGCTCAGCATCTTTGGGGCCTT
380N | T L Q P L T R L P KL QSLU RLI QLNTFI NQAQL S 1 F GATF
Notl (1858)
1801 CCCGAGCCTGCTCTTCGTGGACCTGTCGGACAACCGCATCAGCGGAGCCGCGACGCCAGCGGCCGCCCTGGGGGAGGTGGACAGCAGGGTGGAAGTCTGG
413 P S L L FVvVDLSDNR RI SGAATUZPAAALTGTEVDSI RVEVW
1901 CGATTGCCCAGGGGCCTCGCTCCAGGCCCGCTGGACGCCGTCAGCTCAAAGGACTTCATGCCAAGCTGCAACCTCAACTTCACCTTGGACCTGTCACGGA
447 R L P R G L AP GPLDAVSSKWDTFMZPSCNILNTFTLDTL SR
2001 ACAACCTGGTGACAATCCAGCAAGAGATGTTTACCCGCCTCTCCCGCCTCCAGTGCCTGCGCCTGAGCCACAACAGCATCTCACAGGCGGTTAATGGCTC
480N N L V T I Q Q EM F TR L S RULQCL I RLSHNSI1T SQAVNGS
2101 CCAGTTCGTGCCGCTGACCAGCCTGCGAGTGCTCGACCTGTCCCACAACAAGCTGGACCTGTACCATGGGCGCTCATTCACGGAGCTGCCACAGCTGGAG
513 Q F v P L T S L RV L DULSHNIKILWDTULYHGRST FTTETLUZPAOQLE
Sphl (2234)
2201 GCACTGGACCTCAGCTACAACAGCCAGCCCTTCAGCATGCAGGGCGTGGGCCACAACCTCAGCTTCGTGGCCCAGCTGCCCTCCCTGCGCTACCTCAGCC
547 AL D L S Y NS QPF SMQGVGHNLSTFVAQLUPS LU RY L S

Fspl (2301) BssHII (2355)
2301 TTGCGCACAATGGCATCCACAGCCGCGTGTCACAGAAGCTCAGCAGCGCCTCGTTGCGCGCCCTGGACTTCAGCGGCAACTCCCTGAGCCAGATGTGGGC
560kL A H N G I H S R V S Q K L S SASLURALUDTFSGNSTLSQMWA

2401 GGAGGGAGACCTCTATCTCTGCTTTTTCAAAGGCTTGAGGAACCTGGTCCAGCTGGACCTGTCCGAGAACCATCTGCACACCCTCCTGCCTCGTCACCTG
613 E G D L Y L C F F K G L R NLVQLUDTULSENUHLIUHTLTLTPR RIUHIL
2501 GACAACCTGCCCAAGAGCCTGCGGCAGCTGCGTCTCCGGGACAATAACCTGGCCTTCTTCAACTGGAGCAGCCTGACCGTCCTGCCCCGGCTGGAAGCCC
647* D N L P K S L R Q L RLRDNNLATFTFNWSSLTVLZPR RTLTEA

2601 TGGATCTGGCAGGAAACCAGCTGAAGGCCCTGAGCAACGGCAGCCTGCCGCCTGGCATCCGGCTCCAGAAGCTGGACGTGAGCAGCAACAGCATCGGCTT
680FL D L A G N QL KA L S NGSULZPZPSGI RLI QKLU DVSSNSI GTF

BamHI (2775)

2701 CGTGATCCCCGGCTTCTTCGTCCGCGCGACTCGGCTGATAGAGCTTAACCTCAGCGCCAATGCCCTGAAGACAGTGGATCCCTCCTGGTTCGGTTCCTTA
713 Vv | P G F F VRATR RTLITELNTLTSANATLTEKTVUDTPSWTETGSL



Xmal (2899)
SandI (2803) BsrBI (2836) SrfI (2898)
2801 GCAGGGACCCTGAAAATCCTAGACGTGAGCGCCAACCCGCTCCACTGCGCCTGCGGGGCGGCCTTTGTGGACTTCCTGCTGGAGAGACAGGAGGCCGTGC
747* A G T L K I L DV SANZPLIUHT CATCGAATFUVDTFTLTLTETZ RTU QEAV
BspLUI1I (2920) PshAI (2968)
2901 CCGGGCTGTCCAGGCGCGTCACATGTGGCAGTCCGGGCCAGCTCCAGGGCCGCAGCATCTTCACACAGGACCTGCGTCTCTGCCTGGATGAGACCCTCTC
780kP G L S R RV T CG SPGQLQGR RS I FTQDLU RILTCLUDTETTLS
3001 CTTGGACTGCTTTGGCCTCTCGCTGCTAATGGTGGCGCTGGGCCTGGCAGTGCCCATGCTGCACCACCTCTGTGGCTGGGACCTCTGGTACTGCTTCCAC
813 L D C F G L S LLMVALGLAVPMLUHHLTECSGMWTDTLWYCTF H
3101 CTGTGTCTGGCCCATTTGCCCCGACGGCGGCGGCAGCGGGGCGAGGACACCCTGCTCTATGATGCCTTCGTGGTCTTCGACAAGGTGCAGAGTGCAGTGG
847" L C L A HL P RRU RR R QRS GETDTTULTLYUDATFUVVFDZIKUVAOQSAV
BstGI (3209)
3201 CTGATTGGGTGTACAACGAGCTCCGCGTGCAGCTGGAGGAGCGCCGGGGGCGCCGGGCGCTCCGCCTCTGCCTGGAGGAGCGAGACTGGCTCCCTGGTAA
880FA D W V Y N E L RV QL E ERRGRU RALT RILTECECLTETETR RUDMWTLZPGK
Rsrll  (3368) BssHII (3390)
3301 GACGCTCTTCGAGAACCTGTGGGCCTCGGTCTACAGCAGCCGCAAGACCATGTTCGTGCTGGACCACACGGACCGGGTCAGCGGCCTCCTGCGCGCCAGC
913 T L F E N L WA S VY S SRIKTMTF VLD HTDAR RVSSGLTLTZ RAS
3401 TTCCTGCTGGCCCAGCAGCGCCTGTTGGAGGACCGCAAGGACGTCGTAGTGCTGGTGATCCTGCGCCCCGCCGCCTATCGGTCCCGCTACGTGCGGCTGC
947v F L L A Q Q R L L EDRIKUDVVVLVILZ RPAAYT RS SR RYVRIL
PshAI (3595)
3501 GCCAGCGCCTCTGCCGCCAGAGCGTCCTCCTCTGGCCCCACCAGCCCAGTGGCCAGGGTAGTTTCTGGGCCAACCTGGGCATAGCCCTGACCAGGGACAA
980kR Q R L C R Q S VL L WP HOQPSGOQGSTFWANLTGTIALTTR RTDN
Nhel (3664)
3601 CCGTCACTTCTATAACCGGAACTTCTGCCGGGGCCCCACGACAGCCGAATAGCACAGACTGCCTGCTAGCTGGCCAGACATGATAAGATACATTGATGAG
1013* R H F Y N R N F C R G P T T A E o
3701 TTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAAC

Hpal (3802) Mrfel (3813) EcoRI (3898)
3801 AAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGA
-
3901 ATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTG
-

4001 CCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTT

SspI  (4137) Swal (4151)
4101 TTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAA

4201 TCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCT

4301 TCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGC
—4494 ¢ N R T Y K L P I L E E I T T K VL K GNWMTE I L VF CDZP A
4401 ATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTG
11704 Y D S | L E R C M G C P SV VU RI1I SRDVEUDSYU®PHTRVAUV I T
Stul (4576)

4501 TCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGA
764D F D K Q G NS VA S GI A1l A EACVTVHZ RSGI YATETI HVA'S
4601 TGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAG
434 Il E G T K TR 1T A A GV HUHIKNDEYLMT 1l KETAVE VL E L

BspHI (4726)
Xmnl (4718) Asel (4784)
4701 ATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACA
104 D Q Q S I N F T K M -- o —
4801 GCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGG

Spel (4939)
4901 GCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAG
e

SnaBI (5067)
5000 TCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCC

Ndel (5172)
5100 ATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAA

5200 GTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGG

Sdal (5350)  Pacl (5358) BspLUI1II (5368)
5300 GGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCC
e

5398 AGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACC

5498 CGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCT

ApaLI (5682)
5598 CCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCC




5698 GTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGA

5798 TTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCT

5898 GAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACG

5998 CGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTA

PacI (6098) Swal (6107) NotI (6117)
6098 GTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTC

6198 CATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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