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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301
NgoMIV (441)
401
Kasl (535) Agel (552) Neol (568)
501 CTGAGATCACCGGTAGGAGGGCCACCATGGTTCTCCGTCGAAGGACTCTGCACCCC
- 1I*M V L R R R T L H P

Acc65I (648)
601 TTGTCCCTCCTGGTACAGGCTGCAGTGCTGGCTGAGACTCTGGCCCTGGGTACCCTGCCTGCCTTCCTACCCTGTGAGCTGAAGCCTCATGGCCTGGTGG
117 L S L L V Q AAA V L A ETULALGTULU®PATFIULU®PTCEILIKUPHGEGTL YV
701 ACTGCAATTGGCTGTTCCTGAAGTCTGTACCCCGTTTCTCTGCGGCAGCATCCTGCTCCAACATCACCCGCCTCTCCTTGATCTCCAACCGTATCCACCA
44¥D C N W L F L K S VPURTFSAAASTCSNITR RTLSTLI S NI RI HH

Tth1111 (813)
801 CCTGCACAACTCCGACTTCGTCCACCTGTCCAACCTGCGGCAGCTGAACCTCAAGTGGAACTGTCCACCCACTGGCCTTAGCCCCCTGCACTTCTCTTGC
77 L H N S DF VHUL SNULW RO QLNLI KMWNTCU®PZPTSGTULSUPLUHTFSTC
901 CACATGACCATTGAGCCCAGAACCTTCCTGGCTATGCGTACACTGGAGGAGCTGAACCTGAGCTATAATGGTATCACCACTGTGCCCCGACTGCCCAGCT
111 H M T | E P R T F L AM R T L E E L NL SYNGI T TVZPRL P S
Xbal (1040) NgoMIV (1059)

1001 CCCTGGTGAATCTGAGCCTGAGCCACACCAACATCCTGGTTCTAGATGCTAACAGCCTCGCCGGCCTATACAGCCTGCGCGTTCTCTTCATGGACGGGAA
144*S L V N L S L S HTNI1T L VLDANSILAGLYSLIRVLFMDGN

Kasl (1146)

BstEII (1136)
1101 CTGCTACTACAAGAACCCCTGCACAGGAGCGGTGAAGGTGACCCCAGGCGCCCTCCTGGGCCTGAGCAATCTCACCCATCTGTCTCTGAAGTATAACAAC
177 C Y Y K NP C T GA VKV TPGALULGLSNULTMHILSLIK Y NN
1201 CTCACAAAGGTGCCCCGCCAACTGCCCCCCAGCCTGGAGTACCTCCTGGTGTCCTATAACCTCATTGTCAAGCTGGGGCCTGAAGACCTGGCCAATCTGA
211 L T K V P R Q L P P S L E Y L L V SY NULII VKULGUZPTET DTLANIL
Scal (1310)
1301 CCTCCCTTCGAGTACTTGATGTGGGTGGGAATTGCCGTCGCTGCGACCATGCCCCCAATCCCTGTATAGAATGTGGCCAAAAGTCCCTCCACCTGCACCC
244*T S L R VL DV GG NI CRI R CDHAPNZPT CI ECGQIK S L HL HW®P
1401 TGAGACCTTCCATCACCTGAGCCATCTGGAAGGCCTGGTGCTGAAGGACAGCTCTCTCCATACACTGAACTCTTCCTGGTTCCAAGGTCTGGTCAACCTC
277 E T F H HL SHULESGLVLIKDS S SULHTILNSSWTFIQGTL VNL
Fspl (1576)
1501 TCGGTGCTGGACCTAAGCGAGAACTTTCTCTATGAAAGCATCAACCACACCAATGCCTTTCAGAACCTAACCCGCCTGCGCAAGCTCAACCTGTCCTTCA
311 S v L D L S E N F L Y E S I NHTNATF QNLTW RILI RIKTLNLSTF
1601 ATTACCGCAAGAAGGTATCCTTTGCCCGCCTCCACCTGGCAAGTTCCTTCAAGAACCTGGTGTCACTGCAGGAGCTGAACATGAACGGCATCTTCTTCCG
344N Y R K K V.S F A RL HLASSTFIKNLVSLQETLNMMNGIFFR
1701 CTCGCTCAACAAGTACACGCTCAGATGGCTGGCCGATCTGCCCAAACTCCACACTCTGCATCTTCAAATGAACTTCATCAACCAGGCACAGCTCAGCATC
377 S L N K Y T L RWULADTULU®PIKTILHTLHLI QMNTFI NQAQL S I
Acc651 (1803)
1801 TTTGGTACCTTCCGAGCCCTTCGCTTTGTGGACTTGTCAGACAATCGCATCAGTGGGCCTTCAACGCTGTCAGAAGCCACCCCTGAAGAGGCAGATGATG
411 F G T F R A L R F VDL SUDNIRI SGZPSTULSEATUZ®PTETEATDTED
BamHI (1925) Ncol (1999)
1901 CAGAGCAGGAGGAGCTGTTGTCTGCGGATCCTCACCCAGCTCCACTGAGCACCCCTGCTTCTAAGAACTTCATGGACAGGTGTAAGAACTTCAAGTTCAC
444 A E Q E E L L S A DP HUPAPULST®PASIKNTFMDIZ RTCIKNTFKTFT
2001 CATGGACCTGTCTCGGAACAACCTGGTGACTATCAAGCCAGAGATGTTTGTCAATCTCTCACGCCTCCAGTGTCTTAGCCTGAGCCACAACTCCATTGCA
477 M D L S R NN L VT I K P EMTFVNLS S RLIOQCLSILSHNSIA
Xmnl (2186)

2101 CAGGCTGTCAATGGCTCTCAGTTCCTGCCGCTGACTAATCTGCAGGTGCTGGACCTGTCCCATAACAAACTGGACTTGTACCACTGGAAATCGTTCAGTG
511 Q AV N G S Q F L PLTNLIO QVLUDULSHNIKILIUDILYHWZKSF S
2201 AGCTACCACAGTTGCAGGCCCTGGACCTGAGCTACAACAGCCAGCCCTTTAGCATGAAGGGTATAGGCCACAATTTCAGTTTTGTGGCCCATCTGTCCAT
544 E L P Q L Q AL DL SYNSQPTFSMIKTGI GHNTFSFVAWHLSWM
2301 GCTACACAGCCTTAGCCTGGCACACAATGACATTCATACCCGTGTGTCCTCACATCTCAACAGCAACTCAGTGAGGTTTCTTGACTTCAGCGGCAACGGT
577/ L H S L S L A HND I HTW RVS S HLNSNSVRT FTULUDTFSSGNSG

Sfil (2448)
2401 ATGGGCCGCATGTGGGATGAGGGGGGCCTTTATCTCCATTTCTTCCAAGGCCTGAGTGGCCTGCTGAAGCTGGACCTGTCTCAAAATAACCTGCATATCC
611 M G R M W D E G G L Y L HF F QGUL S G L UL KULDULSQNNUL HI
2501 TCCGGCCCCAGAACCTTGACAACCTCCCCAAGAGCCTGAAGCTGCTGAGCCTCCGAGACAACTACCTATCTTTCTTTAACTGGACCAGTCTGTCCTTCCT
644¥L R P Q N L D N L P K S L KL L SLRDNY L SFFNWTSL S F L
2601 GCCCAACCTGGAAGTCCTAGACCTGGCAGGCAACCAGCTAAAGGCCCTGACCAATGGCACCCTGCCTAATGGCACCCTCCTCCAGAAACTGGATGTCAGC
677 P N L E VL DLAGNA QLI KALTNGTULU®PNGTULULIOQIKTL D VS
2701 AGCAACAGTATCGTCTCTGTGGTCCCAGCCTTCTTCGCTCTGGCGGTCGAGCTGAAAGAGGTCAACCTCAGCCACAACATTCTCAAGACGGTGGATCGCT
711 S N S | VvV S V.V P A F F AL AVEULIKTEUVNLSHNILIKTVDTR

Bsp1201 (2808) Xbal (2834)

2801 CCTGGTTTGGGCCCATTGTGATGAACCTGACAGTTCTAGACGTGAGAAGCAACCCTCTGCACTGTGCCTGTGGGGCAGCCTTCGTAGACTTACTGTTGGA
744¢S W F G P I VM NL TV LDVZ RS SNZPLHTCACGAATFVDTULILLE



2901 GGTGCAGACCAAGGTGCCTGGCCTGGCTAATGGTGTGAAGTGTGGCAGCCCCGGCCAGCTGCAGGGCCGTAGCATCTTCGCACAGGACCTGCGGCTGTGC

777# 'V Q T K VP GLANG GV KT CGSU?POGAQLQGR RS I FAQDULT RTLTC
3001 CTGGATGAGGTCCTCTCTTGGGACTGCTTTGGCCTTTCACTCTTGGCTGTGGCCGTGGGCATGGTGGTGCCTATACTGCACCATCTCTGCGGCTGGGACG
811 L D E VL SWDT CFSGLSLLAVAVGMVVZP Il L HHLTECSGWD

3101 TCTGGTACTGTTTTCATCTGTGCCTGGCATGGCTACCTTTGCTGGCCCGCAGCCGACGCAGCGCCCAAGCTCTCCCCTATGATGCCTTCGTGGTGTTCGA
844rV W Y C F H L C L AWULUPULILARSI RRSAQALUPYDATFVVFD
3201 TAAGGCACAGAGCGCAGTTGCGGACTGGGTGTATAACGAGCTGCGGGTGCGGCTGGAGGAGCGGCGCGGTCGCCGAGCCCTACGCTTGTGTCTGGAGGAC
877k K A°AQ S AVADWVYNZELWIRVURLIEZEI R R GRIRALIRILTCTULED

Tth111I (3390)
RsrIl (3388)
3301 CGAGATTGGCTGCCTGGCCAGACGCTCTTCGAGAACCTCTGGGCTTCCATCTATGGGAGCCGCAAGACTCTATTTGTGCTGGCCCACACGGACCGCGTCA
911 R D WL P G Q T L F E NLMWAS 11T Y G SURIKTULTFUVLAUHTTDTR RV
Fspl (3409) BspEI (3485)
3401 GTGGCCTCCTGCGCACCAGCTTCCTGCTGGCTCAGCAGCGCCTGTTGGAAGACCGCAAGGACGTGGTGGTGTTGGTGATCCTGCGTCCGGATGCCCACCG
944*S G L L R T S F L LA QQRULULEUDRIKUDVV VLV I LU RZ®PIDAWHITR
Bsp1201 (3586)
3501 CTCCCGCTATGTGCGACTGCGCCAGCGTCTCTGCCGCCAGAGTGTGCTCTTCTGGCCCCAGCAGCCCAACGGGCAGGGGGGCTTCTGGGCCCAGCTGAGT
977 S R Y VR L R Q R L CRQSVLFWPOQOQPNGI QGG GTFWAN QL S
Nhel (3694)
3601 ACAGCCCTGACTAGGGACAACCGCCACTTCTATAACCAGAACTTCTGCCGGGGACCTACAGCAGAATAGCTCAGAGCAACAGCTGGAAACAGCTGCTAGC
1011 T A L T R D N R HF Y NQNTF CR GP TAE o
3701 TGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTT

Hpal (3832)
3801 TATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAG

EcoRI (3928)
3901 CAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGA
L e

4001 TGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAG

Sspl  (4167) Swal (4181)
4101 GTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCA

4201 ATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTT

4301 AATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATT
411 ¢ N R T Y K L P I L E E I T T K V L K G N
Sacl (4442)

4401 CATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCA
1204 M E | L V F CDPAY DS Il L ERCMGT C®PSV VU R I SRDVETD
4501 GAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGC

864S Y P H R VA V I T DF DK QGNZSUVASGI A Il AEATCVTVRG
4601 CAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGAT
534 Il Y A E I H V A S | Il E G T K TR I A A GV HHIKNUDEYLMT
BspHI (4756)
Xmnl (4748)
4701 CTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGAT

20 K E T A VEVLELUDI QQS I NFTKM--
Asel (4814) Sacl (4871)
4801 ATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCT TATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGT
e

Spel (4969)
4901 ACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCA
e

SnaBI (5097)
5000 ATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATA

5100 CGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACT

Ndel (5202)
5200 TGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGA

Sdal (5380)Pacl (5388)
5300 ACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAG

BspLUI1l (5398)
5398 AACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAA
-

5498 ATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCT

5598 GCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGC

ApaLl (5712)
5698 TCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTAT




5798

5898

5998

6098

6198
6298

CGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAG

AAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGT

GGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAA

Eagl (6148)
Pacl (6128) Swal (6137) NotI (6147)
ACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTT

TTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAA
CATTTCTCTATCGAA
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