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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMI (441)

Nael (441)
401

Ncol (560)
BstEII (555)
KasI (535) Agel (552) BsrBI (577)

501 CTGAGATCACCGGTCACCATGGAGGTGGAGCCTCCGCTCTACCCTGTGGCCGGGGC

- 1M E V E P P L Y P V A G A

601 CGCGGGTCCTCAAGGGGATGAAGACCGGCACGGAGTTCCTGATGGGCCAGAGGCTCCCTTGGACGAACTCGTGGGTGCGTACCCCAACTACAATGAGGAG
13 AG P QGDEUDRUHGV?PDGPEAPLUDTETLVGAYUZPNYNTEE
701 GAGGAAGAGCGCCGCTACTACCGCCGCAAGCGCCTCGGAGTGGTCAAGAACGTGCTGGCGGCCAGCACGGGTGTCACCCTTACTTACGGCGTCTACCTGG
47 E E E R R Y YR R KR L GV VKNVLAASTSG GV TLTYGVY.L

Pstl (805) Clal (880) BsiBI (897)
801 GCCTCCTGCAGATGCAACTGATCCTGCACTATGATGAGACCTACAGAGAGGTGAAGTATGGCAACATGGGGCTGCCGGACATCGATAGCAAGATGCTGAT
80¥G L L QM QL I L HYDETYU REVIEKY GNMGL®PDI DS SIKMMLM

Asp718I (961)
Acc651 (961)
901 GGGTATCAACGTGACGCCTATCGCTGCCCTGCTCTACACACCTGTGCTCATCAGGTTTTTTGGTACCAAGTGGATGATGTTCTTGGCTGTGGGCATCTAT
113 G I NV T P I A AL L Y TP VLI RTFFGTIKWMMTFILAVGII Y
Ncol (1094)
1001 GCCCTCTTTGTCTCTACCAACTACTGGGAACGCTACTACACGCTGGTGCCCTCTGCTGTGGCTCTGGGCATGGCCATTGTGCCTCTGTGGGCCTCCATGG
147" A L F V S T NY WE R Y Y TLVPSAVALGMAI VPLWASWM
Scal (1127)
1101 GCAACTATATCACCAGGATGTCCCAGAAGTACTATGAATACTCCCACTACAAGGAGCAAGATGAGCAGGGACCTCAGCAGCGCCCACCACGAGGTTCCCA
180G N Y | T R M S Q K Y Y E Y S HY K E QDZEIOQG?PQQRU®PPR G S H
1201 CGCACCCTATCTCCTGGTTTTCCAGGCCATCTTCTATAGCTTCTTCCACTTGAGCTTCGCGTGTGCCCAGCTGCCCATGATTTACTTCCTCAACAACTAC
213 A P Y L L VF QA 1l FY S FFHLSFACAQLUPMI Y F L NNY
Xmnl (1365)
1301 CTGTATGACCTGAACCACACACTGATCAACGTGCAGAGCTGCGGTACTAAGAGCCAAGGCATTCTGAATGGCTTCAACAAGACGGTCCTTCGGACGCTGC
247 L Y D L NH T LI NVQSCGTJIKSOQGI1I L NGTFNIKTUWVLR RTL
Sfil  (1446)
1401 CGCGCAGCAAAAACCTTATTGTTGTAGAGAGCGTGCTCATGGCGGTGGCCTTCTTGGCCATGCTGATGGTGCTGGGCCTGTGTGGAGCCGCTTACCGGCC
280kP R S K N L I VVE SV LMAVATFILAMLMVILGLTCGAAYRF?P
Fspl (1517)
1501 CACGGAAGAGATCGACCTGCGCAGCGTGGGCTGGGGCAACATCTTCCAGCTGCCCTTCAAACACGTGCGTGACTTTCGCTTACGCCATCTGGTGCCCTT

313 T E E | DL R S V GWSGNI1T F QLUPFKHVIRDTFR RILIR RHLVPF
Ncol (1667)

1600 CTTTATCTACAGTGGCTTTGAGGTGCTCTTTGCCTGCACTGGTTTTGCCCTGGGCTACGGCGTGTGCTCCATGGGGCTGGAGCGACTGGCATACCTGCTC

346 F 1| Y S G F E VL F A CTS GFALGYGVCSMGLTERTILAYLL

BsrBI (1771)
1700 ATAGCTTACAGCCTGGGTGCCTCAGCCTCCTCGGTTCTGGGGCTGCTGGGACTGTGGCTGCCTCGCTCTGTCCCGCTCGTGGCTGGGGCAGGACTGCACC
380k | A Y S L GA SASSVLGLLGLWLU®PRSVPLVAGASGTLH
1800 TACTGCTCACCCTTAGCCTCTTTTTCTGGGCTCCTGCTCCTCGGGTCCTCCAGCACAGTTGGATCTTTTACTTCGTGGCTGCCCTCTGGGGTGTGGGCAG
413 L L L T L S L F F WAUWPAPU RVILIQHSWI FYFVAALWMWGVG S
1900 CGCCCTCAACAAGACCGGACTTAGCACACTCCTGGGCATCCTATATGAAGACAAAGAGAGGCAGGACTTCATCTTCACCATCTATCACTGGTGGCAGGCC
446 A L N K T G L S T L L G I LY E DI KEW R QDT F I F T I Y HWWAOQA

BStEII (2064)

2000 GTGGCCATCTTTGTTGTGTACCTGGGCTCCAGCTTGCCCATGAAGGCCAAGCTGGCAGTGTTGCTGGTGACCCTGGTAGCAGCAGCAGCCTCATACCTGT

48 V A I F V VY LGS SLVPMZEKAZKTLAVTLTLVTLVAAAASY.L

2100 GGATGGAGCAGAAGTTGCAGCAAGGATTGGTCCCGCGGCAGCCGCGCATTCCGAAGCCACAGCACAAAGTCCGCGGCTACCGCTACCTGGAGGAGGACAA

513k W M E Q K L Q Q GL VPRI QP RIUPIKTPI QHTE KV VR RGYT RYTLTETETDN
Fspl (2242) Bspl1201 (2269)

2200 CTCGGATGAGAGTGACATGGAGGGCGAGCAGGGTCAGGGGGACTGCGCAGAGGACGAAGCACCACAGGCAGGGCCCCTGGGTGCAGAGCCAGCTGGCCCC

546 S D E S DM E G E Q G Q G DCAEIDTEA AP QAGTPLGATEUZ®PAGSFE®P
Bsu36l (2344) Nhel (2372)

2300 TGCCGCAAGCCCTGTCCCTATGAACAGGCTCTGGGTGGCGATGGGCCTGAGGAGCAGTGAGAGAACCAGGGTGGCTAGCTGGCCAGACATGATAAGATAC

580 C R K P C P Y E Q AL G GDGUPEE Q e

2400 ATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCT

Hpal (2510) Mfel (2521)
2500 GCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATG




EcoRI (2606)
2600 TGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAG
—_— -

2700 GGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTT

Sspl  (2845) Swal (2859)
2800 CTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTAT

2900 TAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGA

3000 AAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCA
—— 4494 ¢« N R T Y K L P I L E E I T T K VLI KGNMEI L VFC
Sacl (3120)

3100 GTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCC

1134 D P A Y D S 1 L ERCMGT CPSVVURI SRUDJVETDSTYUZPHT RVA
Stul (3284)

Ecold7I (3284)

3200 ACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGA

799v | T D F D K Q G NS VASGIAI AEACVTVRGI YATETI HV

3300 CAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCAC

464 A S I | E G T K TR I AA GV HUHIEKNDTETYTLMTI I KETAVE V

BspHI (3434) Vspl (3492)
Xmnl (3426) Asel (3492)

3400 CAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATT
134 L E L DQQS I NF T K M-

Sacl (3549)
3500 GTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTG
]

Spel (3647)
3599 CGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAA
-

SnaBI (3775)
Ecol05I (3775)
3698 TCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTA

Ndel (3880)
3798 GGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGAT

3898 GTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGT

PstI (4059)
Sdal (4058)Pacl (4066)  BspLUI11l (4076)

3998 CAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTT AATTAAGAACATGTGAGCAAAAGGCCA

-

4096 GCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGG

4196 TGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGT

ApaLlI (4390)

4296 CCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCA

4396 CGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACT

4496 GGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCT

4596 GCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCA

4696 GCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTG

Eagl (4826)
Pacl (4806) Swal (4815)  Notl (4825)
4796 GTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAA

4895 CATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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