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Pvul (7)
Sgfl (6) EcoNI (96)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Bsu36l (291)
Pspl14061 (203) HindIII (245) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Agel (552)
501 CTGAGATCACCGGTCAGCATGCCGGAGGAGGCGAGCCTCCCGCCCGCTAAGAGATT
- 1M P E E A S L P P A K R F

Eagl (601) Xmal (619)
601 CCGGCCGGGCTCCTGCCCTCCCGGGAGACGAGTAGTGATGCTGTTGACGGCTGGCGGCGGCGGCGGAGCTGGAGGAGGCCGGAGGCAGACGCCGCCGCTG
13 R P G S CP P GRRVVMLTLTAGGS GG GG GATG GG GG GT R RO QTT®PTZPIL
701 GCCCAGCCTTCGGCCAGTCCCTACCGCGAGGCCCTGGAGCTGCAGCGCCGGAGTCTGCCCATCTTCCGGGCGCGGGGCCAGCTATTGGCTCAGCTCCGAA
47" A Q P S A S P YR EALTETLI QR RSTLZ®PI FRARGA QLTLAQ QLR
801 ACCTGGACAACGCGGTCCTCATCGGGGAAACTGGCTCTGGGAAAACAACTCAGATCCCACAGTACCTCTATGAAGGGGGAATTAGCCGCCAGGGCATCAT
80N L D NA VLI GETGSGIKTTO QI PQYLYETGG GI SRQG I I
901 CGCTGTGACCCAGCCCCGTCGAGTGGCTGCCATCTCTCTTGCCACCAGAGTCTCAGATGAGAAGAGGACAGAACTCGGGAAGCTGGTTGGCTATACAGTG
113 A VT Q P R R VA A I S L A TRV SDZEIKRTTETLTGIKTLVGY TV
1001 CGCTTTGAGGATGTCACCTCAGAAGACACCAGGATCAAGTTCCTGACAGATGGCATGCTTCTGCGTGAAGCAATTTCAGACTCCTTGCTTCGGAAGTACA
147 R F E D VT S E D TR I K F L TDGMTLTLT RTEATI SDSTLTLTZ RKY
BsrBI (1126)
1101 GCTGTGTCATTTTGGACGAGGCCCATGAGCGGACTATTCACACAGATGTGCTCTTTGGAGTGGTGAAGACTGCACAGAAGAGGCGAAAGGAGCTAGGGAA
189S C V I L D EAHET RTI HTDUVLTFGVV KTASI QIKT RTR RIEKTETLGHK
Sall (1240)
Neol (1232) Scal (1256)
1201 ACTGCCTCTCAAAGTGATTGTGATGTCAGCTACCATGGATGTCGACCTGTTTTCTCAGTACTTCAATAGAGCCCCTGTCCTTTACCTTGAGGGTCGGCAG
213 L P L K VI VM S A TMDVDULTESOQYFNR RAPVTLYILTETGRNAQ
BglIl (1310)
1301 CATCCAATCCAGATCTTCTATACCAAACAGCCTCAGCAGGATTACCTGCATGCAGCCCTTGTCTCAGTCTTCCAGATCCACCAGGAAGCTCCTGCTTCTC
247* H P I Q I F Y T K QP QQDVYULUHAALVSVYF QI HQEA ATPAS
BStAPI (1448)
1401 AAGACATCCTGGTGTTCCTCACTGGTCAGGAGGAGATCGAAGCAATGAGCAAGACCTGCAGAGACATCGCAAGGCACCTCCCAGATGGCTGCCCTTCAAT
280kQ D I L V F L T G Q E E | EAMSKTT CRIUDIARUMHTLZPDTGTCZPSM
Bsp1201 (1559)
1501 GCTCGTCCTTCCTCTGTACGCCTCCCTGCCCTATTCGCAGCAGCTTCGAGTCTTTCAAGGGGCCCCAAAGGGCTATCGCAAAGTGATCATTTCAACCAAC
313 L VvV L P L YA SLPY SQQLURVTFQGATPZEKTGYH RIKVI 1T STN
PshAI (1681)
1601 ATCGCTGAAACCTCCATAACCATTACAGGAATAAAATATGTAGTTGACACGGGCATGGTTAAAGCAAAGAAGTATAACCCTGACAGTGGTCTTGAGGTAC
347 | A E T S I T I T G I KY V VDT GMVZ KATZ KT KYNPDSGTLE V
BsrGI (1704) Stul (1727)
1701 TAGCTGTACAGAGAGTATCAAAGACCCAGGCCTGGCAGCGCACAGGCAGGGCTGGGCGAGAGGACAGTGGCATCTGCTACCGACTCTACACTGAGGACGA
380kL AV Q R V S K T QA WOQURTG GRAGRTEHDTSTGI CYRULYTTETDE
1801 GTTTGAGAAGTTCGAGAAGATGACGGTGCCAGAGATCCAGAGGTGTAACCTGGCCAGTGTAATACTTCAGCTCCTAGCAATGAAAGTCCCAAATGTGCTC
413 F E K F E KM T VP EIl QR CNLASVI LQLLAMTEKVTZPNVUVL
XemI  (1946)
1901 ACCTTTGACTTCATGTCCAAACCTTCTCCAGATCACATTGAGGCGGCCATTGCCCAGCTGGACCTGTTAGGTGCTCTTGAACATAAGGATGACCAGCTTA
447 T F D F M S K P S P DUH I EAAI AQLUDTLTLTGATLTETHTEKT DDA QL
2001 CCCTGACTCCAATTGGAAGAAAGATGGCAGCATTCCCTTTAGAGCCCAGATTTGCCAAAACTATCCTCCTGTCCTCCAAATTCCACTGTACCGAAGAGAT
48T L T P I G R KM A A F P LEU PR RTFAIKTI I LLSSIKTFEFHTCTEE I
PshAI (2103) Tth1111 (2128) BspEI (2177)
2101 TCTGACCATAGTCTCCCTGCTATCTGTGGACAGTGTCCTTTACAACCCTCCTGCCCGGAGAGATGAGGTGCAGAGTGTCCGGAAGAAATTCATATCCAGT
513 L T I VvV S L L SVDSVLYNPZPARTZ RDTEVOQSVRIKTKTF 1 SS
2201 GAGGGGGATCACATCACCCTGCTCAATATCTATCGGACCTTCAAAAACATCGGTGGGAATAAGGACTGGTGCAAAGAGAATTTTGTCAACAGCAAGAATA
5478 E G D H I T L L N1 YR TTFKNI GGNZEKUDMWT CTIKTENTFVNS KN
Xhol (2372)
2301 TGCTGCTAGTAGCTGAAGTCAGAGCACAGCTGAGAGAAATCTGCTTAAAGATGTCAATGCCAATCATGTCATCTCGAGGGGACATGGAGAGTGTCCGCCG
580kM L L V A E VR A QL RE I CLKMSM®PIMSSRGDMESVRR
BstXI (2439)
2401 TTGCATGGCTCACAGCCTCTTTATGAATACTGCTGAACTCCAGACAGATGGCACCTATGCCACCACGGACACACATCAGCCAGTGGCCATCCACCCATCA
613 C M A H S L FMNTATELUG QTDGTYATTUDTUHO QPVAI HP S
2501 TCTGTCCTCTTCCACTGCAAGCCTGCCTGCGTGGTCTACACTTCACTGCTCTACACCAACAAATGCTACATGCGTGACCTCTGTGTGGTGGATGCCGAGT
647 S V L F H C K P A CV VY TSULLYTNS KT CYMPRTDTLTCVVDAE
Nhel (2659)
2601 GGCTCTACGAGGCTGCCCCTGACTACTTCAGGAGGAAGCTGAGAACCGCCAGAAACTGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGG
680*W L Y E A A P DY F R R KLU RTATR RN e




Hpal (2797)

2701 ACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTT

EcoRI (2893)

2801 AACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCT
[ -

2901 AAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAAT

SapI (3075)
3001 GTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAA

Sspl  (3132) Swal (3146)
3101 TGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAG

3201 ATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAG

3301 CTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGT
1414 ¢ N R T Y K L P I L E E I T T K VL K GNWMTE Il L VF CDUZPAYD
Sacl (3407) BstXI (3436)
3401 CAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAA
1084 S | L E R C M G C P SV VR I1 SRDVEUDSY®PHIRVAUV I TDTF
Stul (3571)
3501 GTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATC
754 D K Q G NS VASGI A Il AEACVTUVRZ RGI Y AEI HVA S I
3601 TCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCT
414E G T K T R I A A GV HHKNDTEYLMTI KETAVEVLTETLDNAQ
Asel (3779)
3701 GCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTG
84 Q S I N F T K M -= <
Sacl (3836)
3801 GATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGA

Spel (3934)
3901 GTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAAC
e

SnaBI (4062)
4001 CGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGG

Ndel (4167)
4101 TCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGC

4201 AGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCG

Pacl (4353)

Sdal (4345) BspLU111 (4363)
4301 TTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCG
e

4401 TAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGA

4501 CTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGG

ApaLl (4677)
4601 GAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCC

4701 CGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGA

4801 GCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAG

4901 TTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAA

Pacl (5093)
5001 AAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTA

Eagl (5113)
Swal (5102) NotI (5112)

5101 ACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAA

5201 CAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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