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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245) Bsu36I (291)
Pspl14061 (203) Pvull (239) EcoNI (287)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BspLU11I (560)
Agel (552)
501 CTGAGATCACCGGTCAACATGTCTCAGTGGAATCAAGTCCAACAGTTAGAAATCAA
- iI*M S Q W N QV Q QL E I K
601 GTTTTTGGAGCAGGTGGATCAATTCTATGATGACAACTTTCCCATGGAAATTCGGCATCTGTTGGCCCAATGGATTGAAAATCAAGACTGGGAGGCAGCT
13 F L E Q VDQFYDUDNTFGPMETI RHLTLAQWI EN QDWTEAA
701 TCTAACAATGAAACCATGGCAACGATTCTTCTTCAAAACTTGTTAATACAACTGGATGAACAGTTAGGTCGTGTTTCCAAAGAGAAAAACCTACTCTTGA
47 S NN E T M A T I L L QNWLWL I QL DESI QLGRV S KTEIZKNTLLL
Nsil (856)
801 TACACAATCTAAAAAGAATTAGGAAGGTCCTTCAGGGAAAATTTCATGGAAATCCAATGCATGTAGCTGTGGTTATTTCAAACTGTTTAAGGGAAGAGAG
801 H N L K R I R K VL QGIKTFHGNPMHVYVAVV I SNZE CLTU RTETETR
Xbal (939) Dralll (994)
901 GAGAATATTGGCTGCAGCCAACATGCCTGTCCAGGGGCCTCTAGAGAAATCCTTACAAAGTTCTTCAGTTTCAGAAAGACAGAGGAATGTGGAGCACAAA
113* R I L A A A NMUPV QGPLEIZ KS SILIQSSSVSERI QRNVEHK

BglII (1056)
1001 GTGGCTGCCATTAAAAACAGTGTGCAGATGACAGAACAAGATACCAAATACTTAGAAEATCTGCAAGACGAATTTGACTACAGGTATAAAACAATTCAGA
147 V. A A I K NS V.QMTEAQDT K Y L EDUL QDTETFTDYRY KT I Q
BstAPI (1155)
1101 CAATGGATCAGAGTGACAAGAATAGTGCCATGGTGAATCAGGAAGTTTTGACACTGCAGGAAATGCTTAACAGCCTCGATTTCAAGAGAAAGGAGGCTCT
180T M D Q S D K NS A MV N QEVLTLI QEMILNSTILUDTFIKRIKEAL
Sapl (1258)
1201 CAGTAAAATGACCCAAATCATCCATGAGACAGACCTGTTAATGAACACCATGCTCATAGAAGAGCTGCAAGACTGGAAGCGGCGGCAGCAAATCGCCTGC
213 S K M T Q I I HE TDWLULMNTMIL I EEL QDWJKZ RRQQI A C
1301 ATCGGGGGTCCACTCCACAATGGGCTCGACCAGCTTCAGAACTGCTTTACACTATTGGCAGAAAGTCTTTTCCAACTGAGAAGGCAATTGGAGAAACTAG
247 1 G G P L HNGLDO QL QNZ CTFTULULAETSTULT FQLRR R QL E K L
1401 AGGAGCAATCTACCAAAATGACATATGAAGGTGATCCCATTCCAATGCAAAGAACTCACATGCTAGAAAGAGTCACCTTCTTGATCTACAACCTTTTCAA
280kE E Q S T K M T Y E GDUP I PMQRTHMLET RVYVTT FTULI Y NLTFK
1501 GAACTCATTTGTGGTTGAGCGACAGCCATGTATGCCAACCCACCCTCAGAGGCCGTTGGTACTTAAAACCCTAATTCAGTTCACTGTAAAACTAAGGCTA
313 N S F VVERIQPT CMZPTHPI QR®PLVLIKTTL I QF TVKTLRTL
1601 CTAATAAAATTGCCAGAACTAAACTATCAGGTAAAGGTTAAGGCATCAATTGACAAGAATGTTTCAACTCTAAGCAACCGAAGATTTGTACTTTGTGGAA
347 L | K L P E L NY QV K VKA AS 1T DK NWVSTULSNIZ RIR RTFUVLTCSG
1701 CTAATGTCAAAGCCATGTCTATTGAAGAATCTTCCAATGGGAGTCTCTCAGTAGAATTTCGACATTTGCAACCAAAGGAAATGAAGTCCAGTGCTGGAGG
380kT N V K A M S 1 E E S S NG S LS VETFR RHLI QPI KTEMIKTSSAGSG
Dralll (1819) Psp14061 (18438) BgllIl (1862)
1801 TAAAGGAAATGAGGGCTGTCACATGGTGACTGAAGAACTTCATTCCATAACGTTTGAAACACAGATCTGCCTCTATGGCCTGACCATAGATTTGGAGACC
413 K G NE G CHMV TEEULWHS I TFETWOQI CLYGLTI DULET
1901 AGCTCATTGCCTGTGGTGATGATTTCCAATGTCAGTCAGTTACCTAATGCTTGGGCATCCATCATTTGGTACAACGTGTCAACCAACGATTCCCAGAACT
447 S S L P V VM I S NV S QL PNAWAS 1T I WY NUVSTNUDSQN
BsiWI (2072)
2001 TGGTTTTCTTTAATAATCCTCCACCTGCCACATTGAGTCAACTACTGGAGGTGATGAGCTGGCAGTTTTCATCGTACGTTGGTCGTGGTCTTAACTCAGA
480L V F F NN P P P A T L S QL L EVMSWAOQFSSY VGURGLNSD
HindIII (2122) BstEII (2152)
2101 TCAACTCCATATGCTGGCAGAGAAGCTTACAGTCCAATCTAGCTACAGTGATGGTCACCTCACCTGGGCCAAGTTCTGCAAGGAACATTTACCTGGTAAA
513 Q L HM L A E KL TVAQSSYSDGHTLTMWATIZKTFT CI KTEWUHTLZPGHK
2201 TCATTTACCTTTTGGACATGGCTTGAAGCAATATTGGATCTAATTAAGAAACACATTCTTCCCCTTTGGATTGATGGGTATGTCATGGGCTTTGTTAGCA
547 S F T F W T WL EA | L DL 1 KKHI1T L PLWI DGY VMGTF VS
2301 AAGAGAAGGAACGGCTGTTGCTAAAGGATAAAATGCCTGGCACCTTTTTATTAAGATTCAGTGAAAGCCATCTCGGAGGAATAACTTTCACCTGGGTGGA
580K E K E R L L L K DKMU®PGTT FULILR RTFSESHLS GG I TFTWVD
XemI (2400)
2401 CCATTCTGAAAGTGGGGAAGTGAGATTCCACTCTGTAGAACCCTACAATAAAGGCCGGTTGTCTGCTCTGCCATTCGCTGACATCCTGCGAGACTACAAA
613 H S E S G E VR FH SV EZPYNI K GRLSALU®PTFADI I L R DY K
2501 GTTATTATGGCTGAAAACATTCCTGAAAACCCTCTGAAGTACCTATATCCTGACATTCCCAAAGACAAAGCCTTCGGTAAACACTACAGCTCTCAGCCTT
647 V. 1| M A E N | P E NP L K Y L Y P DI P K DI KATF G K HY S S QP
2601 GCGAAGTTTCAAGACCAACAGAAAGGGGTGACAAAGGTTATGTTCCTTCTGTTTTTATCCCCATCTCAACAATCCGAAGTGATTCAACAGAGCCACATTC
680 C E V S R P T E R GDIKGY VPSVF 1l P 1 STI1 R SDSTTEPHS
2701 TCCATCAGACCTTCTTCCCATGTCTCCAAGTGTGTATGCGGTGTTGAGAGAAAACCTGAGTCCCACAACAATTGAAACTGCAATGAAGTCTCCTTATTCT
713 P S DL L P M SPSVYAVLI RENLS®PTTI ETAMZEKSPYS



Mscl (2837)
Nhel (2831)
2801 GCTGAATGACAGGATAAACTCTGACGCACCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAA
747F A E e

Hpal (2969)
2901 AAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGT

EcoRI (3065)
3001 TTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCT
- -

3101 CCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTT

Sapl (3247)
3201 CTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTA

Swal (3318)
3301 GTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCC

3401 AGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGA
+494 ¢« N R T Y K L P |
Sacl (3579)

3501 TGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACA
1324 L E E I T T K VL KGNMTE I L VFCDZPAYUDSI1ILET RT CMGSC
3601 GGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGAC
994 P S V V R I S R DV E D S Y P HR VAV I TDTFDZ KTIGQGNSVA S
Stul (3743)

3701 CCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCC

654G | A I A E A CV TVZRGI YATETIHVASIIEGTIZ KTR RIAASG
BbsI (3889)
3801 CGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGT
34 V HH K NDTEVYLMTI I KETAVEUVLTETLUDI QST I NTFTIK M-
Asel (3951)
3901 GGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTT
-

Sacl (4008)
4001 CACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGT

Spel (4106)
4101 TGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCC
e

SnaBI (4234)
4201 AAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGG

4301 CCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGA

4401 CGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTA

Pacl (4525)

Sdal (4517) BspLU11I (4535)
4501 CCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTC
e

4601 CATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTG

4701 GAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACG

ApaLl (4849)
4801 CTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTAT

4901 CGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGT

5001 TCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTC

5101 TTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATC

Eagl (5285)
Pacl (5265) Swal (5274) NotI (5284)
5201 TTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAAT

5301 ATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAA
5401 TAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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