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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

HindIII (245)
Psp14061 (203) Pvull (239) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
Necol (560)
BstEII (555)
Agel (552)
501 CTGAGATCACCGGTCACCATGGCCTCGCCGCAGCTCCGGGGCTATGGAGTCCAGGC
- 1M A S P Q L R GY GV QA
BbrPI (663)
Dralll (660) Sphl (690)
601 CATTCCTGTGTTGCTGCTGCTGCTGTTGCTACTGTTGCTCCCGCTGAGGGTGACGCCGGGCACCACGTGTCCACCTCCCGTATCTATTGAGCATGCTGAC
13 | PV L L L L L L L L L L PLRVT®PGTTTC®PU®PU®PVS |l EHAD
701 ATCCGGGTCAAGAATTACAGTGTGAACTCCAGGGAGAGGTATGTCTGTAACTCTGGCTTTAAGCGGAAAGCTGGAACATCCACCCTGATTGAGTGTGTGA
47 | R V K NY S V N S R ERY VCNSZSGTFKIRIKAGTSTUL I E CV
801 TCAACAAGAACACAAATGTTGCCCACTGGACAACTCCCAGCCTCAAGTGCATCAGAGACCCCTCCCTAGCTCACTACAGTCCAGTGCCAACAGTAGTGAC
80k N K NT NV A HWTT®PSLIKT CI RDPSLAHY SP VP TVVT
BstEII (906) HindIII (953)

901 ACCAAAGGTGACCTCACAGCCAGAGAGCCCCTCCCCCTCTGCAAAAGAGCCAGAAGCTTTCTCTCCCAAATCAGATACCGCAATGACCACAGAGACAGCT

113 P K V T S Q P E S P S P S A K EUPEAFSPIKSDTAMTTETA
Pstl (1040)

1001 ATTATGCCTGGCTCCAGGCTGACACCATCCCAAACAACTTCTGCAGGAACTACAGGGACAGGCAGTCACAAGTCCTCCCGAGCCCCATCTCTTGCAGCAA

147 | M P G S R L T P S QTTSAGTTSGT GSHIKS S RAPSLAA

Bsu36l (1131) Mscl (1178)
1101 CAATGACCTTGGAGCCTACAGCCTCCACCTCCCTCAGGATAACAGAGATTTCTCCCCACAGTTCCAAAATGACGAAAGTGGCCATCTCTACATCGGTCCT
180T M T L E P T A S T S LR 1T TETI1I SPHSSKMTIKVAI STSVL

Neol (1289)
1201 CTTGGTTGGTGCAGGGGTTGTGATGGCTTTCCTGGCCTGGTACATCAAATCAAGGCAGCCTTCTCAGCCGTGCCGTGTTGAGGTGGAAACCATGGAAACA

213 L V. G A G V VM A F LAWY Il KSRQPSQPCRVEVETMET
Mscl (1360)
Bbsl (1336) Nhel (1354)

1301 GTACCAATGACTGTGAGGGCCAGCAGCAAGGAGGATGAAGACACAGGAGCCTAAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAA
247w V. P M T V R A S S K E D E DT G A o«

Hpal (1492)
1401 CCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAA

Mfel (1503) EcoRI (1588)
1501 CAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAAT
-

1601 ACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCA

Sapl (1770)
1701 TTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCAC

SspI  (1827) Swal (1841)
1801 TGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCT

EcoO109I (1902)
1901 CAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTA
1414 o
2001 GTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAG
1404 N R T Y K L P I L E E I T T K V L K GNWME 1Tl L VF CDUPAY DS
Sacl (2102) BstXI (2131)
2101 ATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCT
10641 L E R C M G C P SV VR I SRDVEDSYU®PHRVAVI TDTFDK
Stul (2266)
2201 TCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCC
734 Q G NS VASGI A1l A EACVTVURGI YATEI HVAS 1 I EG
2301 AGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGA
404 T K T R I A A G V HHIKNUDTEYLMT I KETAVEVLTETLTDAOQRAQ
Bbsl (2412)
Xmnl (2408) Asel (2474)
2401 GAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGG
64S | N F T K M - -




Sacl (2531)
2501 CGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGT

Spel (2629)
2601 TACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTA
-

SnaBI (2757)
2701 TCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATG

Ndel (2862)
2801 TACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTT

2901 ACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGG

Pacl (3048)
Pstl (3041)

Sdal (3040) BspLU11I (3058)
3001 CGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAA
e

3101 AGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATA

3201 AAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGC

ApaLl (3372)
3301 GTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACC

3401 GCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAG

3501 GTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACC

3601 TTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAG

Pacl (3788) Swal (3797)
3701 GATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATT

Eagl (3808)

NotI (3807)
3801 TAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAA
3901 CGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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