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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG
301
401
Agel (552) Ncol (568)
501 CTGAGATCACCGGTAGGAGGGCCACCATGGTCCTGACGCTGCTTCTCTCCGCCTAC
- 1I*»M V L T L L L S A Y

Ncol (690)
601 AAGCTGTGTCGCTTCTTCGCCATGTCGGGCCCACGGCCGGGCGCCGAGCGGCTGGCGGTGCCTGGGCCAGATGGGGGCGGTGGCACGGGCCCATGGTGGG
11 K L C R F FAM SGUPURZPGAEI RLAVY?PGPDG GGG GG GTSG PWW
Sacll (710)
701 CTGCGGGTGGCCGCGGGCCCCGCGAAGTGTCGCCGGGGGCAGGCACCGAGGTGCAGGACGCCCTGGAGCGCGCGCTGCCGGAGCTGCAGCAGGCCTTGTC
44¥A A G G R G P R EV S PGAGTEVQDALTETZRALUZPETLOQQATL S
801 CGCGCTGAAGCAGGCGGGCGGCGCGCGGGCCGTGGGCGCCGGCCTGGCCGAGGTCTTCCAACTGGTGGAGGAGGCCTGGCTGCTGCCGGCCGTGGGCCGC
77 A L K QAGGARAVGAGILATEV FQLVETEAWTLLUPAVGHR R
Mlul (987)
901 GAGGTAGCCCAGGGTCTGTGCGACGCCATCCGCCTCGATGGCGGCCTCGACCTGCTGTTGCGGCTGCTGCAGGCGCCGGAGTTGGAGACGCGTGTGCAGG
111 E V A Q G L C D A I R L DGG LD LULULU RLULOQAPTETLTETRWVAQ
1001 CCGCGCGCCTGCTGGAGCAGATCCTGGTGGCTGAGAACCGAGACCGCGTGGCGCGCATTGGGCTGGGCGTGATCCTGAACCTGGCGAAGGAACGCGAACC
144*A A R L L EQ I LV A ENIRD I RVAR I G LGV I LNILAZKTETRTEFP
BspLUI11I (1138)
1101 CGTAGAGCTGGCGCGGAGCGTGGCAGGCATCTTGGAGCACATGTTCAAGCATTCGGAGGAGACATGCCAGAGGCTGGTGGCGGCCGGCGGCCTGGACGCG
77 V. E L AR SV AG I L EHMT FIKMHSETETT COQRLVAAGSGTLTDA
1201 GTGCTGTATTGGTGCCGCCGCACGGACCCCGCGCTGCTGCGCCACTGCGCGCTGGCGCTGGGCAACTGCGCGCTGCACGGGGGCCAGGCGGTGCAGCGAC
21 V. L Y W C R R T D P A L L RHT CALALGNT CALUHGSG GA QA AV QR
Sapl (1328)
1301 GCATGGTAGAGAAGCGCGCAGCCGAGTGGCTCTTCCCGCTCGCCTTCTCCAAGGAGGACGAGCTGCTTCGGCTGCACGCCTGCCTCGCAGTAGCGGTGTT
244 R M V E K R A A EW L FPLATFSKEDTETLTLIR RILHACTLAVAV L
Eco47I1I (1432)
1401 GGCGACTAACAAGGAGGTGGAGCGCGAGGTGGAGCGCTCGGGCACGCTGGCGCTCGTGGAGCCGCTTGTGGCCTCGCTGGACCCTGGCCGCTTCGCCCGL
277 A T N K EV ER EV ER SGTLALVEZPLVASTULDUZPGRTFAR
Sacll (1532)
1501 TGTCTGGTGGACGCCAGCGACACAAGCCAGGGCCGCGGGCCCGACGACCTGCAGCGCCTCGTGCCGTTGCTCGACTCTAACCGCTTGGAGGCGCAGTGCA
3311 C L VD A SDTSQGIRG®PDUDLQRULVU®PLULDSNI RTLTEAAQSTC
1601 TCGGGGCTTTCTACCTCTGCGCCGAGGCTGCCATCAAGAGCCTGCAAGGCAAGACCAAGGTGTTCAGCGACATCGGCGCCATCCAGAGCCTGAAACGCCT
344 | G A F Y L C A EAA I K SLQGKT KV FSD I GA 1T QS LZKRTL
1701 GGTTTCCTACTCTACCAATGGCACTAAGTCGGCGCTGGCCAAGCGCGCGCTGCGCCTGCTGGGCGAGGAGGTGCCACGGCCCATCCTGCCCTCCGTGCCC
377# V. S Y S T NG T K SALAK U RALIU RLIULSGTETEVZPRU®P I L P SV P
Scal (1852)
1801 AGCTGGAAGGAGGCCGAGGTTCAGACGTGGCTGCAGCAGATCGGTTTCTCCAAGTACTGCGAGAGCTTCCGGGAGCAGCAGGTGGATGGCGACCTGCTTC
411 S W K EA EV QTW LQQ I GF SKYCES ST FREQQVDGD L L
1901 TGCGGCTCACGGAGGAGGAACTCCAGACCGACCTGGGCATGAAATCGGGCATCACCCGCAAGAGGTTCTTTAGGGAGCTCACGGAGCTCAAGACCTTCGC
444 R L T E E E L Q T D LGMIK SG I T RKI RTFTFRTETLTTETLTZKTFA
2001 CAACTATTCTACGTGCGACCGCAGCAACCTGGCGGACTGGCTGGGCAGCCTGGACCCGCGCTTCCGCCAGTACACCTACGGCCTGGTCAGCTGCGGCCTG
477 N Y S T C D R SN LADW LGS LDU PRI FRQYTYG LV SCG L
Dralll (2115) BstAPI (2129)
2101 GACCGCTCCCTGCTGCACCGCGTGTCTGAGCAGCAGCTGCTGGAAGACTGCGGCATCCACCTGGGCGTGCACCGCGCCCGCATCCTCACGGCGGCCAGAG
511 D R S L L HRV SEQQULULEDTGECSG I HULGVHI RARI LTAAR
2201 AAATGCTACACTCCCCGCTGCCCTGTACTGGTGGCAAACCCAGTGGGGACACTCCAGATGTCTTCATCAGCTACCGCCGGAACTCAGGTTCCCAGCTGGC
544kE M L H S P LPCTS GG GI K®PSGDTU®PDUVTF I SYRRNSGSQ LA
2301 CAGTCTCCTGAAGGTGCACCTGCAGCTGCATGGCTTCAGTGTCTTCATTGATGTGGAGAAGCTGGAAGCAGGCAAGTTCGAGGACAAACTCATCCAGAGT
577#. S L L K VH LQ LHGF SV F I DV EZKILTEAGT KT FEDZ KL I QS
Sphl (2455)
2401 GTCATGGGTGCCCGCAACTTTGTGTTGGTGCTATCACCTGGAGCACTGGACAAGTGCATGCAAGACCATGACTGCAAGGATTGGGTGCATAAGGAGATTG
611 V M G A R N FV LV L SPGALUDI KT CMOQDUHUDTCIKT DMWYV HK E I
Bsu36l (2574) BstAPI (2585)
2501 TGACTGCTTTAAGCTGCGGCAAGAACATTGTGCCCATCATTGATGGCTTCGAGTGGCCTGAGCCCCAGGTCCTGCCTGAGGACATGCAGGCTGTGCTTAC
644 Yy T A L S C G K N I V P I I DG F EWPEZPQV LPEDMAOQAV LT



Sdal (2663) Xmal (2680)
2601 TTTCAACGGTATCAAGTGGTCCCACGAATACCAGGAGGCCACCATTGAGAAGATCATCCGCTTCCTGCAGGGCCGCTCCTCCCGGGACTCATCTGCAGGC

677  F N G | KW S H E Y Q EAT I EK I I R FLQGI RSSURDSSASG
Nhel (2763)
Neol (2728) BstXI (2760)

2701 TCTGACACCAGTTTGGAGGGTGCTGCACCCATGGGTCCAACCTAACCAGTCCCCAGTTCCCCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGT
711 S D T S L EG A A P MG P T e
2801 TTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACA

Hpal (2901) Mfel (2912) EcoRI (2997)
2901 AGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAA
-
3001 TTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGC
-

Sapl (3179)
3101 CAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTT

Sspl (3236) Swal (3250)
3201 TAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAAT

3301 CCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTT

3401 CTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCA

—+414 ¢ N R T Y K L P I L E E I T T KV LK GNMTE I LV FCD P A
BstXI (3540)

3501 TAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGT

94y D S | L E RCM G CUP SV VR I SRDVEDSYPHU RVYVAV I TOD

3601 CAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGAT
7%1 F DK QGNSVASG I A I AEACVYTVRG I YAE I HVA S I

3701 GATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGA
434 | E G T K T R I AA GV HHIKNDEYLMT I K ETA AV EV L E L

Xmnl (3817) Asel (3883)

3801 TCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAG

99D Q Q S I N F T K M- -—

3901 CGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGG

Spel (4038)
4001 CGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTC
-

SnaBI (4166)
4101 AAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCAT

Ndel (4271)
4201 AAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGT

4301 GGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGG

Sdal (4449)Pacl (4457)  BspLUI1I (4467)
4401 GTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGA
<1

4501 ACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGAC

4601 AGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCT

4701 TCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTC

4801 AGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAG

4901 CAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAG

5001 CCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCA

Pacl (5197)
5101 GAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTA

Swal (5206) NotI (5216)
5201 ATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATC

5301 AAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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