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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 CTGAGATCACCGGTCACCATGGCTTCAACCCGTGCCAAGCCCACGCTACCTCTGCT

. 1M A S T R A K P T L P L L

BstEII (609)

601 CCTGGCCCTGGTCACCGTTGTGATCCCTGGGCCTGGTGATGCTCAGGTATCCATCCATCCCAGAGAAGCCTTCCTGCCCCAGGGTGGGTCCGTGCAGGTG

13 L AL VTVVI PGP GDAIOQVSI1I HPZ RTEATFTLZPOQGS®GS SV QYV
Xhol (766)

701 AACTGTTCTTCCTCATGCAAGGAGGACCTCAGCCTGGGCTTGGAGACTCAGTGGCTGAAAGATGAGCTCGAGAGTGGACCCAACTGGAAGCTGTTTGAGC

47 N C S S S C K E DL S L GLTETA QWTLIZKTUDTETLTETSG GTPNWTKLF E

PshAI (817) BspEI (894)
801 TGAGCGAGATCGGGGAGGACAGCAGTCCGCTGTGCTTTGAGAACTGTGGCACCGTGCAGTCGTCCGCTTCCGCTACCATCACCGTGTATTCGTTTCCGGA
8oL S E I G E DS S PLCTFENT CGTVQSSASATI TVY S TFPE
BbrPI (964)
Xeml (963) Sacll (982)

901 GAGTGTGGAGCTGAGACCTCTGCCAGCCTGGCAGCAAGTAGGCAAGGACCTCACCCTGCGCTGCCACGTGGATGGTGGAGCACCGCGGACCCAGCTCTCA
113» S VvV E L R P L PAWQQVGIKDTLTULI RTZ CHYVDG GG GAPRTA QL S

Xeml (1035) Nhel (1090)
1001 GCAGTGCTGCTCCGTGGGGAGGAGATACTGAGCCGCCAGCCAGTGGGTGGGCACCCCAAGGACCCCAAGGAGATCACATTCACGGTGCTGGCTAGCAGAG
147" A V L L R G E E I L S R QP VGGHPIKUDTPJIKTETITTFTVLASTR

BspEI (1193)
1101 GGGACCACGGAGCCAATTTCTCATGCCGCACAGAACTGGATCTCAGGCCGCAAGGGCTGGCATTGTTCTCTAATGTCTCCGAGGCCAGGAGCCTSEGGAC
180G D H G A NF S CR TELDWLW R®POQGLALT FSNVSEARSTILTR RT
1201 TTTCGATCTTCCAGCTACCATCCCAAAGCTCGACACCCCTGACCTCCTGGAGGTGGGCACCCAGCAGAAGTTGTTTTGCTCCCTGGAAGGCCTGTTTCCT
213 F D L P A T I P KLUDTU®PDULILEVGTOQQKLFTCSLETGTLF P
1301 GCCTCTGAAGCTCGGATATACCTGGAGCTGGGAGGCCAGATGCCGACCCAGGAGAGCACAAACAGCAGTGACTCTGTGTCAGCCACTGCCTTGGTAGAGG
247 A S E AR 1 Y L EL GGAQMU®PTOQESTNSSDSVSATA AL VE
Nhel (1446)
1401 TGACTGAGGAGTTCGACAGAACCCTGCCGCTGCGCTGCGTTTTGGAGCTAGCGGACCAGATCCTGGAGACGCAGAGGACCTTAACAGTCTACAACTTTTC
280V T E E F DR T L P LR CVLETLADA QI LETAOQRTLTUVYNTFES
Pvull (1522) BsrBI (1596)
1501 AGCTCCGGTCCTGACCCTGAGCCAGCTGGAGGTCTCGGAAGGGAGCCAAGTAACTGTGAAGTGTGAAGCCCACAGTGGGTCGAAGGTGGTTCTTCTGAGC
313 A P VL T L S QL E VS EGSAQVTVI KT CEA AHSSGSI KUVVL LS
AvrlIl (1609) HindIII (1671) BstBI (1688)
1601 GGCGTCGAGCCTAGGCCACCCACCCCGCAGGTCCAATTCACACTGAATGCCAGCTCGGAGGATCACAAACGAAGCTTCTTTTGCTCTGCCGCTCTGGAGG
347k G V E P R P P T P QVQFTLNASSTEU DU HT KT RS ST FTFT CSAA AL E
BbrPI (1741)
1701 TGGCGGGAAAGTTCCTGTTTAAAAACCAGACCCTGGAACTGCACGTGCTGTATGGTCCTCGGCTGGACGAGACGGACTGCTTGGGGAACTGGACCTGGCA
380V A G K F L F K NQ T L ELHV LY GPRULUDETUDTCLGNWTWAQ

Pstl (1860) BstAPI (1873)
1801 AGAGGGGTCTCAGCAGACTCTGAAATGCCAGGCCTGGGGGAACCCATCTCCTAAGATGACCTGCAGACGGAAGGCAGATGGTGCCCTGCTGCCCATCGGG
413 E G S Q Q T L K CQAWGNWPS®PIKMTTZ CRIRIKADGATLTULU®P I G
Neol (1959) Scal (1992)

1901 GTGGTGAAGTCTGTCAAACAGGAGATGAATGGTACATACGTGTGCCATGCCTTTAGCTCCCATGGGAATGTCACCAGGAATGTGTACCTGACAGTACTGT
447 V V K S V K Q EMNGTYVCHATFSSHG GNVTIR RNUVYLTVL
Scal (2040)
2001 ACCACTCTCAAAATAACTGGACTATAATCATTCTGGTGCCAGTACTGCTGGTCATTGTGGGCCTCGTGATGGCAGCCTCTTATGTTTATAACCGCCAGAG
480*FY H S Q NN W T I | | L VP VLLUVI VGLVMAASY VY NZ RI QR
2101 AAAGATCAGGATATACAAGTTACAGAAGGCTCAGGAGGAGGCCATAAAACTCAAGGGACAAGCCCCACCTCCCTGAGCCTGCTGGATGAGACTCCTGCCT
513 K I R I Y KL Q K A QEEAI KL KGO QAUPUP P e
Nhel (2207)
EcoRI (2201)
2201 GGAATTCGCTAGCTCGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATG

Hpal (2370) Mfel (2381)
2301 CTATTGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATG




EcoRI (2466)
2401 TTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACC
- -t

2501 TCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCT

Sapl (2648)
2601 TCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTT

SspI  (2705) Swal (2719)
2701 AGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCC

2801 CAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGG
+494 ¢« N R T Y K L P
2901 ATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCAC
13241 L E E I T T K VL KGNME I LV FCDZPAYUDSILET RT CMGSC
3001 AGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGA
994 P S V V R I S R DV ED S Y PHRVAUVI TDTFWDZ KU QGNS VA'S
3101 CCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCC
664 G | A I AEACV TVURGI YATETIHVASIIEGTI KTHZ RI AA
BbsI  (3290)
XmnI (3286)
3201 CCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGG
3246 VH H K NDEYLMTI KETAVEUVLTETLDG QQSTI NTFTTZKM-=-
Asel (3352)
3301 TGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGT
-t

3401 TCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCG

Spel (3507)
3501 TTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGC
_— -

SnaBI (3635)
3601 CAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGG

Ndel (3740)
3701 GCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTG

3801 ACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTT

Pacl (3926)
PstI (3919)
Sdal (3918) pLU11I (3936)
3901 ACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTT
-

4001 CCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCT

4101 GGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCAC

ApaLl (4250)
4201 GCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTA

4301 TCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAG

4401 TTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCT

4501 CTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGAT

Eagl (4686)
Pacl (4666) Swal (4675)  NotI (4685)
4601 CTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAA

4701 TATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAA
4801 ATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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