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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
Nael (441)
401
Necol (560)
Kasl (535) Agel (552)
501 CTGAGATCACCGGTCACCATGGAGTCCGAATCGGAAAGCGGGGCTGCTGCTGACAC
- 1M E S E S E S GA A ADT
Ncol (624)
HindIII (618) RsrlIl (666)
601 CCCCCCACTGGAGACCCTAAGCTTCCATGGTGATGAAGAGATTATCGAGGTGGTAGAACTTGATCCCGGTCCGCCGGACCCAGATGACCTGGCCCAGGAG
13 P P L E T L S FHGDTETETIl1 EVVELWDZPSGZPZPTDZPDTUDTILANQE
Xbal (759) Bsp1201 (795)

701 ATGGAAGATGTGGACTTTGAGGAAGAAGAGGAGGAAGAGGGCAACGAAGAGGGCTGGGTTCTAGAACCCCAGGAAGGGGTGGTCGGCAGCATGGAGGGCC
47 M E D V D F E E E E E E E G N E E GWV L EPQE GV V GSME G
801 CCGACGATAGCGAGGTCACCTTTGCATTGCACTCAGCATCTGTGTTTTGTGTGAGCCTGGACCCCAAGACCAATACCTTGGCAGTGACCGGGGGTGAAGA
8okP D DS E V TFALHSASVF FCVSLUDZPIKTNTLAVTGGTED
901 TGACAAAGCCTTCGTATGGCGGCTCAGCGATGGGGAGCTGCTCTTTGAGTGTGCAGGCCATAAAGACTCTGTGACTTGTGCTGGTTTCAGCCATGACTCC
113 D K A F VWU R L S D GEULULTFET CAGHTI KUDS SV T CAGTF S HDS
1001 ACTCTAGTGGCCACAGGGGACATGAGTGGCCTCTTGAAAGTGTGGCAGGTGGACACTAAGGAGGAGGTCTGGTCCTTTGAAGCGGGAGACCTGGAGTGGA
147 T L VA T G DM S G L L KVWAQVDTIKTETEVWSTFEAGT DILE W
SandI (1197)
1101 TGGAGTGGCATCCTCGGGCACCTGTCCTGTTGGCGGGCACAGCTGACGGCAACACCTGGATGTGGAAAGTCCCGAATGGTGACTGCAAGACCTTCCAGGG
180kM E W H P R A P VL LAGTADGNTWMMWIKVPNGUDTCIKTTFOQG
1201 TCCCAACTGCCCAGCCACCTGTGGCCGAGTCCTCCCTGATGGGAAGAGAGCTGTGGTAGGCTATGAAGATGGGACCATCAGGATTTGGGACCTGAAGCAG
213 P N C P A T CGUR VL PDGI K RAVYVY GY EDGTI R I WDTUL K Q
Bsp1201 (1341)
1301 GGAAGCCCTATCCATGTACTGAAAGGGACTGAGGGTCACCAGGGCCCACTCACCTGTGTTGCTGCCAACCAGGATGGCAGCTTGATCCTAACTGGCTCTG
247 G S P I HV L K GTEGHQG®PLTCVAANA QDG STUL I L TG S
Xeml (1430)
1401 TGGACTGCCAGGCCAAGCTGGTCAGTGCCACCACCGGCAAGGTGGTGGGTGTTTTTAGACCTGAGACTGTGGCCTCCCAGCCCAGCCTGGGAGAAGGGGA
280V D C Q A K L VSATT GIK VV GV FRPETVASAQPSLGTEGE
Xeml (1586)
1501 GGAGAGTGAGTCCAACTCGGTGGAGTCCTTGGGCTTCTGCAGTGTGATGCCCCTGGCAGCTGTTGGCTACCTGGATGGGACCTTGGCCATCTATGACCTG
313 E S E S NS V E S L GF CSVMPLAAVGYLDSGTTULATI Y DL
1601 GCTACGCAGACTCTTAGGCATCAGTGTCAGCACCAGTCGGGCATCGTGCAGCTGCTGTGGGAGGCAGGCACTGCCGTGGTATATACCTGCAGCCTGGATG
347 A T Q T L R HQCQHQSGI VQLLWEAGTAVVYTT CSTILTD
Eagl (1728)
Rsrll (1723)
1701 GCATCGTGCGCCTCTGGGACGCCCGGACCGGCCGCCTGCTTACTGACTACCGGGGCCACACGGCTGAGATCCTGGACTTTGCCCTCAGCAAAGATGCCTC
380G | V R L WDARTS G RLLTDY R GHTATET'I L DFAL S K DA'S
Tth111I (1809) Stul (1852)
1801 CCTGGTGGTGACCACGTCAGGAGACCACAAAGCGAAAGTATTTTGTGTCCAAAGGCCTGACCGTTAATGGCTGCAGCCCCTGCCTGTGTGTCTGGTGTTG
413 L V V T T S G D H KA K V F CV QR P DR e
Nhel (1907)
1901 AGGGGACGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGT

Hpal (2045) Mfel (2056)
2001 GATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGG

EcoRI (2141)
2101 AGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATC
-

2201 CTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGT

SspI  (2380) Swal (2394)
2301 GTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAA

2401 ATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAA

2501 CAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGA
414 ¢ N R T Y K L P I L E E I T T K V




Sacl (2655)

2601 CCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCT
1244 L K G NM E I L VF CDZPAYDS S 1l L EURT CMGT C®PS SV VU R I SR
2701 GTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAG
9114 D V E D S Y P HR VAV I T DFDI K QGNSVASGI A1 A EATC

Stul (2819)
2801 ACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCAT
s574v. T V. R G I Y A E | HV A S I | E GTIK TR R I A A GV HHIKNUDE Y
BspHI (2969)
Xmnl (2961)
2901 AGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATT

244 L M T I K E T AV EUVLETLDI QQS I NF T K M-
Asel  (3027) Sacl (3084)
3001 ATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGC T TATCTGACGGTTCACTAAACGAGCTCTGCTTATAT
-

Spel (3182)
3100 AGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAAC
-

3199 TCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAAT

SnaBI (3310)
3299 AGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCA

Ndel (3415)
3399 ATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTG

Sdal (3593)

3499 GCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTG

Pacl (3601) BspLU11I (3611)
3598 CAGGTT AA TTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTG
e

3696 ACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTC

3796 TCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCG

ApaLI (3925)
3896 GTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGG

3996 TAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAA

4096 CTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACC

4196 ACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACG

Eagl (4361)
Pacl (4341) Swal (4350) NotI (4360)
4296 CTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACAT

4396 CTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAA
4496 GTGCAGGTGCCAGAACATTTCTCTATCGAA
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