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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245) Bsu36l (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
BspHI (560)
Agel (552)
501 CTGAGATCACCGGTCATCATGAGGGAGGACCTGCTCCTTGGCTTTTTGCTTCTGGG
- 1M R E DL L L GF L L L G
Bbsl (624) Bsp120I (659)

601 ACTGCTTTGGGAAGCTCCAGTTGTGTCTTCAGGGCCTGGGAAAGAGCTCCCCGTGGTGTGGGCCCAGGAGGGAGCTCCCGTCCATCTTCCCTGCAGCCTC
13 L L WEAPVVSSGPGIKTETLZPVVWAIOQETGAPVHTLUPT CS.L

BamHI (714) Mscl (768)
701 AAATCCCCCAACCTGGATCCTAACTTTCTACGAAGAGGAGGGGTTATCTGGCAACATCAACCAGACAGTGGCCAACCCACTCCCATCCCGGCCCTTGACC
47 K S P N L DPNTFLRRGGVY I WQHAQPDSGAQ®PT®PI PALTD
Fspl (875) BstAPI (888)

801 TTCACCAGGGGATGCCCTCGCCTAGACAACCCGCACCCGGTCGCTACACGGTGCTGAGCGTGGCTCCAGGAGGCCTGCGCAGCGGGAGGCAGCCCCTGCA
8L H Q GM P S PR QPAPGRYTVLSVAPS GG GTLI RSGRIQZPTLH
BbrPI (904) Fspl (968)
901 TCCCCACGTGCAGCTGGAGGAGCGCGGCCTCCAGCGCGGGGACTTCTCTCTGTGGTTGCGCCCAGCTCTGCGCACCGATGCGGGCGAGTACCACGCCACC
113 P H V Q L E E R G L QR GDF SLWILIZ RUPALIRTIDAGTEYHAT
Bsu36I (1073)
1001 GTGCGCCTCCCGAACCGCGCCCTCTCCTGCAGTCTCCGCCTGCGCGTCGGCCAGGCCTCGATGATTGCTAGTCCCTCAGGAGTCCTCAAGCTGTCTGATT
147 V R L P NR A L S C S LRLRVGQASMI ASUPS GV LI KTILSD
ApaLl (1147)
1101 GGGTCCTTTTGAACTGCTCCTTCAGCCGTCCTGACCGCCCAGTCTCTGTGCACTGGTTCCAGGGCCAGAACCGAGTGCCTGTCTACAACTCACCGCGTCA
180kW V L L N C S F S R P DU RUPVSVHWTFQG QNI RVPVYNSUPRH
1201 TTTTTTAGCTGAAACTTTCCTGTTACTGCCCCAAGTCAGCCCCCTGGACTCTGGGACCTGGGGCTGTGTCCTCACCTACAGAGATGGCTTCAATGTCTCC
213 F L A E T F L L L P QVSPLDSGTWS GT CUVLTYU RUDSGTFNWVS
1301 ATCACGTACAACCTCAAGGTTCTGGGTCTGGAGCCCGTAGCCCCTCTGACAGTGTACGCTGCTGAAGGTTCTAGGGTGGAGCTGCCCTGTCATTTGCCCC
247 | T Y N L K VL GL EPVAPLTVYAAESGS SR RVETLUPTCHTLTP
SandI (1408)
1401 CAGGAGTGGGGACCCCTTCTTTGCTCATTGCCAAGTGGACTCCTCCTGGAGGAGGTCCTGAGCTCCCCGTGGCTGGAAAGAGTGGCAATTTTACCCTTCA
280P G V G T P S L L I A KWTW®PU®PGSGSG®PELUWPVAGIKSGNTFTLH
Xeml (1574)
1501 CCTTGAGGCTGTGGGTCTGGCACAGGCTGGGACCTACACCTGTAGCATCCATCTGCAGGGACAGCAGCTCAATGCCACTGTCACGTTGGCGGTCATCACA
313 L E AV GLAQAGTY TOCS I HL QGQQL NATUVTLAUV I T
Xmal (1631)
1601 GTGACTCCCAAATCCTTCGGGTTACCTGGCTCCCGGGGGAAGCTGTTGTGTGAGGTAACCCCGGCATCTGGAAAGGAAAGATTTGTGTGGCGTCCCCTGA
347 V T P K S F G L P GSRGIKULULT CEVT®PASGI KTEI RTFVWRP L
Bspl201 (1722)

Xmal (1719)

Srfl (1718) Xeml (1791)
1701 ACAATCTGTCCAGGAGTTGCCCGGGCCCTGTGCTGGAGATTCAGGAGGCCAGGCTCCTTGCTGAGCGATGGCAGTGTCAGCTGTACGAGGGCCAGAGGCT
380N N L S R S C P G P V L E Il Q EARULILAEWRW QCA QLYESGAQRL
1801 TCTTGGAGCGACAGTGTACGCCGCAGAGTCTAGCTCAGGCGCCCACAGTGCTAGGAGAATCTCAGGTGACCTTAAAGGAGGCCATCTCGTTCTCGTTCTC
413 L G A T VY A A E S S S GAHS SARTI BRI SGDULIKT GG GHLVL VL

Xmnl (1979)
1901 ATCCTTGGTGCCCTCTCCCTGTTCCTTTTGGTGGCCGGGGCCTTTGGCTTTCACTGGTGGAGAAAACAGTTGCTACTGAGAAGATTTTCTGCCTTAGAAC
447 | L G A L S L F L L VAGATFGTFHWWRIKIQLTILULR RR RTFSALE
2001 ATGGGATTCAGCCATTTCCGGCTCAGAGGAAGATAGAGGAGCTGGAGCGAGAACTGGAGACGGAGATGGGACAGGAGCCGGAGCCCGAGCCGGAGCCACA
480*H G | Q P F P A QR K I E E L ERELETEMSGA QEU®PEU®PTEZPTEPQ
2101 GCTGGAGCCAGAGCCCAGGCAGCTCTGACCTGGAGCCGAGGCAGCCAGCAGGTCTCAGCAGCTCCGCCCGCCCGCCCGCCCGCCCGAATAAACTCCCTGT
513 L E P E P R Q L e
Nhel (2209)
Sphl (2205) MscI (2215)

2201 CAGCAGCATGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTT

Hpal (2347) Mfel (2358)
2301 GTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTG

EcoRI (2443)
2401 GGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAA
-

2501 TCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATA




Sapl (2625) SspI  (2682) Swal (2696)

2601 GTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTT

2701 AAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGG

2801 AACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTT
4494 ¢« N R T Y K L P I L E E I T T K
BstXI (2986)
2901 GACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGAT
1254 VL K G NM E I L VF CDZPAYODSI1LERT CMGT C®PSVVZ RIS
3001 CTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCAC
914R D V E D S Y P HR VA V I TDFDU KGO QGNSVASGI A I AEASTC
3101 AGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTC
s¢4¢ V T VR G I Y A E I HV A S I I EGTIKTRI AAGVHHTEKNTDE
Bbsl (3267)
Xmnl (3263)
3201 ATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTA
254 Y L M T I K E TA VEVLETLTDG QQSTI NTFTI KM=
Asel (3329)
3301 TTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATA
-

Spel (3484)
3401 TAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAAC
-

3501 TCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCAT CATGGTAAT

SnaBI (3612)
3601 AGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCA

Ndel (3717)
3701 ATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTG

Sdal (3895)

3801 GCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGC

PaclI (3903) BspLU11I (3913)
3901 AGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACG
e

4001 AGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCC

4101 TGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTG

ApaLl (4227)
4201 TAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAA

4301 GACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTA

4401 CGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACC

4501 GCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTC

Eagl (4663)
Pacl (4643) Swal (4652) NotI (4662)
4601 AGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTG

4701 TGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTG
4801 CAGGTGCCAGAACATTTCTCTATCGAA
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