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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Ncol (560)
Agel (552)
501 CTGAGATCACCGGTCACCATGGAGCTGGCGGCCTTGTGCCGCTGGGGGCTCCTCCT
. 1M E L AA L CRWGTUL L L

601 CGCCCTCTTGCCCCCCGGAGCCGCGAGCACCCAAGTGTGCACCGGCACAGACATGAAGCTGCGGCTCCCTGCCAGTCCCGAGACCCACCTGGACATGCTC
13 A L L PPGAASTOQVCTS GT DMI KT LI RLZPASU®PETHLT DML
Sdal (780) EcoRV (787)
701 CGCCACCTCTACCAGGGCTGCCAGGTGGTGCAGGGAAACCTGGAACTCACCTACCTGCCCACCAATGCCAGCCTGTCCTTCCTGCAGGATATCCAGGAGG
47k R H L Y QG CQVVQGNLTETLTYULUPTNASTI LS ST FLQD I QE
801 TGCAGGGCTACGTGCTCATCGCTCACAACCAAGTGAGGCAGGTCCCACTGCAGAGGCTGCGGATTGTGCGAGGCACCCAGCTCTTTGAGGACAACTATGC
80V Q G Y VL I AHN QVRQVPL QRILZ RI VRGTA QLTFETDNYA
BstBI (986)
Stul (966) Bsp1191 (986)
901 CCTGGCCGTGCTAGACAATGGAGACCCGCTGAACAATACCACCCCTGTCACAGGGGCCTCCCCAGGAGGCCTGCGGGAGCTGCAGCTTCGAAGCCTCACA
113 L AV L D NG D P L NNTT®PVTGASU®PGGTLIZ RTELI QLR RSILT
BglII (1001)
1001 GAGATCTTGAAAGGAGGGGTCTTGATCCAGCGGAACCCCCAGCTCTGCTACCAGGACACGATTTTGTGGAAGGACATCTTCCACAAGAACAACCAGCTGG
147 E I L K G G VL I Q R NP QL CY QDT Il L WIKI D I F HZIKNNAGQL
1101 CTCTCACACTGATAGACACCAACCGCTCTCGGGCCTGCCACCCCTGTTCTCCGATGTGTAAGGGCTCCCGCTGCTGGGGAGAGAGTTCTGAGGATTGTCA
180kA L T L I D T NR S RACHPTCSUPMTZ CIKSGS S RT CWSGTESSETDTCNAQ
1201 GAGCCTGACGCGCACTGTCTGTGCCGGTGGCTGTGCCCGCTGCAAGGGGCCACTGCCCACTGACTGCTGCCATGAGCAGTGTGCTGCCGGCTGCACGGGC
213 S L T R T VCA GG CARU CIKG®PULU®PTDT CT CHEIZ QTCAAGTCTSG
1301 CCCAAGCACTCTGACTGCCTGGCCTGCCTCCACTTCAACCACAGTGGCATCTGTGAGCTGCACTGCCCAGCCCTGGTCACCTACAACACAGACACGTTTG
247 P K H S DCLATCLUHTFNHSSGI CELWHTCPALVTYNTTDTTF
Bst11071  (1425)
1401 AGTCCATGCCCAATCCCGAGGGCCGGTATACATTCGGCGCCAGCTGTGTGACTGCCTGTCCCTACAACTACCTTTCTACGGACGTGGGATCCTGCACCCT
280k E S M P N P E G R Y T F GASCVTACPYNYLSTDUVSGSTCTL
1501 CGTCTGCCCCCTGCACAACCAAGAGGTGACAGCAGAGGATGGAACACAGCGGTGTGAGAAGTGCAGCAAGCCCTGTGCCCGAGTGTGCTATGGTCTGGGC
313 VvV C P L HNQTEVTATEUDSGT QRT CEI KT CSI KUZPT CARVTCYGL G
Bglll (1667)
1601 ATGGAGCACTTGCGAGAGGTGAGGGCAGTTACCAGTGCCAATATCCAGGAGTTTGCTGGCTGCAAGAAGATCTTTGGGAGCCTGGCATTTCTGCCGGAGA
347 M E H L REVRAVTSANI QEFAGT CI KT K I F GSLATF L P E
SandI (1709)
1701 GCTTTGATGGGGACCCAGCCTCCAACACTGCCCCGCTCCAGCCAGAGCAGCTCCAAGTGTTTGAGACTCTGGAAGAGATCACAGGTTACCTATACATCTC
380S F D G D P AS NTAPLQPEQLQVF FETLTETETI TGY L Y I S
Bbsl (1831)
1801 AGCATGGCCGGACAGCCTGCCTGACCTCAGCGTCTTCCAGAACCTGCAAGTAATCCGGGGACGAATTCTGCACAATGGCGCCTACTCGCTGACCCTGCAA
413 A WP DS LPDULSVFQNLIOQVI RGR I L HNGAYSLTTLAQ
Dralll (1993)
1901 GGGCTGGGCATCAGCTGGCTGGGGCTGCGCTCACTGAGGGAACTGGGCAGTGGACTGGCCCTCATCCACCATAACACCCACCTCTGCTTCGTGCACACGG
447 G L G I S WL GL RS LI REULSGS SGLALTIT HHNTHLTCTFVHT
2001 TGCCCTGGGACCAGCTCTTTCGGAACCCGCACCAAGCTCTGCTCCACACTGCCAACCGGCCAGAGGACGAGTGTGTGGGCGAGGGCCTGGCCTGCCACCA
480V P W D Q L F R NP HQAULULHTANIR RUPETUDTET CVGEGLATCHNAQ
Dralll (2136) Scal (2196)
2101 GCTGTGCGCCCGAGGGCACTGCTGGGGTCCAGGGCCCACCCAGTGTGTCAACTGCAGCCAGTTCCTTCGGGGCCAGGAGTGCGTGGAGGAATGCCGAGTA
513 L C AR GHOCWSGZPGPTOQCVNTCSAOQFTULUZ RGA QETCVETETCRYV
2201 CTGCAGGGGCTCCCCAGGGAGTATGTGAATGCCAGGCACTGTTTGCCGTGCCACCCTGAGTGTCAGCCCCAGAATGGCTCAGTGACCTGTTTTGGACCGG
547 L Q G L P R E Y VN A R HC UL P CHUPETCQQP QNG SV TTCTFGUP
2301 AGGCTGACCAGTGTGTGGCCTGTGCCCACTATAAGGACCCTCCCTTCTGCGTGGCCCGCTGCCCCAGCGGTGTGAAACCTGACCTCTCCTACATGCCCAT
580k E A D Q C VA C A HY K DUPUPTFTCVARTZ CPSGVI KU®PDLSYMZP I
Sphl (2425)
2401 CTGGAAGTTTCCAGATGAGGAGGGCGCATGCCAGCCTTGCCCCATCAACTGCACCCACTCCTGTGTGGACCTGGATGACAAGGGCTGCCCCGCCGAGCAG
613 W K F P D E E G A CQ®PTC®PI NCTMHSTCVDLUDUDIZKTGTC®PATENAOQ
BsaBI (2577)
2501 AGAGCCAGCCCTCTGACGTCCATCGTCTCTGCGGTGGTTGGCATTCTGCTGGTCGTGGTCTTGGGGGTGGTCTTTGGGATCCTCATCAAGCGACGGCAGC
647 R A S P L T S 1 VS AV V G Il L L VVVLGVVEFGI L I KRR RNAQ
BspEI (2606) BsaBI (2694)
2601 AGAAGATCCGGAAGTACACGATGCGGAGACTGCTGCAGGAAACGGAGCTGGTGGAGCCGCTGACACCTAGCGGAGCGATGCCCAACCAGGCGCAGATGCG
680kQ K I R K Y TM R R L L Q E T EL VEU®PLTU®PS S GAMZPNAI QAA QMR
2701 GATCCTGAAAGAGACGGAGCTGAGGAAGGTGAAGGTGCTTGGATCTGGCGCTTTTGGCACAGTCTACAAGGGCATCTGGATCCCTGATGGGGAGAATGTG
713 1 L K E T E L R K VK VLGS GAFSGTUVYIKSGI WI P DGTE NV



2801 AAAATTCCAGTGGCCATCAAAGTGTTGAGGGAAAACACATCCCCCAAAGCCAACAAAGAAATCTTAGACGAAGCATACGTGATGGCTGGTGTGGGCTCCC
747 K 1| P VA I K VL R ENTSPKANZIKTETILDTEAYVMATGVGS
Ndel (2900) Tth111I (2983)

2901 CATATGTCTCCCGCCTTCTGGGCATCTGCCTGACATCCACGGTGCAGCTGGTGACACAGCTTATGCCCTATGGCTGCCTCTTAGACCATGTCCGGGAAAA
780¢P Y V S R L L G I C L T STVQLVTQLMZPYSGCLLUDUHVYVR RTEN

SacIl (3000)

3001 CCGCGGACGCCTGGGCTCCCAGGACCTGCTGAACTGGTGTATGCAGATTGCCAAGGGGATGAGCTACCTGGAGGATGTGCGGCTCGTACACAGGGACTTG
813 R G R L G S Q DLLNWCMO QI AKSGMSYULlLETDJVTZ RTLVHR RTIDIL
3101 GCCGCTCGGAACGTGCTGGTCAAGAGTCCCAACCATGTCAAAATTACAGACTTCGGGCTGGCTCGGCTGCTGGACATTGACGAGACAGAGTACCATGCAG
847m A A R N VL V K S P NH V K I T DFGLARTLTILTDTIDTETTETYHA

SgrAl (3247)

3201 ATGGGGGCAAGGTGCCCATCAAGTGGATGGCGCTGGAGTCCATTCTCCGCCGGCGGTTCACCCACCAGAGTGATGTGTGGAGTTATGGTGTGACTGTGTG
880D G G K V P I K WMA L E S I L RRRTFTHI QSDUVWSYGVTVW
Xmal (3344)

3301 GGAGCTGATGACTTTTGGGGCCAAACCTTACGATGGGATCCCAGCCCGGGAGATCCCTGACCTGCTGGAAAAGGGGGAGCGGCTGCCCCAGCCCCCCATC

913 E L M T F G A K P Y DGI1 PARTETI PDTLTULTETZKTGET RTLTEPIOQTPTEP
3401 TGCACCATTGATGTCTACATGATCATGGTCAAATGTTGGATGATTGACTCTGAATGTCGGCCAAGATTCCGGGAGTTGGTGTCTGAATTCTCCCGCATGG
947 C T | D VY M I M V K C WM I DS E CRUPU RTFI RETLVSETF SRM

SandI (3503) Ecod7III (3512)
3501 CCAGGGACCCCCAGCGCTTTGTGGTCATCCAGAATGAGGACTTGGGCCCAGCCAGTCCCTTGGACAGCACCTTCTACCGCTCACTGCTGGAGGACGATGA
980kA R D P Q R F V.V I Q N E DL GPASUPLUDSTTFVYUZ RSILLTETDTDTD
Acc65T (3633) Xmal (3669)
3601 CATGGGGGACCTGGTGGATGCTGAGGAGTATCTGGTACCCCAGCAGGGCTTCTTCTGTCCAGACCCTGCCCCGGGCGCTGGGGGCATGGTCCACCACAGG
1013 M G D L VD A E E Y L VP QQGTFTFTCPUDZPAPGAGG GMVHHR
3701 CACCGCAGCTCATCTACCAGGAGTGGCGGTGGGGACCTGACACTAGGGCTGGAGCCCTCTGAAGAGGAGGCCCCCAGGTCTCCACTGGCACCCTCCGAAG
1047* H R S S S T R S G G GDLTULGLTETPSTETETEAPRTSTZPLATPSE
3801 GGGCTGGCTCCGATGTATTTGATGGTGACCTGGGAATGGGGGCAGCCAAGGGGCTGCAAAGCCTCCCCACACATGACCCCAGCCCTCTACAGCGGTACAG
1080kG A G S D V F D G DL GMGAAZ KTGTLU QSTLUZPTHODTZPSZPLI QR RYS
3901 TGAGGACCCCACAGTACCCCTGCCCTCTGAGACTGATGGCTACGTTGCCCCCCTGACCTGCAGCCCCCAGCCTGAATATGTGAACCAGCCAGATGTTCGG
1113 E D P T VP L P S E TDGY VAPTLTT CS®POQPTETYVNA QPTUDVR
4001 CCCCAGCCCCCTTCGCCCCGAGAGGGCCCTCTGCCTGCTGCCCGACCTGCTGGTGCCACTCTGGAAAGGCCCAAGACTCTCTCCCCAGGGAAGAATGGGG
1147» P Q P P S P R E G P L P A ARUPAGATTLTET RS PI KTTLSUZPGI KNG
Scal (4145)
4101 TCGTCAAAGACGTTTTTGCCTTTGGGGGTGCCGTGGAGAACCCCGAGTACTTGACACCCCAGGGAGGAGCTGCCCCTCAGCCCCACCCTCCTCCTGCCTT
1180V V K D VF A F G G A VENUPEYLTU®POQGGAAPI QPUHPUZPUPATF
4201 CAGCCCAGCCTTCGACAACCTCTATTACTGGGACCAGGACCCACCAGAGCGGGGGGCTCCACCCAGCACCTTCAAAGGGACACCTACGGCAGAGAACCCA
1213 S P A F D N L Y Y WD QDU PPET RTGAPPSTTFIKTGTU®PTATENSF?P
Nhel (4347)

4301 GAGTACCTGGGTCTGGACGTGCCAGTGTGAACCAGAAGGCCAAGTCCGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAAC
1247 E Y L G L D V P V e

Hpal (4485) Mfel (4496)
4401 TAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAAT

4501 TGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCAT
- -

4601 AGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTG

Sapl (4763)
4701 TTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTC

Sspl  (4820) Swal (4834)
4801 CCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCC

4901 CTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTG
1414 ¢ N R
Sacl (5095)
5001 GTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCT
1374T Y K L P I L E E I T T K VL KGNME I LV F CDZPAYDS I L E
5101 CTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCC
1044 R C M G C P S V VR I S R DVEUDSYZPHURVAVI TDFDIK QG
Stul (5259)

5201 GTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTG
74 N S VA S G 1 A1 A EACVTVZRGI YAETIHVASIIESGTHK
5301 GTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGT

37T R 1| A A GV HHIKNDTETYLMTI I KETAVEUVLTETLTD- GQOQST I N
BbsI (5405)
XmnI (5401) Asel  (5467)
5401 TGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCC
44 F T K M - -
Sacl (5524)
5501 AGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACA

Spel (5622)
5601 TTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGC
-




5701

5801

5901

6001

6101

6201

6301

6401

6501

6601

6701

6801
6901

SnaBI (5750)
CCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGG

Ndel (5855)
CATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAA

ATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAG

Sdal (6033) Pacl (6041)  BspLU11I (6051)
CCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGC
e

GTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATAC

CAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGC

TTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGC

CTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTA

GGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAA

AAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCA

Pacl (6781) Swal (6790)
AGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC A

Eagl (6801)
NotI (6800)
GCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACA
AAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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