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Pvul (7)
Sgfl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl14061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
401
Kasl (535) Mlul (558)
501 CTGAGATCACCGGAACGCGTACCATGGCTGGCGGAGCCTGGGGCCGCCTGGCCTGT
- 1M A G G A WG U R L A C

BsrBI (691)
601 TACTTGGAGTTCCTGAAGAAGGAGGAGCTGAAGGAGTTCCAGCTTCTGCTCGCCAATAAAGCGCACTCCAGGAGCTCTTCGGGTGAGACACCCGCTCAGC
12 Y L E F L K K E E L K E F QL L L ANJIKAHSI RS S S GETU®PANAQ
701 CAGAGAAGACGAGTGGCATGGAGGTGGCCTCGTACCTGGTGGCTCAGTATGGGGAGCAGCGGGCCTGGGACCTAGCCCTCCATACCTGGGAGCAGATGGG
45k P E K T S G M E VA S Y L VA QY GEI QRAWUDTILATLUHTMWEIGQMG
801 GCTGAGGTCACTGTGCGCCCAAGCCCAGGAAGGGGCAGGCCACTCTCCCTCATTCCCCTACAGCCCAAGTGAACCCCACCTGGGGTCTCCCAGCCAACCC
78 L R S L CA QA QE GAGHSU®PSFUPY SPSEWPHLGSU®PS QTP

BamHI (925)
901 ACCTCCACCGCAGTGCTAATGCCCTGGATCCATGAATTGCCGGCGGGGTGCACCCAGGGCTCAGAGAGAAGGGTTTTGAGACAGCTGCCTGACACATCTG
112 T S T AV L M P W I HELPAGT CTOQG S E R RVLI RAQL P DTS
1001 GACGCCGCTGGAGAGAAATCTCTGCCTCACTCCTCTACCAAGCTCTTCCAAGCTCCCCAGACCATGAGTCTCCAAGCCAGGAGTCACCCAACGCCCCCAC
145*G R R W R E I S A S L L Y QAL PSS PDUHESZPS QESZPNAUPT
BamHI (1125)
1101 ATCCACAGCAGTGCTGGGGAGCTGGGGATCCCCACCTCAGCCCAGCCTAGCACCCAGAGAGCAGGAGGCTCCTGGGACCCAATGGCCTCTGGATGAAACG
178« S T A VL G S WG S PP QPSLAPU REI QEAPGTA QWZ®PLUDTET
1201 TCAGGAATTTACTACACAGAAATCAGAGAAAGAGAGAGAGAGAAATCAGAGAAAGGCAGGCCCCCATGGGCAGCGGTGGTAGGAACGCCCCCACAGGCGC
212k S G I Y Y T E I R E R E R E K S E K GR P PWAAVV GTU®PP QA
1301 ACACCAGCCTACAGCCCCACCACCACCCATGGGAGCCTTCTGTGAGAGAGAGCCTCTGTTCCACATGGCCCTGGAAAAATGAGGATTTTAACCAAAAATT
245*H T S L Q P H H HPWEU®PS VI RESLU CSTWZ®PWIKNTETDTFNQK F
1401 CACACAGCTGCTACTTCTACAAAGACCTCACCCCAGAAGCCAAGATCCCCTGGTCAAGAGAAGCTGGCCTGATTATGTGGAGGAGAATCGAGGACATTTA
278 T Q L L L L QR P HPIRSQDU®PLVI KU RSWPIDYVETENIZ RGHIL
1501 ATTGAGATCAGAGACTTATTTGGCCCAGGCCTGGATACCCAAGAACCTCGCATAGTCATACTGCAGGGGGCTGCTGGAATTGGGAAGTCAACACTGGCCA
312 | E I R DL F GP GL DT QEW®PRI VI L QGAAGI GK S TL A
1601 GGCAGGTGAAGGAAGCCTGGGGGAGAGGCCAGCTGTATGGGGACCGCTTCCAGCATGTCTTCTACTTCAGCTGCAGAGAGCTGGCCCAGTCCAAGGTGGT
345* R Q V K E AW GUR G QLY GDW RTFQHVFYFSCRELAIQSIK VYV
BsrBI (1773)
1701 GAGTCTCGCTGAGCTCATCGGAAAAGATGGGACAGCCACTCCGGCTCCCATTAGACAGATCCTGTCTAGGCCAGAGCGGCTGCTCTTCATCCTCGATGGT
378 S L A E L I G K DGTATW®PAPI1 RQI L SRU®PERTILILTFI L DG
1801 GTAGATGAGCCAGGATGGGTCTTGCAGGAGCCGAGTTCTGAGCTCTGTCTGCACTGGAGCCAGCCACAGCCGGCGGATGCACTGCTGGGCAGTTTGCTGG
412 V D E P GW V L Q E P S S ELCLUHWSQPQPADATILTLGS L L
1901 GGAAAACTATACTTCCCGAGGCATCCTTCCTGATCACGGCTCGGACCACAGCTCTGCAGAACCTCATTCCTTCTTTGGAGCAGGCACGTTGGGTAGAGGT
445G K T I L P E A S F L I T ARTTALI QNULTI P SLEI QAU RMWVE YV
Sspl (2029)
2001 CCTGGGGTTCTCTGAGTCCAGCAGGAAGGAATATTTCTACAGATATTTCACAGATGAAAGGCAAGCAATTAGAGCCTTTAGGTTGGTCAAATCAAACAAA
478 L G F S E S S R K E Y F Y R Y F T DEW R QAI RAFIRIL VK S NK
2101 GAGCTCTGGGCCCTGTGTCTTGTGCCCTGGGTGTCCTGGCTGGCCTGCACTTGCCTGATGCAGCAGATGAAGCGGAAGGAAAAACTCACACTGACTTCCA
512 E L WA L CL VPWVSWILATCTT CLMOQQMI KT RIKTETZKTLTTLTS
2201 AGACCACCACAACCCTCTGTCTACATTACCTTGCCCAGGCTCTCCAAGCTCAGCCATTGGGACCCCAGCTCAGAGACCTCTGCTCTCTGGCTGCTGAGGG
545K T T T T L C L HY L A QA L QAQPLGPOQLI RDILTCSTULAATEG
2301 CATCTGGCAAAAAAAGACCCTTTTCAGTCCAGATGACCTCAGGAAGCATGGGTTAGATGGGGCCATCATCTCCACCTTCTTGAAGATGGGTATTCTTCAA
578 | W Q K K T L F S P DDULU RIKUHGLDGAI1I I S TTFLIKMMGTI L Q
2401 GAGCACCCCATCCCTCTGAGCTACAGCTTCATTCACCTCTGTTTCCAAGAGTTCTTTGCAGCAATGTCCTATGTCTTGGAGGATGAGAAGGGGAGAGGTA
612 E H P I P L S Y S F I HL CF QEFFAAMSY VLEUDTETZKGTR RG
Ndel (2542)
2501 AACATTCTAATTGCATCATAGATTTGGAAAAGACGCTAGAAGCATATGGAATACATGGCCTGTTTGGGGCATCAACCACACGTTTCCTATTGGGCCTGTT
645k K H S N C I | DL E K T L EAY GI HGLFGASTTRTFILLGTL L
2601 AAGTGATGAGGGGGAGAGAGAGATGGAGAACATCTTTCACTGCCGGCTGTCTCAGGGGAGGAACCTGATGCAGTGGGTCCCGTCCCTGCAGCTGCTGCTG
678% S D E G E R EM E N1 F HCRLSQGRNLMOQWVP S L QL L L
Psp14061 (2750) BstBI (2778)
2701 CAGCCACACTCTCTGGAGTCCCTCCACTGCTTGTACGAGACTCGGAACAAAACGTTCCTGACACAAGTGATGGCCCATTTCGAAGAAATGGGCATGTGTG
712 Q P H S L E S L HCULYETH RNIKTTFLTI QVMAUHTFTETEMGMTC
HindIII (2862)
BbrPI (2853)
2801 TAGAAACAGACATGGAGCTCTTAGTGTGCACTTTCTGCATTAAATTCAGCCGCCACGTGAAGAAGCTTCAGCTGATTGAGGGCAGGCAGCACAGATCAAC
745*V E T DM E L L V C T F C Il KF SR HV KK KULQL 1T EGRI QHRST
BstEII (2981)

2901 ATGGAGCCCCACCATGGTAGTCCTGTTCAGGTGGGTCCCAGTCACAGATGCCTATTGGCAGATTCTCTTCTCCGTCCTCAAGGTCACCAGAAACCTGAAG
778 W S P T MV VL FRWV?PVTDAYWAOQI L F S VLI KVTR RNILK



3001 GAGCTGGACCTAAGTGGAAACTCGCTGAGCCACTCTGCAGTGAAGAGTCTTTGTAAGACCCTGAGACGCCCTCGCTGCCTCCTGGAGACCCTGCGGTTGG
812k E L D L S G N S L S HSAVIKSLT CIKTULI RI RPRTE CLIULTETTLTR RTIL
3101 CTGGCTGTGGCCTCACAGCTGAGGACTGCAAGGACCTTGCCTTTGGGCTGAGAGCCAACCAGACCCTGACCGAGCTGGACCTGAGCTTCAATGTGCTCAC
845" A G C G L T A E D C K DLAFGLW RANA QTTULTTETLUDTLST FEFNWVLT
3201 GGATGCTGGAGCCAAACACCTTTGCCAGAGACTGAGACAGCCGAGCTGCAAGCTACAGCGACTGCAGCTGGTCAGCTGTGGCCTCACGTCTGACTGCTGC
878 D A G A K HL CQRULW RQPSCKL QRLQLVSTCGLTSDTCC
3301 CAGGACCTGGCCTCTGTGCTTAGTGCCAGCCCCAGCCTGAAGGAGCTAGACCTGCAGCAGAACAACCTGGATGACGTTGGCGTGCGACTGCTCTGTGAGG
912 Q D L A S VL S A S P S L K E L DL QQNNWLWDUDVSGVU R LLCE
3401 GGCTCAGGCATCCTGCCTGCAAACTCATACGCCTGGGGCTGGACCAGACAACTCTGAGTGATGAGATGAGGCAGGAACTGAGGGCCCTGGAGCAGGAGAA
945G L R H P A C K L I R L GLDAQTTULSDEMZ BRI QETLIR RATLEQE K
3501 ACCTCAGCTGCTCATCTTCAGCAGACGGAAACCAAGTGTGATGACCCCTACTGAGGGCCTGGATACGGGAGAGATGAGTAATAGCACATCCTCACTCAAG
978 P Q L L I F S R R K P S VM TU®PTESGLU DTS GEMSNSTS S L K

Bglll (3673)
3601 CGGCAGAGACTCGGATCAGAGAGGGCGGCTTCCCATGTTGCTCAGGCTAATCTCAAACTCCTGGACGTGAGCAAGATCTTCCCAATTGCTGAGATTGCAG
1012 R Q R L G S E R A A S HVAQANWLUI KULTULUDVYVSI K1l F P 1 A E I A
Agel (3722)
3701 AGGAAAGCTCCCCAGAGGTAGTACCGGTGGAACTCTTGTGCGTGCCTTCTCCTGCCTCTCAAGGGGACCTGCATACGAAGCCTTTGGGGACTGACGATGA
1045*E E S S P E V V P V E L L C VP SPASQGDULUHTI KU PTLGTUDTDTD
3801 CTTCTGGGGCCCCACGGGGCCTGTGGCTACTGAGGTAGTTGACAAAGAAAAGAACTTGTACCGAGTTCACTTCCCTGTAGCTGGCTCCTACCGCTGGCCC
1078 F W G P T G P VA T E V VD K E K N1L1L Y RV HTFUPVAGSYURWTEP

BstEII (3932) EcoRI (3948)
3901 AACACGGGTCTCTGCTTTGTGATGAGAGAAGCGGTGACCGTTGAGATTGAATTCTGTGTGTGGGACCAGTTCCTGGGTGAGATCAACCCACAGCACAGCT
1112» N T 6 L C F VM R E A V T V E I E F CVWDUO QTFTULTGTETI NPIOQHS

Dralll (4068)
4001 GGATGGTGGCAGGGCCTCTGCTGGACATCAAGGCTGAGCCTGGAGCTGTGGAAGCTGTGCACCTCCCTCACTTTGTGGCTCTCCAAGGGGGCCATGTGGA
1145*W M V A G P L L D I K A E P GA VEAVHLUPHTFVALIQGSGHVTD
4101 CACATCCCTGTTCCAAGTGGCCCACTTTAAAGAGGAGGGGATGCTCCTGGAGAAGCCAGCCAGGGTGGAGCTGCATCACATAGTTCTGGAAAACCCCAGC
1178 T S L F Q VA H F K E E GM L L E KP ARV EULWUHUHI VL ENFPS
4201 TTCTCCCCCTTGGGAGTCCTCCTGAAAATGATCCATAATGCCCTGCGCTTCATTCCCGTCACCTCTGTGGTGTTGCTTTACCACCGCGTCCATCCTGAGG
1212 F S P L G V L L KM I HNALU RTFI PV TSV VLLYHR RVHTZPE
Xbal (4361)
4301 AAGTCACCTTCCACCTCTACCTGATCCCAAGTGACTGCTCCATTCGGAAGGCCATAGATGATCTAGAAATGAAATTCCAGTTTGTGCGAATCCACAAGCC
1245 E V. T F H L Y L I P S DCS 1 RKA A1 DDULTEMMTZEKTFIOQFVR R I HKP
4401 ACCCCCGCTGACCCCACTTTATATGGGCTGTCGTTACACTGTGTCTGGGTCTGGTTCAGGGATGCTGGAAATACTCCCCAAGGAACTGGAGCTCTGCTAT
1278 P P L T P L YMGCRYTVSGSGSGMILTETILU®PIKTETLTETLTCY
4501 CGAAGCCCTGGAGAAGACCAGCTGTTCTCGGAGTTCTACGTTGGCCACTTGGGATCAGGGATCAGGCTGCAAGTGAAAGACAAGAAAGATGAGACTCTGG
1312 R S P G E D Q L F S E F Y V GHULGSG I RL QVIKUDTZKT KT DTETHL
Bglll (4625)
4601 TGTGGGAGGCCTTGGTGAAACCAGGAGATCTCATGCCTGCAACTACTCTGATCCCTCCAGCCCGCATAGCCGTACCTTCACCTCTGGATGCCCCGCAGTT
1345*V W E A L V K P G D LMUPATTULI PPARI AV P SPLDATZPAOQIL
Dralll (4704)
4701 GCTGCACTTTGTGGACCAGTATCGAGAGCAGCTGATAGCCCGAGTGACATCGGTGGAGGTTGTCTTGGACAAACTGCATGGACAGGTGCTGAGCCAGGAG
1378 L H F VvV D Q Y R E QL I ARV TSVEVVLDIKILUHSGA QVL S QE
4801 CAGTACGAGAGGGTGCTGGCTGAGAACACGAGGCCCAGCCAGATGCGGAAGCTGTTCAGCTTGAGCCAGTCCTGGGACCGGAAGTGCAAAGATGGACTCT
1412 Q Y E R VL A E N T R P S QMR KL F SL SQS WD RIKTCIKTDTGL
Nhel (4989)
4901 ACCAAGCCCTGAAGGAGACCCATCCTCACCTCATTATGGAACTCTGGGAGAAGGGCAGCAAAAAGGGACTCCTGCCACTCAGCAGCTGAGCTAGCTGGCC
1445*Y Q A L K E T HP HL I MELWETZ KT GSIKIKTGTLTLTZPTIL S S e —
5001 AGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTT

Hpal (5127)
5101 GTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGT

EcoRI (5223)
5201 AAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAAT
L e

5301 AAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTG

Sspl (5462) Swal (5476)
5401 AACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAA

5501 AATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAG

5601 AAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCT
414 ¢« N R T Y K L P I L E E I T T K V L K G N M E
5701 CAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTA
1184 | L V F ¢ D P A Y DS Il L ERICMGTC®PSVVRI1I SRDVETDSY
5801 GGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATG
84 P H R VA V I T DF DK QGNZSVASGI A1l AEACVTVRG
5901 TAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCT
51Y A E I HV A S | I E GTKTR I AAGVHHIKNDTEYLMT I KE
BspHI (6051)
6001 CAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGATGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACT
184 T AV E V L E L D QQS I NTF T K M-




6101

6201

6301

6401

6501

6601

6701

6801

6901

7001

7101

7201

7301

7401

7501
7601

Asel  (6109)
ATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACG
-y

Spel (6264)
CCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGG
-

SnaBI (6392)
TGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGA

Ndel (6497)
TGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCAT

ATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATAC

Pacl (6683)

Sdal (6675) BspLU11I (6693)
GTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTG
-

AGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGC

TCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTA

CCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCT

GGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTG

GCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAG

TATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTT

TGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGT

Eagl (7443)
Pacl (7423) Swal (7432)  Notl (7442)
TAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGA

ATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTC
TATCGAA
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