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Pvul (7)
Sefl (6)
1 GGATCTGCGATCGCTCCGGTGCCCGTCAGTGGGCAGAGCGCACATCGCCCACAGTCCCCGAGAAGTTGGGGGGAGGGGTCGGCAATTGAACGGGTGCCTA

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Psp1406I (203) Bsu36I (291)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301

NgoMIV (441)
401

Agel (552) Sphl (560)
501 CTGAGATCACCGGTCAGCATGCCAAGGATGGAAAGACATCAGTTCTGCTCTGTTCT
- 1M P RM ERHQFC SV L
601 CCTCATTCTGATACTATTGACTCTGGTGAGCCTTACCTTGACTGGCTGGGCATGGACCATCCCTGATTGCATCATAGCAGACAGTTTGTTATTTCCTAAC
13 L | L I L LT LV SLTULTSGWAWT I PDZ C I I ADSLLTFPN
701 CTTTCCTACTACATCCCATTCTGTACCTCGGCCCCAGGACTACACCTTTTGGCATCTTGCTCTAATGTTAAAAACTTAAATCAGACCCTAAAAAGAGTGC
47 L S Y Y I P FCT SAPGLHTULLASTCS SNVI KNILNA QT LK RV
801 CCAGAAATACAGAGGTACTCTGCCTCCAGGGCATGGTTCCTACTCTGCCAGCTAAGGCCTTTATTCGCTTCCACTCCCTACAGCTTCTAAGGCTGCAATT
8P R N T EV L CLQGMV PTULZPAKATF I RFHSLOQLILZ RLA OQTI'L
901 GAGTACAACCAGTGTCACATCTAGGACTTTTCAAGGACTGGACCAGCTACAATACCTTTTTTTTGATCATCATGCTCCCTGTTGCCTAAGCTTGTTCCTC
113 s T T S Vv T S RTFQG LD QLQYULTFFDHHAUPT CT CTULSLF L

Spel (1090)
1001 TCTCCAAATTGTTTTGAGTCTCTTAGATCCCTTAGTAGTCTTTCCTTTCAAGGATACTGCCTGACTTATAGCCAAAGCATCTACTTGCCAACTAGTCTTA
147 S P N C F E S LR SL S SLSFQGYCLTYSQS I YLPTSL

1101 GGCATCTAACTCTGAGGAATAGCTGTCTAACAAAGTTTCAGGACCTTCAAAGGCTCTTCCCAGACCTTCTGCTGAGTACCTCCTCTACACCCAATACCAA
189¥R H L T L RN S CLTIK FQDLQRULTF®PDULLULSTSSTUPNTHK
SsplI (1299)
1201 ACCAGGGGCACCCTTTTTAGAGATGCTGGATTTATCTTACAACCTTCAGCTGAAACAGGCAGGTGTCAGAGACTTGTATGGCCTCACACTCCATTCCCTA
23 P G A P F L EM LD LS YNLQLIK QAGVYVY RDULYSGLTULHS L
1301 ATATTGGATGGTACCCCACTAAGAGCACTTGATCTCACAGACTCAGGACTGCTCCACTTGCACTTCCTCTCCCTTGTGGGAACAGGAATAGAAAAAGTGC
247 | L D G T P L RALDLTDSGULULHTILHTFLSULVGTSG I EK V
ApalLl (1430)
1401 CTGCAAGTTTGACTGGCTACTCTGAGCTTCGTGCACTTGACCTTGGGAAAAACCAAATCCAAAACATCTTGGAAAATGGAGAAATCCCAGGTTATAAAGC
280¥P A S L T G Y S E L RALDILGI KN QI QN T L ENGTE I PG YKA
BsaBI (1522)
EcoRI (1504) BspHI (1518)
1501 CCTGGAATTCCTTAGCCTTCATGATAACCATCTGCAAACACTTCCTACCAGGTTTCTACATACTCTACCCCAGCTTCAGAAGCTCAACCTATCTATGAAT
313 L E F L S LHDNWMHTULAOQTUL®PT RT FILHTIULUPQLQK LNLSMN
BglII (1659) Ncol (1692)
1601 AAGCTTGGACCAATCTTGGAGCTTCCAGAAGGACTCTTTAGCACAAACTTAAAAGTGCTAGATCTATCCCATAATCAACTCTGTGATGTACCCCATGGGG
347 K L G P I L E L P EGLF STNULI KV LDULSHNA QLT CDV PHG
Sdal (1773)
1701 CTTTCTCCCTTTTGTCACAGCTCCAGGAGCTCTGGTTGAGTGGCAATAACATCTCCAGTTTATCCAATGAAAGCCTGCAGGGACTGAGGCAGCTGAGGAC
380kA F S L L S Q LQ E LWL SGNN 1T S SLSNZESULQGTLUR RQLRT
Scal (1827)
1801 ACTAGACTTAAGTTGGAATCAAATTAAAGTACTCAAACCAGGCTGGCTCTCTCATCTTCCTGCTCTGACTACCTTGAACCTTCTGGGCACCTACTTAGAA
413 L D L SWNAQ I KV LK PGW L SHULUPALTTIULNILILGT YL E
SandI (1923)
1901 AATATCTTAGGCATACAACTTCAGGGTCCCAAGATGCTAAGGCATCTACAACTGGGTTCTTATCCAATGCTGGACATATATCCTCCCTGGCCCCCAACAC
447 N I L G 1 Q LQ G PKMULIRHLAQLGSYPMULD I YPPWPPT
2001 TCCTTAGCTTAGAAATACAAGCAGAATCATGTATTCAGTTTATGATTCACAGTGGACAGCCATTCTTATTCTTAGAGAACCTTACCTTAGAGACTTCCAT
480L L S L E I Q A E S C I Q FM I HSGQ®PFLFLENLTTULET S I
2101 TCTATTACTAAAACCAGACAACATCACAATTCATTTTCCCTCCCTGCGTCGCCTCACCTTGCGTGGCTACAGCTTCATCTTCTCAACCAGTCAACTTCAG
53 L L L K PDN 1T I HFWPSLIRRLTIULRGYSF I F ST SQLAQ
2201 AGATTCTTCCCACAACAGCTTCCTCTTCTGGAGCACTTCTTTATCTGGTGTGAAAACAGCTATGCAGTAGACCTCTATCTATTTGGGATGCCCAGGCTAC
547 R F F P QQ L P L L EHFF IWTCENSYAVDTLYULTFGMZPRIL
Scal (2341)
2301 GTGTGCTAGAGCTGGGGTACCTTAACTTTTTCTATGAGTCAAGTACTATGAAGCTAGAGATGCTATTGAAGGAGGTACCTCAGTTACAGGTACTGGCATT
58¥R V L E L G Y LN F F Y E S STMIK L EMTULILZEKEV PQLQVLATL
2401 GAGCCACCTGAATCTCAGGAACCTCTCTGTGTCCAGCTTTAAGAGCTTGCAGGACCTCAAACTGCTGCTCTTCAACTCTGAAAGGGCGCTGGAGATGAAC
613 S H L N L RN L SV SS FK SLQDLIKLULTULTFNISEIRALTEWMN
2501 AGCAACCTCCAGGAGTTTATTCCTCAGATGCCTCAGTACGTTTACTTCTCTGATGTCACCTTTACTTGCCAGTGTGAAGCTTCCTGGCTGGAGTCTTGGG
647 S N L Q E F I PQ M PQ YV Y F SDVT FTU CQCEASWL E SW



Bsp120I (2606)

2601 CTACACG&ECCCCAAACACATTTGTTTATGGGCTGGAAAAATCCATTTGCATAGCTAATGCCTCAGACTACTCCAAAACTCTACTATTCTCTTTCCTTGC
680A T R A P N T FV Y G L EK S I C I ANASD Y SKTULILTFSTFLA
2701 TACTAATTGTCCACACGGTACTGAGTTTTGGGGCTTTCTCACCAGTTTCATTCTGCTGCTTCTGTTGATTATCCTTCCTCTGATTAGCTGTCCTAAATGG
73 T N C PH G T E FWG F LT S F I L L LLL I I L P L I SCPKW

2801 TCCTGGCTTCATCACCTCTGGACACTCTTTCATACTTGTTGGTGGAAATTATGTGGACATAGACTCAGAGGCCAATTCAACTATGATGTCTTTATATCCT
747 SW L HH LWTULTFHTO CWMWI KL CGHI RILIRG QT FNYDVF IS

2901 ATTGTGAGGAGGATCAAGCTTGGGTGCTGGAAGAACTGGTTCCAGTTCTGGAGAAAGCCCCTCCTGAAGGTGAAGGCTTGAGGTTGTGCCTGCCTGCCAG
7Y C E ED Q AWV L E E LV PV L EKAPPEGTESGTLHZ RTLTCLZPAR
3001 GGACTTTGGGATTGGAAATGACAGGATGGAATCCATGATTGCCAGCATGGGCAAAAGCAGAGCCACCCTCTGTGTGCTCACAGGACAGGCCTTAGCAAGT

83 D F G I G NDRMESM I A SMGIK SRATTULTCVLTSGAQATLAS
Xceml (3128)
Xbal (3111) Mscl (3125)

3101 CCCTGGTGCAATCTAGAGTTACGACTGGCCACTTACCACTTGGTAGCCAGGCCTGGGACCACTCATCTCCTGCTGTTGTTTCTGGAGCCCCTTGATAGGC
847 PW C N L E L R LATJVYHLVARTPGTTHTLTLTLTLTFTLTETPTLTDR
3201 AGAGGCTCCATAGTTACCATCGCCTATCCCGTTGGCTCCAGAAGGAGGACTATTTTGATTTGTCCCAAGGGAAAGTGGAGTGGAACTCTTTCTGTGAGCA
880*Q R L H S YH R L SRW LQKEDTZYTFDTILSQGT KVTEWNSTFTCENQ
3301 ACTGAAGAGACGGCTCAGCAAAGCTGGACAAGAAAGAGATTAAGGACTGCAGGAATGCTGTTGTGCAGAAGATCCTTTCAGCAGCAGAGGGAATGTGCTC
913 L K R R L S K A G Q E R D e
Mscl (3412)
Nhel (3406)
3401 TCATCAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTG

Hpal (3544)
3501 ATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGA

EcoRI (3640)
3601 GGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCC
> -

3701 TTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTG

Sspl (3879) Swal (3893)
3801 TATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAA

3901 TACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAAC

4001 AAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGAC
#4914 ¢ N R T Y K L P I L E E I T T K V
BstXI (4183)
4101 CAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTG
1244 L K G NM E | LV FCDUPAYD S Il LERTCMGT CU®PSVVR I SR
4201 TCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGA
%4D V E D S Y PH RV AV I TDFDJI K QGNJSVASG I A I A EATCV
4301 CAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATA
s74 T V R G I YA E I HV A S I I EGTI KT R I AAGVHHIKND E Y
BbslI (4464)
4401 GAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTA
244 L M T | K ET AV EV L ELDQQS I N F T K M-
Asel (4526)
4501 TACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTITATCTGACGGTTCACTAAACGAGCTCTGCTTATATAG
-

Spel (4681)
4601 ACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCC
-

4701 CATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGC

SnaBI (4809)
4801 GATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATA

Ndel (4914)
4901 GGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCG

Sdal (5092)
5001 TTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGG

Pacl (5100) BspLUI11I (5110)
5101 ITTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGC
-

5201 ATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGT




5301

5401

5501

5601

5701

5801

5901
6001

TCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAG

ApaLl (5424)
GTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGAC

ACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGG

CTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCT

GGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGT

Eagl (5860)
Pacl (5840) Swal (5849) NotI (5859)
GGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATCAGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGT

GTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAG
GTGCCAGAACATTTCTCTATCGAA
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