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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

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

301
401
Agel (552) Ncol (568) BsrBI (585)
501 CTGAGATCACCGGTAGGAGGGCCACCATGGAGAGGGGGCTGCCGCTCCTCTGCGCC
- 1M E R G L P L L C A
Acc65I (679)
Eagl (622) Xmal (675)
601 GTGCTCGCCCTCGTCCTCGCCCCGGCCGGCGCTTTTCGCAACGATAAATGTGGCGATACTATAAAAATTGAAAGCCCCGGGTACCTTACATCTCCTGGTT
11 V. L AL VL AP A GATFI RNDIKT CGDTI K1 ESPGYLTSUPG

BspEl (749)
701 ATCCTCATTCTTATCACCCAAGTGAAAAATGCGAATGGCTGATTCAGGCTHEGGACCCATACCAGAGAATTATGATCAACTTCAACCCTCACTTCGATTT

44 Y P H S Y HP S E KT CEWTLTIQAUPTUDTPY QRTIMINTFNPUHTETUDIL
801 GGAGGACAGAGACTGCAAGTATGACTACGTGGAAGTCTTCGATGGAGAAAATGAAAATGGACATTTTAGGGGAAAGTTCTGTGGAAAGATAGCCCCTCCT

77#*. E D R D C K Y DY VEVTFDTGENTENGHTFRGT KT FT CGTKTI A PP

Dralll (955)

901 CCTGTTGTGTCTTCAGGGCCATTTCTTTTTATCAAATTTGTCTCTGACTACGAAACACATGGTGCAGGATTTTCCATACGTTATGAAATTTTCAAGAGAG

111 P V V S S G P F L F I K F VS DYETHGAGTFS I RYE I F KR
Dralll (1027)
1001 GTCCTGAATGTTCCCAGAACTACACAACACCTAGTGGAGTGATAAAGTCCCCCGGATTCCCTGAAAAATATCCCAACAGCCTTGAATGCACTTATATTGT
144 G P E C S Q NY T T P S G V I K S P GFPEIKYPNSTLTET CTY Il V
HindIII (1139)
1101 CTTTGCGCCAAAGATGTCAGAGATTATCCTGGAATTTGAAAGCTTTGACCTGGAGCCTGACTCAAATCCTCCAGGGGGGATGTTCTGTCGCTACGACCGG
177 F A P KM S E I | L E F E S F DLEZPUDSNZPZPG GG GMTFTCRYDTR
BsaBI (1279)
1201 CTAGAAATCTGGGATGGATTCCCTGATGTTGGCCCTCACATTGGGCGTTACTGTGGACAGAAAACACCAGGTCGAATCCGATCCTCATCGGGCATTCTCT
211 L E | WD G F P D V GP H 1 GRYCGO QU KT®PGRTI RS SSG I L
Neol (1300)
1301 CCATGGTTTTTTACACCGACAGCGCGATAGCAAAAGAAGGTTTCTCAGCAAACTACAGTGTCTTGCAGAGCAGTGTCTCAGAAGATTTCAAATGTATGGA
244¥S M V F Y T D S A I A KEGTFSANYSVLQSSVSESDTFTIKTCME
Ecod7III (1480)
Pstl (1474)

1401 AGCTCTGGGCATGGAATCAGGAGAAATTCATTCTGACCAGATCACAGCTTCTTCCCAGTATAGCACCAACTGGTCTGCAGAGCGCTCCCGCCTGAACTAC
277" A L GM E S G E I HS DOQ 1 T A S SQYSTNMWSATET RST RTLNY
1501 CCTGAGAATGGGTGGACTCCCGGAGAGGATTCCTACCGAGAGTGGATACAGGTAGACTTGGGCCTTCTGCGCTTTGTCACGGCTGTCGGGACACAGGGCG
311 P E N G W T P G E D S Y REWTI QVDULGLTLTRTFEFVTAVGTN QG

Sspl (1624)
1601 CCATTTCAAAAGAAACCAAGAAGAAATATTATGTCAAGACTTACAAGATCGACGTTAGCTCCAACGGGGAAGACTGGATCACCATAAAAGAAGGAAACAA

344kA 1 S K E T K K K Y Y V K T Y K I DV S SNGETUDWI T I KE G NK
1701 ACCTGTTCTCTTTCAGGGAAACACCAACCCCACAGATGTTGTGGTTGCAGTATTCCCCAAACCACTGATAACTCGATTTGTCCGAATCAAGCCTGCAACT
377#. P VL F Q G NT NP T DV VVAVFZPIKZPLI TRTFVRI KPAT

Bst11071  (1830)
1801 TGGGAAACTGGCATATCTATGAGATTTGAAGTATACGGTTGCAAGATAACAGATTATCCTTGCTCTGGAATGTTGGGTATGGTGTCTGGACTTATTTCTG
411 W E T G | S M R F E VY G C K I T DY PCSGMLGMVSGL I S

BstEII (1961)
1901 ACTCCCAGATCACATCATCCAACCAAGGGGACAGAAACTGGATGCCTGAAAACATCCGCCTGGTAACCAGTCGCTCTGGCTGGGCACTTCCACCCGCACC

444D S Q I T S S NQ G DR NWMU®PENI RLVTSRSGWATLUPUPATFP
2001 TCATTCCTACATCAATGAGTGGCTCCAAATAGACCTGGGGGAGGAGAAGATCGTGAGGGGCATCATCATTCAGGGTGGGAAGCACCGAGAGAACAAGGTG
477 H S Y I N E WL QI DL GEZEI KI VRGI I I Q GGKHRENKV

BspHI (2101)
2101 TTCATGAGGAAGTTCAAGATCGGGTACAGCAACAACGGCTCGGACTGGAAGATGATCATGGATGACAGCAAACGCAAGGCGAAGTCTTTTGAGGGCAACA

511 F M R K F K I G Y S NN G S DWJIKWMI MDUDS KU RKAIZKSFE GN
2201 ACAACTATGATACACCTGAGCTGCGGACTTTTCCAGCTCTCTCCACGCGATTCATCAGGATCTACCCCGAGAGAGCCACTCATGGCGGACTGGGGCTCAG
544 N N Y D T P E L R TF PALSTRTFI R 1 YPEWRATHG GG GTULGTLR

2301 AATGGAGCTGCTGGGCTGTGAAGTGGAAGCCCCTACAGCTGGACCGACCACTCCCAACGGGAACTTGGTGGATGAATGTGATGACGACCAGGCCAACTGC
577 M E L L G C E VE AP TAGPTTPNGNTLVDTETCDUDTUDTIGQANTC
BstXI (2440)
2401 CACAGTGGAACAGGTGATGACTTCCAGCTCACAGGTGGCACCACTGTGCTGGCCACAGAAAAGCCCACGGTCATAGACAGCACCATACAATCAGAGTTTC
611 H S G T G D D F Q L T G G T TV LATTETZKZPTVI DSTI QS EF
Ndel (2503) BbrPI (2571)
2501 CAACATATGGTTTTAACTGTGAATTTGGCTGGGGCTCTCACAAGACCTTCTGCCACTGGGAACATGACAATCACGTGCAGCTCAAGTGGAGTGTGTTGAC
644 P T Y G F N C E F G WG S HKTTFOCHMWEUHUDNU HUYVYQLI KWSVLT
SandI (2609)

2601 CAGCAAGACGGGACCCATTCAGGATCACACAGGAGATGGCAACTTCATCTATTCCCAAGCTGACGAAAATCAGAAGGGCAAAGTGGCTCGCCTGGTGAGC
677* S K T G P 1 Q DHTGDTGNTFTI Y S QADTENI QHKTGTZKVAT RTLVS



SandI (2757)
BspLUI1I (2749)
2701 CCTGTGGTTTATTCCCAGAACTCTGCCCACTGCATGACCTTCTGGTATCACATGTCTGGGTCCCACGTCGGCACACTCAGGGTCAAACTGCGCTACCAGA
711 P V. VY S Q NS A HCMTTFWYHMSGSHVGTLU RVIKTLTZ RYNOQ
BstEII (2847)
2801 AGCCAGAGGAGTACGATCAGCTGGTCTGGATGGCCATTGGACACCAAGGTGACCACTGGAAGGAAGGGCGTGTCTTGCTCCACAAGTCTCTGAAACTTTA
744K P E E Y D QL VWMAI GHAQGUDWHWIZ KTETGH RV L LHIKSL KLY
Asel (2967)

2901 TCAGGTGATTTTCGAGGGCGAAATCGGAAAAGGAAACCTTGGTGGGATTGCTGTGGATGACATTAGTATTAATAACCACATTTCACAAGAAGATTGTGCA
777*. Q V1 F E G E 1l G K GNWLGSGI AV DDI I SI NNWUHI S QETDTCA

3001 AAACCAGCAGACCTGGATAAAAAGAACCCAGAAATTAAAATTGATGAAACAGGGAGCACGCCAGGATACGAAGGTGAAGGAGAAGGTGACAAGAACATCT
811k K P A D L D K K NP E I K I DETSGSTU®PGY EGEGEGD K N I

3101 CCAGGAAGCCAGGCAATGTGTTGAAGACCTTAGACCCCATCCTCATCACCATCATAGCCATGAGTGCCCTGGGGGTCCTCCTGGGGGCTGTCTGTGGGGT
844¥kS R K P G NV L K T LDW®P1 L I TI1 1 AMSALSGVLLSGAVTCGYV

3201 CGTGCTGTACTGTGCCTGTTGGCATAATGGGATGTCAGAAAGAAACTTGTCTGCCCTGGAGAACTATAACTTTGAACTTGTGGATGGTGTGAAGTTGAAA
877k V. L Y C A CWHNGMSEIRNULSALTENYNTFETLVDGV KL K

Scal (3321) Nhel (3342)

3301 AAAGACAAACTGAATACACAGAGTACTTATTCGGAGGCATGAGCTAGCTGGCCAGACATGATAAGATACATTGATGAGTTTGGACAAACCACAACTAGAA
911k K D K L N T Q S T Y S E A o

Hpal (3480) Mfel (3491)
3401 TGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAACAAGTTAACAACAACAATTGCAT

EcoRI (3576)
3501 TCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGGAATTCTAAAATACAGCATAGCAA
- -

3601 AACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTTGCCAATGTGCATTAGCTGTTTGC

Sapl (3758)
3701 AGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGTTTTAAATGCACTGACCTCCCACA

Sspl (3815) Swal (3829)
3801 TTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGAATCCAGATGCTCAAGGCCCTTCA

3901 TAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGCTTCTAGCTTTAGTTCCTGGTGTA
1414 ¢ N R T Y
Sacl (4090)
4001 CTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAGCATAGTCAGAGATGAGCTCTCTG
1364 K L P I L E E I T T K VL KGNWME 1l L VF CDUZPAYDS S I L E R
BstXI (4119)
4101 CACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGTGTCAAAGTCCTTCTGCCCGTTGC
1924C M G C P S V.V R I S R DV EDSYPHRVAUV I TDFUDZIKIQSGNS
Stul (4254)
4201 TCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAGATGATCTCCCCAGTCTTGGTCCT
694 V A S G I A I A EA CVTVURGI YATEI HVASI1T I EGTIKTHR
XmnlI (4396)
4301 GATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCAGATCCTGCTGAGAGATGTTGAAG
364 1 A A GV HHIKNDTEYLMTI KETAVEVLTETLUDA QQS I NTF
Asel (4462)
4401 GTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAACAGCGTGGATGGCGTCTCCAGCTT
24T K M - o
Sacl (4519)
4501 ATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGGGGCGGAGTTGTTACGACATTTTG

Spel (4617)
4601 GAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAGTCAAACCGCTATCCACGCCCATT
-

SnaBI (4745)
4701 GATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCCATAAGGTCATGTACTGGGCATAA

Ndel (4850)
4801 TGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAAGTGGGCAGTTTACCGTAAATACT

4901 CCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGGGGGTCGTTGGGCGGTCAGCCAGG

Pacl (5036)
PstI (5029)

Sdal (5028) BspLU11I (5046)
5001 CGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGC
-

5101 TGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGC

5201 GTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCT

ApaLlI (5360)
5301 CATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTAT




5401

5501

5601

5701

5801
5901

CCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGG

TGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGA

GTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAG

Eagl (5796)
Pacl (5776) Swal (5785) NotI (5795)
ATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGTTAATTAACATTTAAATC AGCGGC

CGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCATCAAAACAAAACGAAACAAAACA
AACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA
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