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

101 GAGAAGGTGGCGCGGGGTAAACTGGGAAAGTGATGTCGTGTACTGGCTCCGCCTTTTTCCCGAGGGTGGGGGAGAACCGTATATAAGTGCAGTAGTCGCC

Pspl4061 (203) HindIII (245)
201 GTGAACGTTCTTTTTCGCAACGGGTTTGCCGCCAGAACACAGCTGAAGCTTCGAGG

301
NgoMIV (441)
401
SphI (560)
Kasl (535) Agel (552) Bsp120I (575)
501 CTGAGATCACCGGTCAGCATGCCTTCCTCAGGGGCCCTGAAGGACCTCAGCTTCAG
- 1M P S S GA L KDL S F S

BspLU11I (677)
601 TCAGCACTTCAGGATGATGGTGATTTGCATAGTGCTCCTGCAGGTGCTCCTGCAGGCTGTGTCTGTGGCTGTGACTTACATGTACTTCACCAACGAGATG
13 Q HF RMMV I CI VLLQVLLQAVSVAVTYMYFTNTEWM
BglIl (785)
701 AAGCAGCTGCAGGACAATTACTCCAAAATTGGACTAGCTTGCTTCTCAAAGACGGATGAGGATTTCTGGGACTCCACTGATGGAGAGATCTTGAACAGAC
47 K Q L Q D NY S K 1 G L ACTF S K TDTEDTFWDSTWDGTETIl L NR
Scal (898)

801 CCTGCTTGCAGGTTAAGAGGCAACTGTATCAGCTCATTGAAGAGGTGACTTTGAGAACCTTTCAGGACACCATTTCTACAGTTCCAGAAAAGCAGCTAAG

80P C L Q V K R QL Y QUL I EEV TLU RTTFAQDTI STUVPETIKIOQL S
901 TACTCCTCCCTTGCCCAGAGGTGGAAGACCTCAGAAAGTGGCAGCTCACATTACTGGGATCACTCGGAGAAGCAACTCAGCTTTAATTCCAATCTCCAAG

113 T P P L P R G G R P QK V AAUHIT TGI!1 TRRSNZSALTI P I S K

BbrPI (1069)

1001 GATGGAAAGACCTTAGGCCAGAAGATTGAATCCTGGGAGTCCTCTCGGAAAGGGCATTCATTTCTCAACCACGTGCTCTTTAGGAATGGAGAGCTGGTCA

147 D G K T L G Q K I E S WE S SR KGH S F L NWUHVLTFIR RNSGTEL V

BstXI (1199)

1101 TCGAGCAGGAGGGCCTGTATTACATCTATTCCCAAACATACTTCCGATTTCAGGAAGCTGAAGACGCTTCCAAGATGGTCTCAAAGGACAAGGTGAGAAC

1801 E Q E G L Y Y I Y S QTY F RF QEAEUDASI KMV S KDIK VR T

BamHI (1242) Sapl (1260)
BspEI (1239) BspHI (1256)

1201 CAAACAGCTGGTGCAGTACATCTACAAGTACACCAGCTATCCGGATCCCATAGTGCTCATGAAGAGCGCCAGAAACAGCTGTTGGTCCAGAGATGCCGAG

213 K Q L V QY I Y K Y TSYPODZPI VLMIKS SARNST CWS SR DAE
1301 TACGGACTGTACTCCATCTATCAGGGAGGATTGTTCGAGCTAAAAAAAAATGACAGGATTTTTGTTTCTGTGACAAATGAACATTTGATGGACCTGGATC

247 Y G L Y S 1 Y Q G G L F EL KIKNDW RI F VS VTNEWUHLMDTLD

Mscl (1471)
Nhel (1465)

1401 AAGAAGCCAGCTTCTTTGGAGCCTTTTTAATTAACTAAATGACCAGTAAAGATCAAACACAGCCCGCTAGCTGGCCAGACATGATAAGATACATTGATGA

280kQ E A S F F G A F L I N e
1501 GTTTGGACAAACCACAACTAGAATGCAGTGAAAAAAATGCTTTATTTGTGAAATTTGTGATGCTATTGCTTTATTTGTAACCATTATAAGCTGCAATAAA

Hpal (1603) Mfel (1614) EcoRI
1601 CAAGTTAACAACAACAATTGCATTCATTTTATGTTTCAGGTTCAGGGGGAGGTGTGGGAGGTTTTTTAAAGCAAGTAAAACCTCTACAAATGTGGTATGG
-

1701 AATTCTAAAATACAGCATAGCAAAACTTTAACCTCCAAATCAAGCCTCTACTTGAATCCTTTTCTGAGGGATGAATAAGGCATAGGCATCAGGGGCTGTT
-

Sapl (1881)
1801 GCCAATGTGCATTAGCTGTTTGCAGCCTCACCTTCTTTCATGGAGTTTAAGATATAGTGTATTTTCCCAAGGTTTGAACTAGCTCTTCATTTCTTTATGT

SspI  (1938) Swal (1952)
1901 TTTAAATGCACTGACCTCCCACATTCCCTTTTTAGTAAAATATTCAGAAATAATTTAAATACATCATTGCAATGAAAATAAATGTTTTTTATTAGGCAGA

2001 ATCCAGATGCTCAAGGCCCTTCATAATATCCCCCAGTTTAGTAGTTGGACTTAGGGAACAAAGGAACCTTTAATAGAAATTGGACAGCAAGAAAGCGAGC

2101 TTCTAGCTTTAGTTCCTGGTGTACTTGAGGGGGATGAGTTCCTCAATGGTGGTTTTGACCAGCTTGCCATTCATCTCAATGAGCACAAAGCAGTCAGGAG
—34494 ¢ N R T Y K L P I L E E I T T K VL KGNWME I L VF CDUZPA
Sacl (2213) BstXI (2242)
2201 CATAGTCAGAGATGAGCTCTCTGCACATGCCACAGGGGCTGACCACCCTGATGGATCTGTCCACCTCATCAGAGTAGGGGTGCCTGACAGCCACAATGGT
1174 Y D S | L E R CM G CP SV VR I SRDVETDSYU&PHRVAUVIT
Stul (2377)

2301 GTCAAAGTCCTTCTGCCCGTTGCTCACAGCAGACCCAATGGCAATGGCTTCAGCACAGACAGTGACCCTGCCAATGTAGGCCTCAATGTGGACAGCAGAG
774 D F DK Q GNSVASGI A1l A EACVTVHZ RGI YATETLI HVA'S
2401 ATGATCTCCCCAGTCTTGGTCCTGATGGCCGCCCCGACATGGTGCTTGTTGTCCTCATAGAGCATGGTGATCTTCTCAGTGGCGACCTCCACCAGCTCCA

434 | Il E G T K TR I A A GV HUHIKNDEY LM T 1 K ETAVE VL E L
Xmnl (2519) Asel (2585)

2501 GATCCTGCTGAGAGATGTTGAAGGTCTTCATGGTGGCCCTCCTATAGTGAGTCGTATTATACTATGCCGATATACTATGCCGATGATTAATTGTCAAAAC

104 D Q QS I NFTK M- -l




2601

2701

2801

2901

3001

3101

3201

3301

3401

3501

3601

3701

3801

3901
4001

Sacl (2642)
AGCGTGGATGGCGTCTCCAGCTTATCTGACGGTTCACTAAACGAGCTCTGCTTATATAGACCTCCCACCGTACACGCCTACCGCCCATTTGCGTCAATGG

Spel (2740)
GGCGGAGTTGTTACGACATTTTGGAAAGTCCCGTTGATTTACTAGTCAAAACAAACTCCCATTGACGTCAATGGGGTGGAGACTTGGAAATCCCCGTGAG
-

SnaBI (2868)
TCAAACCGCTATCCACGCCCATTGATGTACTGCCAAAACCGCATCATCATGGTAATAGCGATGACTAATACGTAGATGTACTGCCAAGTAGGAAAGTCCC

Ndel (2973)
ATAAGGTCATGTACTGGGCATAATGCCAGGCGGGCCATTTACCGTCATTGACGTCAATAGGGGGCGTACTTGGCATATGATACACTTGATGTACTGCCAA

GTGGGCAGTTTACCGTAAATACTCCACCCATTGACGTCAATGGAAAGTCCCTATTGGCGTTACTATGGGAACATACGTCATTATTGACGTCAATGGGCGG

BspLUL1I (3169)
GGGTCGTTGGGCGGTCAGCCAGGCGGGCCATTTACCGTAAGTTATGTAACGCCTGCAGGTTAATTAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAG
-

GAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCG

ACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCC

ApaLI (3483)
CTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGT

TCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATT

AGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGA

AGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCG

CAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGGCTAGT

Eagl (3919)

Swal (3908) Notl (3918)
TAATTAACATTTAAATC AGCGGCCGCAATAAAATATCTTTATTTTCATTACATCTGTGTGTTGGTTTTTTGTGTGAATCGTAACTAACATACGCTCTCCA
TCAAAACAAAACGAAACAAAACAAACTAGCAAAATAGGCTGTCCCCAGTGCAAGTGCAGGTGCCAGAACATTTCTCTATCGAA



	Map
	Sequence

