pEASY-T3 complete sequence

GGGCGAATTGGGCCCGACGTCGCATGCTCCCGGCCGCCATGGCGGCCGCGGGAATTCGATTGGATCGCCCTTAGGGCGATCCCAATCACTAGTGAATTCGCGGCCGCCTGCAGGTCGACCATATGGGAGAGCTCCCAACGCGTTGGATGCATAGCTTGAGTATTCTATAGTGTCACCTAAATAGCTTGGCGTAATCATGGTCATAGCTGTTTCCTGTGTGAAATTGTTATCCGCTCACAATTCCACACAACATACGAGCCGGAAGCATAAAGTGTAAAGCCTGGGGTGCCTAATGAGTGAGCTAACTCACATTAATTGCGTTGCGCTCACTGCCCGCTTTCCAGTCGGGAAACCTGTCGTGCCAGCTGCATTAATGAATCGGCCAACGCGCGGGGAGAGGCGGTTTGCGTATTGGGCGCTCTTCCGCTTCCTCGCTCACTGACTCGCTGCGCTCGGTCGTTCGGCTGCGGCGAGCGGTATCAGCTCACTCAAAGGCGGTAATACGGTTATCCACAGAATCAGGGGATAACGCAGGAAAGAACATGTGAGCAAAAGGCCAGCAAAAGGCCAGGAACCGTAAAAAGGCCGCGTTGCTGGCGTTTTTCCATAGGCTCCGCCCCCCTGACGAGCATCACAAAAATCGACGCTCAAGTCAGAGGTGGCGAAACCCGACAGGACTATAAAGATACCAGGCGTTTCCCCCTGGAAGCTCCCTCGTGCGCTCTCCTGTTCCGACCCTGCCGCTTACCGGATACCTGTCCGCCTTTCTCCCTTCGGGAAGCGTGGCGCTTTCTCATAGCTCACGCTGTAGGTATCTCAGTTCGGTGTAGGTCGTTCGCTCCAAGCTGGGCTGTGTGCACGAACCCCCCGTTCAGCCCGACCGCTGCGCCTTATCCGGTAACTATCGTCTTGAGTCCAACCCGGTAAGACACGACTTATCGCCACTGGCAGCAGCCACTGGTAACAGGATTAGCAGAGCGAGGTATGTAGGCGGTGCTACAGAGTTCTTGAAGTGGTGGCCTAACTACGGCTACACTAGAAGAACAGTATTTGGTATCTGCGCTCTGCTGAAGCCAGTTACCTTCGGAAAAAGAGTTGGTAGCTCTTGATCCGGCAAACAAACCACCGCTGGTAGCGGTGGTTTTTTTGTTTGCAAGCAGCAGATTACGCGCAGAAAAAAAGGATCTCAAGAAGATCCTTTGATCTTTTCTACGGGGTCTGACGCTCAGTGGAACGAAAACTCACGTTAAGGGATTTTGGTCATGAGATTATCAAAAAGGATCTTCACCTAGATCCTTTTAAATTAAAAATGAAGTTTTAAATCAATCTAAAGTATATATGAGTAAACTTGGTCTGACAGTTACCAATGCTTAATCAGTGAGGCACCTATCTCAGCGATCTGTCTATTTCGTTCATCCATAGTTGCCTGACTCCCCGTCGTGTAGATAACTACGATACGGGAGGGCTTACCATCTGGCCCCAGTGCTGCAATGATACCGCGAGACCCACGCTCACCGGCTCCAGATTTATCAGCAATAAACCAGCCAGCCGGAAGGGCCGAGCGCAGAAGTGGTCCTGCAACTTTATCCGCCTCCATCCAGTCTATTAATTGTTGCCGGGAAGCTAGAGTAAGTAGTTCGCCAGTTAATAGTTTGCGCAACGTTGTTGCCATTGCTACAGGCATCGTGGTGTCACGCTCGTCGTTTGGTATGGCTTCATTCAGCTCCGGTTCCCAACGATCAAGGCGAGTTACATGATCCCCCATGTTGTGCAAAAAAGCGGTTAGCTCCTTCGGTCCTCCGATCGTTGTCAGAAGTAAGTTGGCCGCAGTGTTATCACTCATGGTTATGGCAGCACTGCATAATTCTCTTACTGTCATGCCATCCGTAAGATGCTTTTCTGTGACTGGTGAGTACTCAACCAAGTCATTCTGAGAATAGTGTATGCGGCGACCGAGTTGCTCTTGCCCGGCGTCAATACGGGATAATACCGCGCCACATAGCAGAACTTTAAAAGTGCTCATCATTGGAAAACGTTCTTCGGGGCGAAAACTCTCAAGGATCTTACCGCTGTTGAGATCCAGTTCGATGTAACCCACTCGTGCACCCAACTGATCTTCAGCATCTTTTACTTTCACCAGCGTTTCTGGGTGAGCAAAAACAGGAAGGCAAAATGCCGCAAAAAAGGGAATAAGGGCGACACGGAAATGTTGAATACTCATACTCTTCCTTTTTCAATATTATTGAAGCATTTATCAGGGTTATTGTCTCATGAGCGGATACATATTTGAATGTATTTAGAAAAATAAACAAATAGGGGTTCCGCGCACATTTCCCCGAAAAGTGCCACCTGATGCGGTGTGAAATACCGCACAGATGCGTAAGGAGAAAATACCGCATCAGGAAATTGTAAGCGTTAATATTTTGTTAAAATTCGCGTTAAATTTTTGTTAAATCAGCTCATTTTTTAACCAATAGGCCGAAATCGGCAAAATCCCTTATAAATCAAAAGAATAGACCGAGATAGGGTTGAGTGTTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGGACTCCAACGTCAAAGGGCGAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCTAATCAAGTTTTTTGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAAAGGGAGCCCCCGATTTAGAGCTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGGAAGAAAGCGAAAGGAGCGGGCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCACACCCGCCGCGCTTAATGCGCCGCTACAGGGCGCGTCCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGGGCGATCGGTGCGGGCCTCTTCGCTATTACGCCAGCTGGCGAAAGGGGGATGTGCTGCAAGGCGATTAAGTTGGGTAACGCCAGGGTTTTCCCAGTCACGACGTTGTAAAACGACGGCCAGTGAATTGTAATACGACTCACTATA 

M13F：5'-GTAAAACGACGGCCAGT-3'  Cat.No.：GJ101-01

M13R：5'-CAGGAAACAGCTATGAC-3'  Cat.No.：GJ101-11

Lac operon sequence: bases 2860-3020, 190-419 
Multiple cloning site: bases 10-152 
SP6 priming site: bases 163-182 
M13 reverse priming site: bases 200-216 
LacZ start codon: base 204 
Lac operator: bases 224-240 
pUC origin: bases 543-1216 
Ampicillin resistance ORF (c): bases 1361-2221 
f1 origin: bases 2421-2858 
M13 forward priming site: bases 3000-3016 
T7 promoter priming site: bases 3023-3 
(c) = complementary strand
[image: image1.png]C*GGCCG

g 3 32,44,102
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g AAPCGTT 2 1651, 2034,
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1 |Acyt GRUCGYC 2 18,1972
12 |Acul cCwiGe, 5 282,570,691, 704, 2977
15 |AmatoR] CGATACG 2 1205, 2901
14 |Arazom CGATACG 2 1205, 2901
5 |Amal GTAC 1 1915
5 |am Grawice 2 1573, 1795
7 [amm ARCRYGT 2 139, 542
15 |Anal cCrs6e 0 1,922, 1615, 1969
19 |Anal GRACGYC 2 18,1972
20 |Anail TITARA 3 1301, 1320, 2012
21 |Anal GACHNNARRGTC 1 1435
22 |Ajol CTGCA™G) 1 3
5 |AiAd CTGCA"G) 1 3
24 |Awen GWGCWAC 0 134, 860, 2021, 2106
25 |Awan GTGCAC 2 56, 2102
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27 [Aos CCATHAGG. 1 7
25 |Aocl GDGCHAC 5 15, 134, 860, 2021, 2106,
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0 |Aost TGCGCA 2 1657, 2680
51 |Aosi GRACGYC 2 18, 1972
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3% |Apil 1 3
3% |Apol RYAATTY 4 53,95, 2431, 2442
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3 [Asel cCrs6e 0 1,922, 1615, 1969

0 [Asnl ATATAAT 3 313, 372, 1607

41| Asprool GAANNSITTC 1 2034

2 |Asprisl CTGCA™G) 1 3

43 |Aspras GrGwce 2 1573, 1795

1 |AspEl GACHNN-INGTC 1 1435

15 |AspHl GWGCWAC 4 134, 860, 2021, 2106

6 [Astw GRACGYC 2 18,1972

a7 |Asucal cCrs6e 0 1,922, 1615, 1969

| Asull GRACGYC 2 18,1972

3 Grawice 2 1573, 1795

50 TGCGCA 2 1657, 2680

51 CCATHAGG. 1 7

52 Grawice 2 1573, 1795

5 GRGYRCC 3 286, 1383, 2665

5 GRGCYAC 3 15, 134, 2104
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57 CAGACTG 2 366, 2930
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0 |[set WrcCGaW 745,895, 1726

ZEED CTAG 90,1037, 1290, 1625, 2780

2 |sres YAGGCCR 32,44,102, 381, 1825,
010

75 |ermi CHTRYAG 5 103, 166, 807, 998, 1676,
245

D ATGCAT 1 150

EEED ‘GCCHNNNAHGGC 5 40,43, 74, 1555, 2673

75 |Binki CCATHAGG. 1 7

77 |Bmetazt RGCAGCY. 0 416, 758, 2175, 2785

75 |Bmetsl Grawice 2 1573, 1795

79 |Bmeztol Grawice 2 1573, 1795

0 |Bmyt GDGCHC 6 15, 134, 360, 2021, 2106,
2104

51 [Bpoal AT-TAAT 3 313,372, 1607

b2 |Bpul GRGCY~C 3 15, 134, 2104

o5 |BsaAl YAC'GTR 1 2629

ot |Bsant GATHNANNATC 1 5

o5 |Bsanl GRACGYC 2 18,1972

o5 |Bsan CRCHNGG 5 35,47, 201, 702, 2976

o7 |Bsam WrcCGaW 3 745,895, 1726

es |Bsettal R*CCGGY 2 1515, 2130

oo |Bsetsl cCwiGe, 5 282,570, 691, 704, 2977

0 |Bsetn cCwiGe, 5 282,570, 691, 704, 2977

o1 |Bsezn CCATHAGG. 1 7

2 |Bsezst cCwiGe, 5 282,570,691, 704, 2977

o3 |Bsessal R*CCGGY 2 1515, 2130

bt |Bseal GATHNANNATC 1 5

o5 |Bsenl cCwiGe, 5 282,570,691, 704, 2977

o5 |Bsenl CRCHNGG 5 35,47, 201, 702, 2976

o7 |Bsexal CGGCCE 3 32,48, 102

58 |Bshizss GATHNANNATC 1 )





[image: image4.png]99 |Bshasl GWGCWAC 4 134, 860, 2021, 2106
100_|Bshat cCwiGe, 5 282,570,691, 704, 2977
f01_[Bshm GRGYRCC 3 286, 1383, 2666
02 |Bsiel GATHNANNATC 1 5
103 _|Bsinkal GWGCWAC 0 134, 860, 2021, 2106
0 [Bsilt cCwiGe, 5 282,570,691, 704, 2977
105 _|Bsmsi CrCVNGG 1 £
106_|Bsoct GDGCHAC 5 15, 134, 860, 2021, 2106,
2104
107_|Bsptao G+6GCCC 1
105 |Bsprass GDGCHC 5 15, 134, 860, 2021, 2106,
2104
Bspta3i RGCGCAY 4 420,790, 2720, 2785
Bspts3Al CAGACTG 2 366, 2930
Bsptal CACATGG 1 £
Bsp5191 GRGCY~C 3 15, 134, 2104
Bspe3l CTGCA™G) 1 5
BspBI CTGCA™G) 1 3
BspCl CGAT*CG 2 1205, 2901
BspHl TACATGA 2 1262, 2270
BspLs2l GDGCHC 5 15, 134, 860, 2021, 2106,
2104
ARCATGT 1 52
CAGACTG 2 366, 2930
cCwiGe, 5 282,570,691, 704, 2977
CAGACTG 2 366, 2930
GACHNNARRGTC 1 1435
CCATHAGG. 1 7
Grawice 2 1573, 1795
GATHNANNATC 1 5
R*CCGGY 2 1515, 2130
R*CCGGY 2 1515, 2130
CrCVNGG 1 £
CCWGG. B 282,570, 691, 704, 2977
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ENET cCwiGe, 5 282,570, 691, 704, 2977
BN cCwiGe, 5 282,570, 691, 704, 2977
ENEE] cCwiGe, 5 282,570, 691, 704, 2977
134 |Bstact GRACGYC 2 18,1972

135_|BstoAl YAC'GTR 1 2629

ENEE CTHAG 5 71,817, 1226, 1392, 1832
157_|Bstosi CRCRYGG 2 EX

ENE RGCGCAY 0 420,790, 2720, 2785
ENET cCwiGe, 5 282,570,691, 704, 2977
1a0_|Bstn cCwiGe, 5 282,570, 691, 704, 2977
141_[Bstisi RCATGAY. 2 27,54

142_|Bstol cCwiGe, 5 282,570,691, 704, 2977
14z |Bstsrl CHTRYAG 5 103, 166, 807, 998, 1676,
e RAGATCY. 5

14s_|Bsta CCANNNNNANTGG

14 |Bstri RAGATCY. 5

a7_|Bstz1 CGGCCE 3 32,44, 102

14| Bsutesal GRGCYAC 3 15, 134, 2704

14 |Bsussl CCATHAGG. 1 7

150 |Bsusl CTGCA"G) 1 3

151_|BtnAl Grawice 2 1573, 1795

52| Btnol cCwiGe, 5 282,570, 691, 704, 2977
CEED cCwiGe, 5 282,570, 691, 704, 2977
EEET GRGCYAC 3 15, 134, 2104

155 | caul Grawice 2 1573, 1795

156 | caunl cCrs6e 0 1,922, 1615, 1969

57| com GerGGCeae 2 44,102

52| ceol GCCAGGE 1

EEED CTGCA"G) 1

160 | crriol RACCGGY 2
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52| crral CAGACTG 2

CHEE CTGCA"G) 1

CHEZ CrCVNGG 1

165 |Cin YAGGCCR 5 32,44,102, 381, 1825,
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66| crun CTGCA"G) 1

67 _|csel cceerGe 1

165 | Cspoat GrGwce 2

169 | Cspeain ATGCA'T 1

70| cspol GTAC 1 1914

171 |cspat GC*G6CCGC 2 44,102

72 |cst CTGCA"G) 1 5

73| con cCwiGe, 5 282,570,691, 704, 2977

74| cvial GTAC 1 1914

75| cvini GATAC 1 1914

76|l CCATHAGG. 1 7

77| odel CTHAG 5 71,817, 1226, 1392, 1832

7 _|omal CAGACTG 2 366, 2930
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151 |oram CACHNNAGTG 1

152 _|oral GACHNNNARNGTC 2

152 _|Dsal CRCRYGG 2
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ENED YAGGCCR 5 32,44,102, 381, 1825,
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ENEE CGAT*CG 2 1205, 2901

ENED C*G6CCE 32,44, 102

191 | Eaghil Gramce 1573, 179




[image: image7.png]192 [Eam11051 GACHNNHNNGTC 1

193 _|Ecisen GAGHCTC 1

194 _|Eclzal CTGCA"G) 1

195_| ooz CTGCA"G) 1

196 | EclkI GACHNNARRGTC 1 1435

197 _|Ecll CAGACTG 2 366, 2930

195 _|Eci CGGCCE 3 32,44, 102

199 | Ecotsal CrCVNGG 1 )

200_|Ecotaa 2cCs6e 0 29,920, 1616, 1967

201_|Ecozal GRGCYAC 3 15, 134, 2704

202_|Ecozssl AGT*ACT 1 1915

205 _|Ecoz9ki cceerGe 1 )

204 Grawice 2 1573, 1795

205 CGGCCE 3 32,44, 102

206 GACCGGC 1 7730

207 GRGYRCC 3 286, 1383, 2666

208 GRGCYAC 3 15, 134, 2104

208 CCATHAGG. 1 7

210 2cCs6e 0 29,920, 1616, 1967

2 YAGGCCR 5 32, 44,102, 381, 1825,
010

212_|EcolcRI GAGHCTC 1 132

213_|EcoRl GRAATTC 2 53,95

214_|EcoRll ACCWGE 5 280, 568, 629, 702, 2975

215_|Ecottal CrCVNGG 1 £

216_|Ecotzal ATGCAT 1 152

217_|Ecotssl GRGCYAC 3 15, 134, 2104

216_|ErnBol CGATACG 2 1805, 2901

219_|ErnBoil CrCVNGG 1 £

20 |ernl CrCVNGG 1 £

21_|Erol GrGwce 2 1573, 1795

222_|Faunidl CA'TATG 1 12

223 _|rol GTAMKAC 1 6

24 |Fail Grawce B 1573, 1795




[image: image8.png]225 | Fdill TGCGCA 2 1657, 2880
226 _|Friol GRGCYAC 3 15, 134, 2104
221_|Fsit RAAATTY 0 53,95, 2431, 2442
228_|Fsptsoal CCAWGG 5 282,570,691, 704, 2977
229 |Fepl TGCGCA 2 1657, 2680

230 _|Fepmst GrGwce 2 1573, 1795

231 _|Fesi Grawice 2 1573, 1795

22| Gall cceerGe 1 )

233 _|GeeGLI cceerGe 1 )

234 _|Geel cceerGe 1 )

235_|Hael WeGreow 3 557, 568, 1020

235 Haell RGCGCAY 0 420,790, 2780, 2785
237_|Hall GRAATTC 2 53,95

236 | Hal CTGCA"G) 1 5

259 _|AgiAl GWGCWAC 4 134, 860, 2021, 2106
20| Agidl GrGwce 2 1573, 1795

21| Rgicl G*GYRCC 3 286, 1383, 2665

22| Agicil GrGwce 2 1573, 1795

23| Agicm GTCGAC 1

24| Agidl GRUCGYC 2

25| Agidil GTCGAC 1

25| Agiel GrGwce 2 1573, 1795
247_|AgiGl GRUCGYC 2 18, 1972

28| AgiHl G*GYRCC 3 286, 1383, 2666

29| Agitil GRUCGYC 2 18,1972

250_| AgiHil GrGwce 2 1573, 1795
261_|gil GRUCGYC 2 18, 1972

22| Agul GrGwce 2 1573, 1795
253_|Agunl GRGCY~C 3 15, 134, 2104

254 _|Agisz2l cCrs66 4 1,922, 1615, 1969
265 _|Hinl GRACGYC 2 18,1972

265 _|HinJcl GTY"RAC 1

267 | Hincll GTY"RAC 1

256 | Hindil GTY"RAC 1




[image: image9.png]269 | Hsps2l GRACGYC 2 18, 1972

260 | Koxil GRGCYAC 3 15, 134, 2104

261_|Kpn37al cC6Cr66 1 E)

262_| Kpndski GAATTC 2 53,95

263_| Kpnaskil ~ccs66 4 29,920, 1616, 1967

264 |Kspl cC6Cr66 1 E)

265_|Kzodol Grawice 2 1573, 1795

266 | Liabl CHTRYAG 5 103, 166, 807, 998, 1676,
245

267 | Lmusol CCATHAGG. 1 7

268 Lpnt RGCAGCY 4 416, 758, 2175, 2785

269 | Mael CTAG 5 90,1037, 1290, 1625, 2780

20| Mami GATHNANNATC 1

211_| Mchal GerGGCeae 2

2r2_|mm RAGATCY. 5

273_| mginassin cCrs66 4 1,922, 1615, 1969

274_| MnaAl CTGCA"G) 1 5

25| M3 cCrGeae 1 0

26| Ml ARCGCGT 1 139

27| mpnt1031 ATGCA'T 1 152

25| Mrom GACCGGC 1 730

219 |Mrox GAANNANTTC 1 2034

20| msil CAYNINNRTG 3 1657, 1646, 2205

21| Msptnl GRUCGYC 2 18, 1972

22| MsphAt CMGACKG 6 49, 365, 624, 1129, 2070,
2930

23| MspBal G*GYRCC 3 286, 1383, 2666

24 |Mspvzstl GWGCWAC 4 134, 860, 2021, 2106

25_|mMsprl YAC'GTR 1 2629

25 |mst TGCGCA 2 1657, 2680

27| mstl CCATHAGG. 1 7

25| minzi CTAG 5 90,1037, 1290, 1625, 2780

29 | mval cCwiGe, 5 282,570,691, 704, 2977




[image: image10.png]290 | Mxal GAGACTC 1 132

291_|Nael GCCAGGE 1 £

252 |non CGATACG 2 1205, 2901

293 |eil cCrs6e 0 1,922, 1615, 1969

254 Nool CACATGG 1 )

295_|Ndel CA'TATG 1 12

2% | ngoil cC6Cr66 1 )

297 | NgoAl G*CCGGC 1 730

298| ngomt G*CCGGC 1 730

299 | ngopil cC6Cr66 1 )

300_|NmeRl CAGACTG 2

301 topt GTCGAC 1

302_|totl GerGGCeae 2

303_|Nruel GACHNNARRGTC 1

304 |Nsbl TGCGCA 2 1657, 2680

305_|nsil ATGCAT 1 152

306_|NspBil CMGACKG 5 49,366, 884, 1129, 2070,
2930

307_|Nsphl RCATG™Y 2 27,54

305_|Nspl RCATG™Y 27,54

309 |Nspll GDGCHC 15, 134, 360, 2021, 2106,
2104

10| oxall CCATHAGG. 1 7

311_|Pacal cceerGe 1 )

312_|Pachl GRGCYAC 3 15, 134, 2104

313_|Pael GCATG"C 1

314_|PacPl CTGCA"G) 1

315_|Pacal cC6Cr66 1

316_|Pami TGCGCA 2 1657, 2680

17| Pamil GRACGYC 2 18, 1972

16| Paual RCATGAY. 2 27,54

319 | PauAll TITARA 3 1301, 1320, 2012

20| Pranl GRGYRCC 3 286, 1383, 2666

21 | Praal CATATG 1 2




[image: image11.png]321 | PraAll CA*TATG 1 122
322_|praam GCATG"C 1 27

325 _|pingl ATGCAT 1 152

324 | PlaAll GTAC 1 1915

325 _|Pletsl CGATACG 2 1205, 2901
32| Ppaall TACGA 5 57,116, 642, 2085, 2662
327_|Ppel GGGCCAC 1 15
328_|Pputol ATGCAT 1 145

329 _|ppu GAATTC 2 53,95
330_|pshal ATATAAT 3 313, 372, 1607
331_|Pspi2eBl GAGCT*C 1 154
332_|Pspi4061 AASCGTT 2 1651, 2034,
33| Pspoml G+6GCCC 1

34|l CTGCA"G) 1

335_|Psuts CGATACG 2

335 _|PsuAl YAC'GTR 1

337_| Punall RCATGAY. 2

33| Pvuzal CAGACTG 2

39 |Pul CGATACG 2 1205, 2901
340 | Puull CAGACTG 2 366, 2930

31| Roal TACATGA 2 1262, 2270
s42_|Rirl GTCGAC 1 5

343 _|RaFn AGT*ACT 1 1915

344 |Rmal CTAG 5 90,1037, 1290, 1625, 2780
345 _|Rsal GTAC 1 1915

346 _|Rshl CGATACG 2 1205, 2901
347 _|Rspxt TACATGA 2 1262, 2270
345 _|Rsrl GRAATTC 2 53,95

349 |t GTCGAC 1 5

30| sacl GAGCT"C 1 154

361 sacll cceerGe 1 )

362 sachl GRGCYAC 3 15, 134, 2104
36| sal GTCGAC 1 5

34 |salpl CTGCA™G. 1 3
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355 | sauBMKI 1 2132

356 | sauht GCCAGGE 1 £

s57 | saul CCATHAGG. 1 7

5| saulpl GCCAGGE 1

ENET GCCAGGE 1

s50_| saust GCCAGGE 1

551 |son CCTGCAGG 1

w52 |scal AGT*ACT 1

352 | scell GACCGGC 1

54| sdal CCTGCAGG 1

55| sdul GDGCHAC 5 15, 134, 860, 2021, 2106,
2104

36| sect CRCHNGG 5 35,47, 201, 702, 2976

s57_|senpTtabi cceerGe 1 E)

55| senpTisl CGGCCE 3 32,44, 102

369 | sepl ATGCA'T 1 152

570 | sexsl cceerGe 1 )

71| sexcl cceerGe 1 )

ZEED CHTRYAG 5 103, 166, 807, 998, 1676,
245

57 |stel CHTRYAG 5 103, 166, 807, 998, 1676,

ZEED CTGCA"G) 1

575 | straoat cceerGe 1

576 |sarsl cC6Cr66 1 )

st Grawice 2 1573, 1795

B0 ACCWGE 5 280, 568, 629, 702, 2975

w7 |swrmm GCCAGGE 1 a2

550 | smil CATYRAG 5 155, 648, 910, 1127, 2085

551 | smuel Grawice 2 1573, 1795

52| snil cCwiGe, 5 282,570, 691, 704, 2977

552 | snol GTGCAC 2 56, 2102

584 | spahl GeATG"C 1 27

585 | spel ASCTAGT 1 B




[image: image13.png]386 | sphi GCATGAC 1 27
57| spul cC6Cr66 1 )
55| sruanl ATATAAT 3 313,372, 1607
ENEN TITARA 3 1301, 1320, 2012
s90 | sseasen CCTGCAGG 1 3
so1_|sshal CCATHAGG. 1 7
sz |ssil cCwiGe, 5 282,570,691, 704, 2977
s9s | ssol GRAATTC 2 53,95
s34 | ssps2sol GACGTC 1 El
395 | sspAl ~CCWGS 5 280, 558, 629, 702, 2975
i96 | sspl AAT-ATT 2 2239, 2021
so7_|sst GAGCT"C 1 154
iee | sst cceerGe 1 )
) cCwiGe, 5 282,570,691, 704, 2977
400 CrCVNGG 1 £
401 TACGA 5 57,116, 642, 2085, 2662
a0z cCwiGe, 5 282,570,691, 704, 2977
bz [7m GRAWTC 2
40s_|Truzot RAGATCY. 5
40s_|Tspaal TACGA 5
406 |Tsp3an TACGA 5
407 |Tspasi ~GTSAC 5 172, 1691, 1902, 2602, 2989
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