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CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W35R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F
CONSENSUS

CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32F_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ng10CPV-F
W32F_ Cambodia
W36F_Senegal
CONSENSUS

CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

10 20 30 40 50
acgcgtggtttacctgaatcacaaattggaccatttacaggcggtatgaa

ACGCGTGGTTTACCTGAATCACAAATTGGACCATTTACAGGCGGTATGAA

60 70 80 90 100
gcgtcttctgcaactaagtgatgaacctggtggagcgtggaagcaggttyg

GCGTCTTCTGCAACTAAGTGATGAACCTGGTGGAGCGTGGAAGCAGGTTG

110 120 130 140 150
agatgtatgtatcaggtacacttgaggccgtggtattcgaaggtagtcat

AGATGTATGTATCAGGTACACTTGAGGCCGTGGTATTCGAAGGTAGTCAT

160 170 180 190 200
gcactaacatcaactacttacgagagtaagatttttggaagtgttaagaa

GCACTAACATCAACTACTTACGAGAGTAAGATTTTTGGAAGTGTTAAGAA
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CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

210 220 230 240 250
ctatgcgggtacgtatccctcaggtagagctgacacgtcgtcacatcaca

CTATGCGGGTACGTATCCCTCAGGTAGAGCTGACACGTCGTCACATCACA

260 270 280 290 300
ctaaggttttggaaggtgcgacccgtggtaatgaaatgcgaagaagaacg

CTAAGGTTTTGGAAGGTGCGACCCGTGGTAATGAAATGCGAAGAAGAACG

310 320 330 340 350
gatgagcgaatcgtgcaccatgcgtcgacgattgtaatgtcacgtaatat

GACGAGCGAATCGTGCACCATGCGTCGACGATTGTAATGTCACGTAATAT
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CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W36R_Senegal
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl10CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W34R_Senegal
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

CPV-PCRfragment.xdna
Ng10CPV-R
Ng08CPV-R
W32R_Cambodia
W35R_Senegal
W31R_Cambodia
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl10CPV-F
W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

CPV-PCRfragment.xdna
W44F Cambodia
Ng08CPV-F
W31F_Cambodia
W35F_Senegal
Ngl0CPV-F

W32F_ Cambodia
W36F_Senegal
W34F_Senegal
CONSENSUS

360 370 380 390 400
gggtgatgataagtcagacgtatacacaggatcatttccaaatgttatat

GGGTGATGATAAGTCAGACGTATACACAGGATCATTTCCAAATGTTATAT

410 420 430 440 450
cacaattagtgagcgataaagatgtactcgcacaattgggttttaagaca

CACAATTAGTGAGCGATAAAGATGTACTCGCACAATTGGGTTTTAAGACA

460 470 480 490 500
gatgcagatctctcgagtcacaacggagaattcttgcaacaacatgtatg
....................... Coeenn
....................... Coeenn
....................... Ceieeereoeccosccccnnscsannns
....................... Ceceecencocesasccsccsasasasns
....................... Ceceecnncccesnsccsccasasnasns

GATGCAGATCTCTCGAGTCACAATGGAGAATTCTTGCAACAACATGTATG

510 520
tagaggaaggctagtcggaaaacc

TAGAGGAAGGCTAGTCGGAAAACC



