97

86
71
87
70
74
98
83 86 93 E
70
100
99
83
] 99
Lrl__
100
97
92
100
86
88
99
100
100 92
98
100
100
100
87
100
99 87
100
100
97 76
100
100
100
96

0.0020

JQ067943
JQ067944
JQ004093
IN565302
JIN565303
FJ006723
JQ004092
AY686583
HQ644268
EU118173
HQ644256
HQ644280
AY686580
HQ644283
HQ644262
FJ610148
HQ644271
HQ644260
HQ644286
HQ644282
FJ610147
HQ644258
HQ644274
HQ644272
HQ644259
HQ644287
HQ644267
NC_001526
HQ644264
AY686584
HQ644297
AY686581
HQ644284
HQ644266
FJ610149
HQ644275
HQ644246
HQ644245
HQ644236
FJ610146
FJ610152
AF536179
AB818688
AB818687
FJ610151
EU918764
JQ004096
AB818693
AB818692
FJ610150
AF534061
HQ644235
HQ644261
HQ644251
HQ644248
JQ004094
JQ004099
HQ644234
AB818691
HQ644288
HQ644289
HQ644265
HQ644276
AF402678
HQ644285
HQ644255
HQ644294
HQ644295
HQ644253
HQ644269
HQ644278
HQ644247
JQ004095
JQ004097
JQ004098
HQ644277
HQ644273
AY686582
HQ644263
HQ644281
HQ644279
HQ644254
HQ644270
AY686579
HQ644242
HQ644241
AB818689
HQ644257
HQ644239
HQ644237
AB818690
HQ644249
HQ644252
HQ644292
HQ644291
AF472509
HQ644250
HQ644244
HQ644243
HQ644290
HQ644296
HQ644299
HQ644293
AF536180
HQ644240
HQ644238
AF472508
HMO057182
HQ644298

Figure S2: Mid-point rooted HPV16 Best-known maximum likelihood phylogenetic tree,

constructed using 109 unique full length genome sequences. HPV16 lineages are
classified into four variants: A, B, C and D. Boostrap values above 70 are displayed

closed to the corresponding node. GenBank accession numbers are given for all

entries.



