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In the "Study of HPV expression profile using CIN cohort samples,”™ we

examined the expression of HPV-derived E6/E6*, E1 ,and L1 in HPV types 16, 18, 52, and 58 and
found that HPV type 18 positive cases showed loss of L1 expression, while HPV type 52 positive cases
showed L1 expression even in CIN3 In contrast, in HPV52-positive cases, L1 expression was observed
even in CIN3. In "Prediction of CIN Prognosis Using the Markov Model," we analyzed the Markov model,
a statistical model that can reflect the natural history of CIN with repeated progression and
regression, and found that HPV type 16 shows rapid development of cervical dysplasia in a stepwise
manner, while HPV types 52 and 58 are associated with persistent infection and mild to moderate
gysp:asia. HPV types 52 and 58 are characterized by persistent infection and mild to moderate
ysplasia.
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High risk HPV
HPV16 HPV18 HPV52 HPV58
65 samples 9 samples 59 samples 61 samples
b HPV types and cervical lesion
CIN1 CIN2 CIN3 total
HPV 16 16 (24.6) 39 (60.0) 10 (15.4) 65 E6™ CIN
HPV 18 6 (66.7) 2(222) 1(1L1) 9
HPV 52 16 27.1) 36 (61.0) 7(119) 59 HPV16  HPV18 E6*
HPV 58 24(39.3) 35 (57.4) 2(33) 61 E6
62 (32.0) 12(57.7)  20(10.3) 194 HPV52 E6*
HPV CIN E6
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Cochran-
Armitage test P=0.42 p=0.49 p=0.30 p=0.08 p=0.05
HPV CIN L1
Markov CIN
1417 737 Normal, CIN1, CIN2 195 259 283
HPV16, 52, 58
Normal 50-90% Normal CIN1 29-55%
34-44% CIN1 CIN2 CIN2 50%
CIN2 CIN3 HPV HPV16, 18, 52, 58
15.6%, 10.3%, 11.1%. 7.7% HPV16
Markov 2 2 HPV

HPV16 Normal, CIN1, CIN2 13%, 30%, 42% CIN3
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State after 2 years
Curre HPV
nt catego
state ry Normal CIN1 CIN2 CIN3/Cancer
Norma HPV 16 .598 (0.506- 0.099 (0.074- .169 (0.127- 0.132 (0.090-
| 0.684) 0.128) 0.215) 0.183)
HPV 18 .610 (0.479- 0.156 (0.109- .156 (0.093- 0.076 (0.033-
0.719) 0.215) 0.230) 0.148)
HPV 52 .533 (0.474- 0.189 (0.162- .180 (0.146- 0.096 (0.070-
0.593) 0.219) 0.216) 0.130)
HPV 58 .559 (0.484- 0.171 (0.140- .206 (0.162- 0.062 (0.041-
0.627) 0.205) 0.255) 0.089)
Other .723 (0.676- 0.155 (0.132- .085 (0.066- 0.034 (0.023-
hrHPVs 0.766) 0.182) 0.108) 0.050)
No .838 (0.814- 0.105 (0.090- .042 (0.032- 0.012 (0.007-
hrHPVs 0.861) 0.121) 0.054) 0.020)
.434 (0.349- 0.089 (0.067- .175 (0.134- 0.300 (0.225-
CINL  HPV 16 0.512) 0.115) 0.223) 0.378)
HPV 18 .535 (0.396- 0.146 (0.100- .172 (0.102- 0.146 (0.069-
0.652) 0.207) 0.257) 0.267)
HPV 52 .473 (0.413- 0.178 (0.152- .183 (0.150- 0.164 (0.122-
0.529) 0.208) 0.221) 0.219)
HPV 58 .469 (0.399- 0.165 (0.135- .239 (0.192- 0.126 (0.084-
0.535) 0.197) 0.291) 0.181)
Other .656 (0.606- 0.156 (0.133- .102 (0.079- 0.084 (0.058-
hrHPVs 0.702) 0.181) 0.128) 0.119)
No .808 (0.781- 0.107 (0.091- .049 (0.038- 0.034 (0.021-
hrHPVs 0.835) 0.123) 0.065) 0.054)
.335 (0.266- 0.079 (0.059- .165 (0.121- 0.418 (0.330-
CIN2  HPV 16 0.404) 0.101) 0.218) 0.512)
HPV 18 .373 (0.245- 0.119 (0.074- .186 (0.099- 0.320 (0.178-
0.501) 0.178) 0.302) 0.507)
HPV 52 .381 (0.324- 0.156 (0.129- .175 (0.138- 0.286 (0.220-
0.434) 0.184) 0.216) 0.367)
HPV 58 .356 (0.291- 0.150 (0.122- .260 (0.209- 0.232 (0.167-
0.419) 0.181) 0.319) 0.307)
Other .518 (0.453- 0.146 (0.122- .117 (0.089- 0.218 (0.159-
hrHPVs 0.571) 0.169) 0.148) 0.299)
No .706 (0.643- 0.106 (0.090- .063 (0.045- 0.124 (0.079-
hrHPVs 0.749) 0.123) 0.089) 0.191)
1 Markov HPV
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