RETRMEN # %
/

102.

>gi|110555016 |gb|DQ680078.1| Human papillomavirus type 16 strain Asian

American-C variant
major capsid protein (L1l) gene, complete cds
Length=1596

Score = 77.8 bits (39), Expect = 4e-14

Identities = 39/39 (100%), Gaps = 0/39 (0%)
Strand=Plus/Minus
Query 1 AGTAGATATGGCAGCACATAATGACATATTTGTACTGCG 39

LECLLEVEE PR e e

Sbjct 1128 AGTAGATATGGCAGCACATAATGACATATTTGTACTGCG 1090



1 lied
A'% éggystems “PV—2°°{‘; 0-07_004
S/N G:39 A:145 T:188 C:110 KB_3130_POP7_BDTv1.mob ﬁ EF?WEN # 457
5%

KB.bcp Pts 1965 to 3254 Pk1 Loc:1965
KB 1.2 Cap4 Version 5.2.0 HiSQV Bases: 62

T e g Ty e - |

CMMT G M KACATAT TCCTTAAAIT'AT MTTTT'ATAT CIACCTTCCTTAGT "ACTT c&GT G(ATAATGT(ATAT TA GTGCIAC GAGTAGTATC TAC (ACAGWAACAA AR
L 12 23 34 45 56 67 78 89 100

Printed on: Sas 02,2006 09:40AM, EST




SERCIMEN # 17
5%

>gi]90109956 |gb|DQ431189.1| Human papillomavirus type 58 isolate DFO03
major capsid protein
L1l gene, partial cds

Length=409
Score = 71.9 bits (36), Expect = 2e-12
Identities = 36/36 (100%), Gaps = 0/36 (0%)

Strand=Plus/Minus

Query 1 GTTACTTCAGTGCATAATGTCATATTAGTGCTACGA 36

UL VPPt

Sbjct 81 GTTACTTCAGTGCATAATGTCATATTAGTGCTACGA 46



pplied
A% Blosystems HPV__2006-09-27_003

S/N G:6 A:12 T:13 C:12 KB_3130_P0:7_BDTV1 .mob ﬁFGQWEN # 171
56

KB.bcp Pts 2074 to 3422 Pk1 Loc:2074
KB1.2 Cap:3 Version 5.2.0 HiSQV Bases: 21
. —-----___‘._—-.I- - —— -. - -_l- —-.--.l
C MC MYTCFWMYPW AFRGRMMWW KEAW ITWWTTT TT CCT GMW[CA tATTtAC TIAA CTGTTCTCTAaGEA GEt?CT?ATAGT (ATIGTTA GTAC TTCTAGWAGTATCTAC CACAGWAA CRAAR

L 13 25 37 49 61 73 85 97 109

Printed on: Sﬁc 02,2006 08:36AM, EST ‘ Electropherogra™ Data Page 1 of 1




RPVHMEN #
253 S

>g1]70698531|{gb|DQ007187.1| Human papillomavirus type 56 isolate
BR5868 L1 (L1l) gene, partial

cds

Length=391

Score = 73.1 bits (36), Expect = le-12
Identities = 39/40 (97%), Gaps = 0/40 (0%)
Strand=Plus/Minus

Query 1 CATATTTACTTAACTGTTCTGTAGRAGTACTAATAGTCAT 40

LEELTEVELEL PP e P e

Sbjct 57 CATATTTACTTAACTGTTCTGTAGCAGTACTAATAGTCAT 18



A\B égglied HPV__2006-09-15_001

ystems e
. N# 47>
SN G:37 A:78 T.70C:73 KB_3130_POP7_BDTv1.mob
KB.bcp Pts 1866 to 3207 Pk1 Loc:1866
KB1.2 Cap:t Version 5.2.0 HiSQV Bases: 60 7 O
R —y = “.-.-- m . B I--h = .I_ mrslkills 8 . = ﬂ
TMAT (CCTAGTATAT T CCT TAAZC TTTCIA GG CC'ATATACA G(A GCTAIT G CC ¢ (T TIC GCT GA GGCA Gzc AATGTAA AATIA GTAC TAQCT GTAG A TC TAC CA CAGTAACAAA /
L 12 23 34 45 56 67 78 89 100 111
948 ‘
632 g i
316 B L ¥
0 - J;,v‘l ]L I iéL.. ¥
N
948
632
316
0 “

Printed on: va 30,2006 01:45AM, EST

Electrophetogra*ta Page 1 of 1




SBEGUMEN # /7
70

473.

>gi|1345087|gb|U22461.1|HPU22461 Human papillomavirus type 70 E6
protein (E6), E7 protein (E7),

and L1 protein (L1l) genes, complete cds

Length=3283

Score = 83.8 bits (42), Expect = 7e-16
Identities = 42/42 (100%), Gaps = 0/42 (0%)
Strand=Plus/Minus

Query 1 TGGCCGTTTCGGTGCAGGCAGACAATGTAAAATTAGTACTAC 42

LETTCEDTEDEL TP P e e e

Sbject 1079 TGGCCGTTTCGGTGCAGGCAGACAATGTAAAATTAGTACTAC 1038



& Applied

\p ot HPV__2006-10-19_004 .
A% Biosystems 137 SPE EN # U745
S/N G:30 A:82 T:101 C:82 KB_3130_POP7_BDTv1.mob VvV m
KB.bcp Pts 1826 to 3114 Pk1 Loc:1826 =/
KB1.2 Cap4 Version 5.2.0 HiSQV Bases: 52

e I . o e omies .S S - w e .

TCMT KC T1AAAIAC T CTT TAAAZTTACTIAC TTT RAAATCIAGIATACTCCITTGAATT g aGCACACACAG CATATTGGTAC TAC GKGTAGTATC TAC (AMAGWAACAARAATM
i 12 23 34 45 56 67 78 89 100 111

Electropherogram Pata Page 1 of 1

Printed on: S‘c 02,2006 12:21PM, EST .




137.

>gi|66933451|gb|DQ057333.1| Human papillomavirus type 31 isolate
BR1692 L1 protein (L1l) gene,
partial cds

Length=351
Score = 54.0 bits (27), BExpect = 5e-07
Identities = 27/27 (100%), Gaps = 0/27 (0%)

Strand=Plus/Minus

Query 10 AGCACACACAGACATATTGGTACTACG 36

LEELLELITEL TR e

Sbjct 43 AGCACACACAGACATATTGGTACTACG 17

RBEFMEN # 475
=y



A\B é\lgg)ﬁed HPV__2006-10-19_001

ystems et
S/N G:39 A:87 T:85 C:80 KB_3130_POP7_BDTv1.mob ﬁg‘FMEN # 47%
KB.bcp Pts 1812 to 3069 Pk1 Loc:1812
KB12 Cap:1 Version 5.2.0 HiSQV Bases: 57 72

T T e Sy Ty e g

TAKGECGS TCGTIWCC TCACGAARITIAG AGCT(TaTaTTCT GZTAKAGAGGcgc T t Gc A GTACAAATAGTIACATIA GIACT GCGAIGTRGTATC TAC(ACAGTAACAA RA
L 12 23 34 45 56 67 78 89 100

903
602
301

Printed on: S‘c 02,2006 12:21PM, EST

Electrophemgtssata Page 1 of 1




ﬁFF?WEN # 473
T2

125.

>gi|1491683|emb|X94164.1 |HPVT72ELG Human papillomavirus type 72 ES6,
E7, ElA, E1B, E2, E4, L2, and

L1 genes

Length=7988

Score = 91.7 bits (46), Expect = 3e-18
Identities = 46/46 (100%), Gaps = 0/46 (0%)
Strand=Plus/Minus
Query 1 GATACAGAGGACGCTGTGGCAGTACAAATAGTTACATTAGTACTGC 46

LELPTEDEET LR T T

Sbjct 6850 GATACAGAGGACGCTGTGGCAGTACAAATAGTTACATTAGTACTGC 6805



&2 Applied
AD S5 SEms HV_2006-10-19_003 479
S/N G:23 A:38 T:49 C:50 KB_3130_POP7_BDTv1.mob ﬁ: g&?WEN #

KB.bcp Pts 1835 to 3159 Pk1 Loc:1835 g L”
KB 1.2 Cap:3 Version 5.2.0 HiSQV Bases: 24

— e ol e _“. - e B B as s — L] . . - .._. 2 [ | W .- - R
MMM 2T GSCC T FFSTATAWT Y CT TAAZCTTTCTRGGRMTAtAtACA GCAGdtaT gGe ¢ (TTTC GgT(CA GCCA CACAATGTAaAAT TAGTIAC TAC Gt GTAGTATC TACCA CAGTAACWWHWM Y
L 13 25 37 49 61 73 85 97 109 12

1312
984
656
328

Printed on: Sﬁc 02,2006 12:21PM, EST ' Electropherogram Data Page 1 of 1




asmgsw 479

>gi|1017782]|gb|U37488.1|HPU37488 . Human papillomavirus type 54,
complete genome
Length=7759

Score = 69.9 bits (35), Expect = 8e-12
Identities = 35/35 (100%), Gaps = 0/35 (0%)
Strand=Plus/Minus

Query 1 ATGCTGTAGCACACAATGTTAGGTTAGTACTACGG 35

LELCCLVETTELEC TR e e

Sbjct 6640 ATGCTGTAGCACACAATGTTAGGTTAGTACTACGG 6606



\\R Applied HPV__2006-09-18_004
ABBlosystems — ﬁF\E%MEN# ~{q0

SN G:10 A:16 T:16 C:15 KB_3130_POP7_BDTv1i.mob PE
KB.bcp Pts 1907 to 3218 Pk1 Loc:1907 / \
KB12 Cap:4 Version 5.2.0 HISQV Bases: 44 e 5
- ..-.‘_l-.. call T S - .l o s _om ..
CYCOPMEYYMMIYYARGGWMN TSC C T TAAR T'AGTATTTTIATATGIRICT TICT GAAGTAGZTAT GCCA CCACATAATCACATATTIRCTAC TGCGRCTRCIATC TACCACAGTAACAAA
1 13 25 37 49 61 73 85 97 109
1908 »
1272 . Y
636 " ;(ﬁv o,
0 JE"" ) .

Electropherograf?ta Page 1 of 1

Printed on: Fw 01,2006 01:25AM, EST




SPECIMEN # “4 90
HPV TYPE

490. /G

>gi[90192460|gb|DQ422772.1| Human papillomavirus type 16 clone 60 L1
protein (L1) gene, partial

cds

Length=290

Score = 75.8 bits (38), Expect = le-13
Identities = 38/38 (100%), Gaps = 0/38 (0%)

Strand=Plus/Minus

Query 1 GTTTCTGAAGTAGATATGGCAGCACATAATGACATATT 38

LECLRLCETELEE VP EET T T

Sbjct 59 GTTTCTGAAGTAGATATGGCAGCACATAATGACATATT 22



v N

A'\ Applied HPV__2006-09-26_002

D Biosystems 6
S/N G:31 A:54 T:70 C:53 KB_3130_POP7_BDTv1.mob ﬁB&?WEN # 491 :
KB.bep Pts 1911 to 3192 Pk1 Loc:1911 )
KB1.2 Cap:2 Version 5.2.0 HISQV Bases: 48 ) j

BE——— | _..-_‘- Ina & | b Br f B rmihnisre v 5 emms

T CCMT GT C FAMGGWMC T(CCTTAAR T'AGWATTTT ATA TGIA GTTTICT GFAGIA Gl"a t GG(AgCPCATAATG ACATATTTCTIACTCCCHCTa GTATC TACCACAGEAACAAAA
100 111

L 12

T

Printed on: Fbc 01,2006 01:48AM, EST | Electropherograr Data Page 1 of 1




SBEGIEN # 47/
491. /o

>gi|91178178|gb|DQ448200.1| Human papillomavirus type 16 isolate IR-
ESO-HPV-16/19 L1 (L1)
gene, partial cds

Length=141
Score = 81.8 bits (41), Expect = 3e-15
Identities = 41/41 (100%), Gaps = 0/41 (0%)

Strand=Plus/Minus

Query 1 AAGTAGATATGGCAGCACATAATGACATATTTGTACTGCGT 41

LECCRVELEL T T e e e b

Sbjct 62 AAGTAGATATGGCAGCACATAATGACATATTTGTACTGCGT 22
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