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APPENDIX A

BUFFERS AND REAGENT

Lysis Buffer 1

Sucrose 109.54 g

1.0 M Tris — HCI (pH 7.5) 10 ml
1.0 M MgCl, 5 ml
Triton X = 100 (pure) 10 ml
Distilled water to 1,000 ml

Sterilize the solution by autoclaving and store in a refrigerator (at 4°C).

Lysis Buffer 2

5.0 M NaCl 15 ml
0.5M EDTA (pH 8.0) 48 ml
Distilled water to 1,000 mi

Sterilize the solution by autoclaving and store at room temperature.

10% SDS solution
Sodium dodecyl sulfate 10 g
Distilled water to 100 mi

Mix the solution and store at room temperature.

20 mg/ml Proteinase K

Proteinase K 2 mg

77



Distilled water to 1 ml
Mix the solution and store in a refrigerator (at -20°C).

1.0 M Tris — HCI

Tris base 12.11 g
Dissolve in distilled water and adjusted pH to 7.5 with HCI

Distilled water to 100 ml
Sterilize the solution by autoclaving and store at room temperature.
0.5 M EDTA (pH 8.0)

Disodium ethylenediamine tetraacetate.2H,O 186.6
Dissolve in distilled water and adjusted pH to 8.0 with NaOH
Distilled water to 1,000
Sterilize the solution by autoclaving and store at room temperature.
1.0 M MgCil, solution

Magnesium chloride.6H,0 20.33
Distilled water to 100
Dispense the solution into aliquots and sterilize by autoclaving.

5 M NaCl solution

Sodium chloride 29.25
Distilled water to 100

Dispense the solution into aliquot and sterilize by autoclaving.

ml

ml

ll
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10.
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12.
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10X Tris borate buffer (10X TBE buffer)

Tris — base 100 g
Boric acid 55 g
0.5 M EDTA (pH 8.0) 40 ml

Adjust volume to 1,000 ml with distilled water. The solution was mixed and

store at room temperature.

6X loading dye

Bromphenol blue 0.25 o]
Xylene cyanol 0.25 g
Glycerol 50 mi
1M Tris (pH 8.0) 1 mi
Distilled water until 100 mi

Mixed and stored at 4°C

7.5 M Ammonium acetate (CH,COONH,)

Ammonium acetate 57.81 g
Distilled water 80 mi

Adjust volume to 100 ml with distilled water and sterilize by autoclaving.

25:24:1 (v/v) Phenol-chloroform-isoamyl alcohol

Phenol 25 volume



Chloroform 24 volume

Isoamyl alcohol 1 volume

Mix the reagent and store in a sterile bottle kept in a refrigerator.

13. 12% Non-denature acrylamide gel (w/v)

40%acrylamide: Bis (19:1) 2 mi
10X TBE 1 mil
10% ammoniumpersulfate 100 pl
TEMED 10 ul
H,O 7 ml

Dissolve by heating in microwave oven and occasional mix.

14. TE buffer
Tris base 1.21 g
5M EDTA 200 pl

Adjust pH to 7.5 with conc.HCL and adjust volume to 1.0 litre with H,O.
15. IPTG stock solution (0.1M)
1.2g IPTG

Add water to 50ml final volume. Filtersterilize and store at 4°C.

16. X-Gal (2ml)

100mg 5-bromo-4-chloro-3- indolyl-B-D-galactoside dissolve in 2ml N,N"-

dimethylformamide. Cover with aluminum foil and store at .20°C.
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17. LB medium (per liter)
10g Bacto®-tryptone
5g Bacto®-yeast extract
5g NacCl
Adjust pH to 7.0 with NaOH.
18. LB plates with ampicillin

Add 15g agar to 1 liter of LB medium.Autoclave. Allow the medium to
cool to 50°C before adding ampicillin to a finalconcentration of 100ug/ml.
Pour 30.35ml of medium into 85mm Petri dishes. Let the agar harden. Store

at 4°C for up to 1 month or at room temperature for up to 1 week.
19. LB plates with ampicillin/IPTG/X-Gal

Make the LB plates with ampicillin as above; then supplement with
0.5mM IPTG and 80ug/ml X-Gal and pour the plates. Alternatively, 100ul of
100mM IPTG and 20ul of 50mg/ml X-Gal may be spread over the surface of
an LBampicillin plate and allowed to absorb for 30 minutes at 37°C prior to
use.

20. SOC medium (100ml)

2.0g Bacto®-tryptone

0.5g Bacto®-yeast extract

1ml 1M NaCl

0.25ml 1M KCI

1ml 2M Mg2+ stock, filtersterilized

1ml 2M glucose, filter-sterilized

Add Bacto®-tryptone, Bacto®-yeast extract, NaCl and KCI to
7ml distilled water. Stir to dissolve. Autoclave and cool to room

temperature. Add 2M Mg2+ stock and 2M glucose, each to a final



concentration of 20mM. Bring to 100ml with sterile, distilled water. The

final pH should be 7.0.

82



83

APPENDIX B
Sequence of COBRA LINE-1, and primer

1. Human transposon L1.2 ACCESSION M80343 (5'UTR ; 1-482 bp) for COBRA LINE-1

BEFORE BISULFITE
Ggggggaggagccaagatggccgaataggaacagcetccggtctacagetcccagegtgagecgacgcagaag
acggtgatttctgcatttccatctgaggtaccgggttcatctcactagggagtgccagacagtgggegeaggecagtg
tgtgtgegcaccgtgecgegagecgaagcagggegaggceattgectcacectgggaagegecaaggggtcaggga
gttceetttctgagtcaaagaaaggggtgacggtcgeacciggaaaatcgggtcactcccacccgaatattgegctttt
cagaccggcttaagaaacggcgcaccacgagactatatcccacacctggetcggagggtcctacgeccacgga
atctcgctgattgctagcacagcagtctgagatcaaactgcaaggecggcaacgaggetgggggaggggegeccg
ccattgcccaggctigettaggtaaacaaagcage

AFTER BISULFITE+METHYLATION ALL CG

GgggggaggagT TaagatggTCGaataggaaTagTtTCGgtTtaTagTtTTTagCGtgagCGaCGT
agaagaCGgtgatitTtgTatttTTatTtgaggtaTCGggtiTatTtTaTtagggagtgT TagaTagtgggCG
TaggTTagtgtgtgtgCGTaTCGtgCGCGagTCGaagTagggCGaggTattgT TtTaT Ttgggaa
gCGTaagggatTagggagttTT Tttt TtgagtTaaagaaAggggtgaCGgtCGTaT TtggaaaatCGgg
tTaTtTTTaTTCGaatattgCG Tttt TagaTCGgTttaagaaaCGgCGTaTTaCGagaTtatatTTTa
TaTTtggTtCGgagggtTTtaCGTTTaCGgaatTtCGTtgattgTtagTaTagTagtTtgagatTaaaT
tgTaaggCGgTaaCGaggTtgggggaggggCGTTCG T TattgT TTagg TttgTttaggtaaaTaaa
gTagT

Tas | => AATT, Taqg | => TCGA

F COBRALINE-1 = ccgTaaggggtTagggagttTTT

R COBRALINE-1 = RTAAAACCCTCCRAACCAAATATAAA
Total amplicon = 160 bp and Tasl = 63+ 97 and Tagl = 80+80



APPENDIX C

Description of 17 LINE-1, CU-L1 PCR and RT-PCR

Table C-1 : Description of 17 LINE-1 selected for CU-L1 PCR.

Intrun seq LINE-1 site LINE-1 start-end | LINE-1 orientation | LINE-1 Ta
195146..195190,245006. 245059 | 319373-223325 56,05 Antisense ACAG
41813..41968,77703.. 77782 66,072-72,120 56043 Sense ACAG
537931 S39007,584515. SR46d4 | 573,886 567835 45001 Antsense GAGA
1.255,%6217..76353 65,653-71,700 26041 Sease GAGA
106268..106398,114989..115126 107, 36008 Antisense ACAG
174789..175006,201 776201949 193,548-187,500 1-6009 Antisense ACAG
734232334567 J88014.288438 | 144,112.238079 | 56045 Antisense GAGA
342654347847 364941 36509 | 359,335.353,289 46038 Antisense ACAG
953999547, 167519 | 135388129338 66050 Antisense ACAG
A4HIHY. 445500 ABSP), 486164 484,799-478,750 276050 Amtisense ACAG
1.29530 24,756-18,710 86,040 Andisense GAGA
443037443201 490992 481161 | 471974465913 B-6,050 Antisense ACGG
1658577 24,961-31,008 46,048 Sense GAGA
1087357..1087431,11 7703811 77134 | 1,158,%7-1 16 336,045 Sense AAGA
61487_61517%3117. 83322 80951 | 3506 Antisense GAGA
218401, 218654 1346787 | 134682228630 56,050 Antizense AAGA
1325693997018 6646160412 35301 Antisense AAAG
. 3 1
Table C-2 : Show all detail of CU-L1 PCR and 17 LINE-1's host gene RT-PCR
Gene Prismer of COHRA e LINE- CU.L1 PCR Primer of RT-PCR RI-PCR Levation of RT-PCR
COLIAL ef5*CULI-CO G GGG GAATCTGTGTAG 1 S RT-COLMAl=CCAGAAG TAGGAGATCAAGGAAA 4 by 195 146- 195 190 145006 145054
3 'CLI=GTAAMACCCTCCOGANCCAAATATAAA ¥R -COLMAI=CGCCAATGCTTCCAGTCAT
FAMAOA faf5 CULL FAMAI A~ GTTTTAAAAAAAA GTTG ans |5 RT-FAM4SA=GCCACCGTCCTG GO LB bp 41860 41968, T8 TTTHL
3 'CL1~GTAAAACCCTCCOGANCCAAATATAAA RT FAMAIA=TTCAAAATCCAGGAAMAGTGT
CNTNAFS 45'CULLCNTNAFS=CATTAAATTITAATTGAATTAGAC L) CHTNAPS GTTACACATGGTGCCACCTC 1504y 539008 539037584515 554634
(3'CLI=GTAAAACCCTCCOA 3’ RT-CNTNAPS=CAGTGATATTGCAGTACACCTGGA e e
PP _pladcaf CULL-FKIM =GGTATC m |5 RY.PKM=CTGATCCCTGCAGCGACG LSy AUSI MU |
3 CCCTCCOAAC VRT-PEN-TGCCTGGGCCAGTGGAG
LRFI_bew &45°CULL LRPI=GGTATATAATTITTATGGTGTIC a5 P=ATG CGTTTGOACTIC [T 106365 14599115063
311G CCCTCCGAACCAAATAT, 3 RT-LIP=CTGTCATTTCTCCACCATCTGC
MGCAI174_[$CULLMGCAT= ATTGAGGTGTATTAAG) £ "MGCA1M = TOGGACTGOAAGGAGGACTG 15y 17503 175036 21 7% 201856
3 AAAACCCTCCGAACTAAATATAAA [ "MGCAI1 74 = AMATCCACGCCATACTCTGTTA
EFHAD intred 5 CULL EPHAY=S-TOTTATTGGAATATATGGAGATT 86 FRT.EPHAMCTCCCTCGACAGTTTGGACTC 156 by 134408 134567 280014 18R49
[3°CL1=GTAAAACCCTCCOAACCAAATATAAR I RT-EPHAL-TCCGATCTTICTTAATCGICAG
EPHAS imtrend S'CULL EPHAMMLS=TAAGGATAAAAATTTTTGAAGTT “ [SRT. 3 156 by TRAACH TL4%7 2ERVL4 IRELD
£ G CCCTCCGAAC S RT-EPMAM-TCCCATCTTICTTAATCGICAG
ANTXH) _aslS'CULL ANTXR=TATTGAGTATTAATTATGTATTIAGTAT ais S RT-ANDXRI=TTGATGCTCTCTGGGCTTIG Oy F5406 95479, 165630 165685
£ CCCTCCOAAC ATAAA [V RT ANTXRI=TTCCTGCTTCCCTTTACTGA
SPOCKO a3 CULI-SPOCKI~GTGTAATTITITIAGATITTGTAG o1 SRT SPOCKI~CCTGGAGTICAGGGAAGTG e | wSusaiimesonn |
[3°CL1-GTAAAACCCTCOGAACCAAAT I RT TPOCKI-AATGCTTCTGAGCTCTGACTGG S |
LOCLY993 |5°CU DCLI¥93=TTAGC GGG IS"RT.LOCLIN¥9] G G GGCCTTA 105 by 3399.5356,1 79001627
370 1-GTAAAACCTTCCGAACCAAATATAAA FRT-LOCIN93-CATGCTGCATITGAATTIGAGG
FPFIRIE _pds CULL PFPIRIB-GGOGAAAMAATTGAAAGTT ISRT FPPIRIB-GGACATTAAGCCAGCCAACA 67y 443044 443301 481100
3°CLI=GTAAAACCCTCCGAACCAAATATAAR FRT.-PPPIRIB=TCCCTOOTCATGATATACCTCC
LOCI860%4 I5'CULL LOCIN6094-TATGTAAGTATGGAAATTTGAGG L T-LOCINS ATGAATCCTO: Bk T 387,599 5058
ycL1=GT. TATAAA Y RTLOCINOM-CAMTGCAGAGACCTGGAGTIG
PRECI_pewl5 CULL-FREG =AAMATTTITAGTIGTTAAATCG 34 {S'RT-PRKC1=TTTIGATTCGAGCGCTGGAT By 1087369, 1087431, 11 7038 1177063
3 CLI=GTAAAACCCTCCGAACCAAATATAAA [VRT-PRKGI=CGAAGAAAGCCGCTICAG
ADAMTE [3'CUL1-ADAMTS? GTTIGTIGTGG GTAAAT 458 o D E20=ATTTGTTCATCTAAAGAGAAATGTAA 107 by 6145461527 831 | T HOING
[3°CL1=GTAAAACCCTCCGAACCAAMTATAAA S RTADAMTS20-GAAATGAGTCCTITTTCTTCATTA
CDHE 5*CULL-CDMB=GGATTTGGGAGTTGGATAG TTAG 05 SRT-CDHB=G CCGACTTACCTA 170 by 3 1-246710
(3 'CL1-GTAAAACCCTCCGAACCAAATATAAA (A RT.COMI-CCATCGTCTGCATTAATGTTGA
LOCISAYSS | CULI-LOCISAMS-CAGAMATAOAATAGGTATGATTOATAN 4T T-LOCIB45- COAGAAGGGCGOAACT Nky 174331 7013

[3 TLIGTAAAMACCCTCCGAACTAAATATAAA

VRT-LOCIAMS-COCCTGAATTOCACTGTTAGA
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APPENDIX C

ANOVA analysis of all group

Table C-3 : COBRA unique to LINE-1 result from multiple group comparison with

ANOVA analysis.
Dependent Variable | (1) Cell type (J) Cell type Mean Ditterence (1-J) | Std. Eror Sig. 95% Confidence interval
Lowsr Bound Upper Bound
COBRAL1 HNSCC cell line HNSCC microdissact cell 30333 1.85110 833 -3.3195 41062
Normal oral rinse cefl 18.22667(") 202778 1000 14.1585 222939
Leukemic cell line 295250 2.86771 308 -2.7994 87044
Normal white blood cel 22.04333(°) 2.02778 000 17.9761 26.1105
HNSCC microdissect cell  HNSCC cell line -.39333 1.85110 833 -4.1062 33195
Normal oral rinse cell 17.83333(") 1.85110 000 14.1205 21.5462
Leukemic cell line 255017 274562 356 29479 B.0662
Normal white blood cell 21.65000(") 1.85110 000 17.9372 25.3628
Normal oral rinse ceill HNSCC cell fne -18.22667(%) 202778 1000 -22.2939 -14.1585
HNSCC microdissect celt -17.83333(") 1.85110 000 -21.5462 14,1205
Leukemic cell line “15.27417(%) 286771 1000 -21.0261 9.5223
Normal white blood celt 3.81667 2.02778 085 -.2505 7.8839
Leukemic cell line HNSCC call line -2.95250 286771 2308 87044 27994
HNSCC microdissect cell -2.55917 2.74562 356 -8.0662 29479
Normal oral rinse cell 15.27417(%) 2.86771 000 95223 21.0261
Normal white blood cell 19.09083(") 286771 000 13.3389 24,8427
Normal white biood celt HNSCC cell fine -22.04333() 202778 000 -26.1105 17,9761
HNSCC microdissect cell -21,65000(*) 1.85110 000 +25.3628 17,9372
Mormal oral rinse celt -3.81667 202778 065 -7.8839 2505
Leukemic cell line -19.09083(*) 286771 000 24,8427 -13.3389
CNTHAPS HNSCC cell line HNSCC microdissect cell 32.54444(") 7.10878 000 18.2796 46,8093
Normal oral rinse cel 50,48500(°) 7.78728 000 34.8587 66,1113
Leukemic cell lina 36.07750(") 11.01288 1002 13.6785 58.1765
Nonmal while biood cell 72.34818(°) 7.96230 000 56,3707 88,3257
HNSCC microdissect cell ~ HNSCC call fine -32.54444(") 7.10878 000 -46,8093 -18.2796
Normal oral rinse cell 17.94056(") 7.10878 015 36757 32.2054
Leukemic cell line 353306 10.54403 739 17,6251 246912
Normal white blood cell 39.80374(°) 7.30009 000 251550 54.4524
Normal oral rinse cell HNSCC call line -50.48500(") 7.78728 000 -66.1113 -34.8587
HNSCC microdissect cell -17.94056(") 7.10878 015 -32.2054 36757
Leukemic cell line -14, 40750 11.01288 197 -36.5065 7.6915
Normal white blood cell 21.86318(°) 7.96230 008 5.8857 37.8407
Leukemic cell line HNSCC cell line -38.07750(") | 11.01288 002 -58.1765 -13.9785
HNSCC microdissect cell -3.53306 10.54403 739 246912 17.6251
Normal oral rinse cell 14 40750 11.01288 197 -7.6915 36.5065
Normal white blood cell 36.27068(") | 1113733 002 13.9220 586194
Normal white biood celt HNSCC cell line -72.34818(") 7.96230 000 -88.3257 -56.3707
HNSCC microdissect cell -30.80374(") 7.30009 000 -54 4524 -25.1550
Normal oral rinse cell -21.86318(") 7.96230 1008 -37.8407 -5.8857
Leukemic call line -36.27068(") 11.13733 1002 -58.6194 -13.9220
ANTXR2 HNSCC cell kne HNSCC microdissect cell 855550 861186 325 87419 258529
Normal oral rinse cell 4B.66833(") 9.07770 000 304352 66,9014
Leukemic cell line 45.31167(") 12.83781 001 19.5262 71.0972
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FAM4SA

COL24A1

HNSCC microdissect cell

Normal oral rinse cell

Leukemic cell line

Normal white blood cell

HNSCC cell ling

HNSCC microdissect cell

Normal oral rinse cedl

Normal white blood cell

HNSCC cell line

HNSCC microdissect cell

Mormal oral rinse cell

Normal white blood cefl

Normal white blood cell
HNSCC cell ne

Normal oral rinse cell
Leukemic cell line
Normal white blood celt
HNSCC cell line

HNSCC microdissect cell
Leukemic cell line
Normal whita blood cell

HNSCC cell ina
HNSCC microdissect cell
Normal oral rinse cell
Normal white blood cell

HNSCC cell ine
HNSCC microdissect cell

Normal oral rinse cell
Leukemic cell line
HNSCC microdissect cell
Normal oral rinse cell

Leukemic cell line
Normal white blood cell

HNSCC cedl line
Normal oral rinse cell
Leukemic cell line
Normal white blood cell

HNSCC cell ine
HNSCC microdissact cell

Leukemic cell line
Nosmal white biood cell

HNSCC cell line

Normal oral rinse cell
Normal white blood cell
HNSCC cedl ine

HNSCC microdissect cell
Normal oral rinse cell
Leukemic cell lina
HNSCC microdissect cell

Normal oral rinse cell
Leukemic cell line

Normal white blood cell
HNSCC cell line
Normal oral rinse cell
Leukemic cell line

Normal white blood cell
HNSCC call kne

HNSCC microdissect cell
Leukemic cell line
Normal white blood cell

HNSCC cell kine

Normal oral rinse cell
Normal while blood cell

HNSCC cell line

50.08167(%)
-8.55550
40.11283(%)
36.75617(")
41.52617(°)
-48.6683(")

-40.11283(°)
-3.35667

141333
-45.31167(%)
-36.75617(")

3.35667

477000
-50.08167(*)
-41.52617(*)

-1.41333
-4.77000
31.18580(")
49.87917(")
28.10917(*)
65.10667(")
-31.18590(")
18.69327(")
-3.07673
33.92077(")
49 87917(*)
-18.69327(")
-21.77000
15.22750
-28.10917(*)
307673
21.77000
36.99750(")
-65.10667(")
-33.92077(")
-15.22750
-36.99750(")
512733

42 98583(")
16.78083
46.43750(*)
512733
37.85850(")
11.65350
41.31017(%)
-42.98583(*)
-37.85850(")
26 20500
345167
-16.78083
-11,65350
26.20500
29.65667(°)

-46.43750(%)

8.07770
B61186

861186
1251275
861186

907770

BE1186
1283781

807770
1283781
1251275
1283781
1283781

e07770

861186

907770
1283781
814406

830535
11.74554
830535

B.14406
B.14406
1163205

B.14406
830535
814406

11.74554
8.30535
11.74554

1163205

1174554
11.74554

830535
B.14406
8.30535
11.74554

1076514
1026416
1451571

10.26416
10.76514
1076514

1487418
10.76514
1026416

10.76514
1451571
1026416

1451571
1487418
1451571

1451571

10264186
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§88 458 BBBBZYS
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073

437
ore

047

31.8486
-25.8529

228154
11.6236
24.2287

66.9014

-57.4103
-29.1422

-16.8188
-71.0872
-61.8888
-22.4288
-21.0155
-68.3148
-58.8236
-19.6464
-30.5555
148112
33.1801
44932
48,4076
~47.5608
23185
264645
17.5460

66.5782
-35.0680

-45.3860
14715
-51.7251

-20.3111

-1.8460
13.3815
-81.8057

-50.2955
-31.9265
-60.6135
-16.5548
22328
-12.4553
25,7644
-26.8094
16.1764
-18.3046
19.6281
-63.6589

-59.5406
-55.4411
-17.2214
-46.0170
41,6116
-3.0311
4205

-67.1106

68.3142
8.7419

57.4103
61.8888
58.8236

-30.4352

-22.8154
22.4288

19.6464
-19.5262
-11.6236

29.1422

30.5555
-31.8486
-24.2287

16.8198

21.0155

47 5606

66.5782
§1.7251
81,8057

-14.8112
35.0680
203111
50.2955

33,1801

<2.3185
1.8460
31.9265
-4.4932
26.4645

45.3860
60.6135

-48 4076
-17.5460

1.4715
-13.3815

26.8004
63.6589
46.0170

67.1106
16.5548
59.5406
416116

629923
-22.3128

“16.1764

3.0311
24 1247
12.4553
18.3046
554411
58.8928

-25.7644
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LOC284395

LOC286094

HNSCC cell fine

HNSCC microdissect cell

Normal oral rinse cell

Leukemic cell line

Mormal white blood cell

HNSCC cell fline

HNSCC microdissect cell

Mormal oral rinsa cell

Leukemic cell line

Normal white blood cell

HNSCC cell line

HNSCC microdissect cell

MNormal oral rinse cell

HNSCC microdissect cell
Normal oral rinse cell

Leukemic cell ine
HNSCC microdissect cell
Normal oral rinse cell

Leukemic cell ling
Normal white blood cell
HNSCC ceil fine
MNormal oral rinse cell

Leukemic cell ling
Nommal white blood cell

HNSCC cell line
HNSCC microdissact cell
Leukemic cell line
Normal white blood cell

HNSCC cell bne
HNSCC microdissect cell

Normal oral rinse cefl
Normal white tlood cell

HNSCC cell ine

Normal oral rinse cell
Leukemic cell e

HNSCC microdissect cell
Normal oral rinse cell
Leukemic cell ine
Normal white blood cell

HNSCC ceil iine
Normal oral rinse cell
Leukemic cell line

Normal white biood cell
HNSCG cefl ine
HNSCC microdissect cell
Leukemic cefl line

Normal white biood cell
HNSCC cell line

HNSCC microdissect cell
Normal oral rinse cell
Normal white blood cell
HNSCC cell ine

HNSCC microdissect cell
Normal oral rinse cell

Leukemic cell ling
HNSCC microdissect cell
Normal oral rinsa cell
Leukamic cell line
Normal white blood cell
HNSCC ceil ine
Normal oral rinse cell
Laukemic cell line
Normal white biood cell
HNSCC cell line

HNSCC microdissect cell
Laukemic cell line

~41.31017(°)
-3 45167
-29.65667(")
24.940837)
37.659083°)
28,0233¥(")
41.23750(")
+24.94083(%)
12.75000
308250
16.39667
-37.69083(")
-12.75000
-9.66750
164667
-28.0233%(")
-1.08250
9.66750
1331417
-41.33750(°)
-16.39667
~364667
1331417
36.07190(")
46.59333(")
2193383
46.9758)(")

-36.07190(")
1052143

-14.13857
10.90393
-46.59333")
=10.52143
-24,66000
/38250
-21.93333
1413857

24 66000
25.04250
-46.97583(")
-10.90383
-.38250
-25.04250
33.38417(°)
60.20917(")
49.74083(%)
73.12917(%)
-33.38417(")
26.82500(")
16.35667
39.74500(*)
-60.20917(")

-26.82500(")
-10 46833

10.76514

10.26416

1451571
9.62487

7.85867
11.11384
7.85867
9.62487
9.62487
12.42565
9.62487
7.85867
9.62487
1111384

7.85867
11.11384
12.42565

11.11384
1111384
7.85867
9.62487

7.85867
11.11384

11.07651
13.06514
15.57918

15.57918

11.07651
12.00110

14.69828
14.69828
13.06514
1200110

16.24956
16.24956
15.57918
14.69828
16.24956
18.33198
15.57918
14 69828
16.24956
18.33198

7.37664

7.37664
10.43214

7.37664
7.37664

7.37664
10.43214
T ATE64

7 37664

7.37664
10.43214
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013

016

013
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g 2

3

H

168

aar
343

-62.9923

24,1247

-58.8928
§.5030

218199
5.5785
25.4666
~44.3787

-6.6878
-22.0118
-3.0412

-53.5617
-32.1678
-32.1124
-12.2242
-50.4682
-28.1766

-12.7774
-9.1307
-57.2084

-35.8345
-18.5176

-35.7580
13.5366
20.0121

-9.7628

15.2797

-58.6072
-13.8950

-44,0424
-18.9999
-T31A746
-34.9378
-57.7200

-32.6775
-53.6294

-15.7653
-8.4000
-12.2542

-78.6719
-40.8078

-62.3392
18.5443
45.3693

28.7541
58.2893
-48.2241

11.9851
-4.6301
249051

-75.0491
-41.6649
~31.4551

-19.6281
172214
- 4205
443787
535617

504682
57.2084
-5.5030

321878
281768
58345

-21.8199
66878
127774
195176
-5.5785
20116

2124
357590
-25 4666
ipa12

122242
9.1307

58.6072
T3.1746
536294

T8ET19

-11.5366
349378
15.7653

40.8078
-200121
138950
8.4000
334425
97628
440424
57.7200
623392
152797
18.8999
3126775
122542
482241
75.0491
T0.7276
879691
~18.5443

416649
37.3434
54 5849

-45 3693

-119851
105184
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LRP2

CDHB

LOC133993

Leukemic cell lina

Normal white blood cell

HNSCC cell line

HNSCC microdissect cell

Normal oral rinse cell

Leukemic cell line

HMormal white blood call

HNSCC cell line

HNSCC microdissect cell

Normal oral rinse cell

HNormal white blood cell

HNSCC cell ine

Normal white blood cell
HNSCC ceil line
HNSCC microdissect cell
Normal oral rinse cell
Normal white blood cell

HNSCC cell line
HNSCC microdissect cell

Normal oral rinse cell
Leukemic cell ine
HNSCC microdissect cell
Normal ocal finse cell

Leukemic cell line
Normal white blood cell

HNSCC cell ne
Normal oral rinse cell
Leukemic cell line
Normal white blood cell

HNSCC cell ine
HNSCC microdissect cell

Leukemic call line
Normial white blood call
HNSCC cell line
HNSCC microdissect cell

Mormal oral rinse cell
Normal white blood cell
HNSCC cell fine

HNSCC microdissact cell
Normal oral rinse cell
Leukemic cell ine
HNSCC microdissect cell

Normai oral rinse cell
Leukemic cell ing

Normal white blood cell
HNSCC cell line
Normal oral rinse cell
Leukemic cel line

Normal white blood cell
HNSCC cell line

HNSCC microdissect cell
Leukemic cefl line
Normal white blood cell
HNSCC cell fine

HNSCC microdissect cell
Nommal oral rinse cell

Nommal white blood cell
HNSCC cell ine

HNSCC microdissect cell
Nomal oral rinse cell

Leukemic cell line
HNSCC microdissect cell
Normal oral rinse cell

Leukemic cell ine

Normal white blood cell

12.92000
-49.74083(")
-16.35667
10.46833
23.38833(°)
73.42917(")
-39,74500(")
-12.92000
-23.38833(°)
13.42306(")
52.67833(")
43.05833(")
71.45750(")
-13.42306(")
39.25528(")
29.63528(°)
58.03444(%)
-52.67833(")
-39.25528(°)
-9.62000
18.77917(*)
-43.05833(*)
-29.63528(°)
9.62000
26.39817(%)
-71.45750(")
-58.03444(")
-18.77917(")
-28.39917()
21.55000(")
B4.69917(")
16.53667
61.85333(")
~21.55000(")
43.14917(")
-5.01333
40.3033%(")
-64.69917(")
-43.14917(°)
-48.16250(")
-2.84583
-16.53667
5.01333
48.16250(")
45.31667(")
-61.85333(")
-40.30333(%)
284583

-45.31667(°)
13.07667(")

39.66500(")
23.4T667(")

48.21917(")

7.37664
10.43214
10.43214
10.43214

10.43214
7.37664
7.37664

7.37664
10.43214
B8.09278
667431
9.43889
B6.67431
6.08278
6.09278
9.03705
6.08278
6.67431
6.09278

9.43889
6.67431
9.43889

9.03705

9.43889
9.43889
6.67431

6.09278
667431
9.43889
6.00261

6.00261
B8.48897

6.00261
6.00261
6.00261
8.48897
6.00261
6.00261
6.00261
8.48897
6.00261
8.48897
B.48897
8.48897
8.48897
6.00261
6.00261

6.00261

B.48897
6.13380

548623
T.7587T1

5.48623

8
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w
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w
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8

-1.9199
-T0.7276
-37.3434
-10.5184

2.4016
-87.9691
-54.5849

-27.7599
-44 3751
1.2025
39.2914

24.1263
58.0705

-25.6436
27.0347
11.5092
458139

-66.0653

-51.4758

-28.5520

5.3822

-61.9904

-47.7613
-9.3120
9.4671

-84 8445
-70.2550
-32.1661
-47.3312

9.4743

526235
-.5409
497776
-33.6257
31.0735
-22.0909
28.2276
-76.7749
-55.2249
-65.2401
-14.9215
-33.6143

-12.0643
31.0849

28.2391
~73.9290
-52.3790

-9.2299

62 3943
TOET

28.6010
7.8297

371551

27.7599
-28.7541
4.6301
31.4551

44,3751
-58.2893
-24 9051

19199

-2.4016

25.6436

66.0653

61.9904

B4.8445

-1.2025
51.4758
47.7613
70.2550

-39.2914

-27.0347

93120
32.1661
24,1263
-11.5092

28.5520
47.3312

-58.0705
-45.8139
-5.3922
-5.4671

33.6257
T76.7749
336143

73.9290
-0.4743
552249

12.0642
523790
-52.6235

-31.0735
-31.0848
9.2299
5409
220909
65.2401

62.3943
-49.7776
-28.2276

14,9215

-28.2391
2544566
507290

39.1236

59.2832
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MGC42174

Normal oral rinse cell

Leukemic cell line

Normal white blood cell

HNSCC cedl line

HNSCC microdissect cell

Normal oral rinse cell

Leukemic cell line

Nomal white blood cell

HNSCC cell line

HNSCC microdissect cell

Normal oral rinse cell

Normal white blood cell

HNSCC coll ine
Normal oral rinse cell

Leukemic cell line
Normal white blood cell

HNSCC cell ine

Leukemic ceill ina
Mormal white blood cell

HNSCC cell fine
HNSCC microdissect cell

Normal oral rinse cell
Normal white blood cell
HNSCC cell kne
HNSCC microdissect call

Normal oral rinse cell
Leukemic cell fing

HNSCC microdissect cell
Normal oral rinse cell
Leukemic ceil line
Normal white blood cell

HNSCC cell line
Normal oral rinse cell
Leukemic cell line

Normal white biood cefl
HNSCC cell line
HNSCC microdissect cell
Laukemic cell line

Normal white blood celt
HNSCC cell line

Normal aral rinse cell
Normal white tlood cellt
HNSCC cell line

HNSCC microdissect cell
Normal oral rinse cell

Leukemic cell line
HNSCC microdissect cell
Normal oral rinse cell
Leukemic cell line

Normal white blood cell
HNSCC cell ine

Normal oral rinse cell
Leukemic cell ine
Normal white blood cell
HNSCC cefl ine

HNSCC microdissect cell
Leukamic cell ine
Normal white blood cell

HNSCC cell line
HNSCC microdissect cell
Normal oral rinse cell
Normal white tlood cell

HNSCC call ine
HNSCC microdissect cell

-13.07667(")
26.5883%(")
10.40000
35.14250(%)
-39.66500(")
-26.58833(")
-16.18833")
855417
-23.47667(")
-10.40000
16.18833(")
24.74250(%)
-48.21917(%)
-35.14250(")
-8.55417
-24.74250(")
-16.16618(")
82417
17500
82583
16.16618(°)
17.09034(")
16.34118(")
17.08201(*)
-.92417
~17.08034(")
-T4917
00167

= 17500
-16.34118(")
J4T
75083
-.92583
-17.09201(")
-.00167
-.75083
289583
14.71750
13.25583
16.22000
-2.89583
11.82167
10.36000
1332417
-14 71750

-11.82167
-1.46167

1.50250
+13.25583
~10.36000

146167

296417
-16.22000

-13.32417

6.13380
6.13380
8.22935
6.13380
548623
6.13380
7.758T1
548623
7.75871
8.22935

7.758T1
7.75871
548823
6.13380
5.48623
7.75871
428064
463500
6.55488
4.63500
428064
428064
6.30929
4.28064
463500
4.28064
6.55488
463500
6.55488
6.30920
6.55488
6.55488
463500
4.28064
463500
6.55488
11.14950
9,10353
12.87433
9.10353
11.14950
11.14950
14.39394
11.14950

8.10353

11.14850
1287433
9.10353

1287433
14.39394
12.87433

12.87433
9.10353
1114850

E 2T TR

043

126

213

003

g

8 8

E 8

a19

842

012

843

1.000
a9

012

114

810
870

ATE
210

819

-25.4466

142184
-6.1961
227125

-50.7290
-38.9583
-31.8353

-2.5099
-39.1236
-26.9961

9.0956
-59.2832
-47.5125
-19.6182
-40.3894
-24.7559

-8.3766
-12.9783
-8.3750

7.5764
8.5006

36807
85023
-10.2250
256801
-13.9025
-9.2991
-13.3283
-20.0017
-12.4042
-12.4025
-10.2266
-256818
-9.3025
-13.9042
-19.6210
-3.6674
12,7444
-2.16498
254127
-10.6952
-18.7092
91927
-32.1024

-34.3385
-27 4619

-16.8624
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