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Figure 1. The results of the BLAST for the internal control primer VEGF rs699947
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Figure 2. The VEGF rs699947 is located in the promoter region of the VEGF gene
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Figure 3. The results of the Primer-BLAST for mRNA VEGF


The distribution of genotypes CC, CA, and AA for the VEGF rs699947 variant [image: Table
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Tabel 1. The distribution of genotypes CC for the VEGF rs699947 variant
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Tabel 2. The distribution of genotypes CA for the VEGF rs699947 variant [image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
Tabel 3. The distribution of genotypes AA for the VEGF rs699947 variant
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Tabel 4. The frequency distribution of the C allele for the VEGF rs699947 variant
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]


Tabel 5. The frequency distribution of the A allele for the VEGF rs699947 variant
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Tabel 6. Statistical test for the relative mRNA expression of VEGF using the Kruskal-Wallis test
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]
[image: Table

Description automatically generated]

[image: Table

Description automatically generated]


Tabel 7. Statistical test for the relative mRNA expression of VEGF using the Mann Whitney test
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Tests of Normality

KolmogorowSmimov* Shapiro-Wilk
Kelompok Subjek | Statistic o Sig__| Statistic o sig
Genotin_ Kelompok Normal 361 65 000 71 65 000
Kelompok Kasus 394 65 000 638 65 000

a. Lillisfors Significance Correction
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Kelompok_Subjek * Genotip Crosstabulation

Genotip
cc cT a Total
Kelompok_Subjek _ Kelompok Normal _ Gount 38 7 0 65
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% within 338% | 46% | 615% | 100.0%
Kelompok_Subjek
Total Caunt 0 2 50 130
% within 46.2% | 15.4% | 385% | 100.0%
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image8.png
Chi.Square Tests

‘Asymp. Sig
Value df (@-sided)

Pearson Chi-Square 32067 2 000

Likelihood Ratio 34411 2 000

Linear-by-Linear 19.22 1 000

Association

N of Valid Cases 130

.0 calls (0.0%) have expected countless than 5. The.

minimum expected countis 10.00.
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Descriptives

Kelompok Subjek Genotip CC Statistic_| Std. Error
Hasil_Genotip_CC__Kelompok Normal _Mean [ 062
5% Confidence Interval  Lower Bound 128
forM=an Upper Bound 154
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Wedian 1.00
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Std. Deviation a7
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Tests of Normality

etormpol_Subjek_Genot Kolmogorow-Smimoy’ Shapiro-Wilk

ip CC Statistic o Sig__| Statistic o sig
Hasil_Genotip_CC _Kelompok Normal 383 65 000 626 65 000

Kelompok Kasus 423 65 000 597 65 000

a. Lillisfors Significance Correction
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Kelompok_Subjek_Genotip_CC * Hasil_Genotip_CC Crosstabulation

Hasil_Genotip_CC.

Tidak Ya Total
Kelompok_Subjek_Genoip_CC _ Kelompok Normal _ Count o7 £ 65
% within 415% | 58.5% | 100.0%

Kelompok_Subjek_Genotip_CC
Kelompok Kasus  Count 3 2 65
% within 66.2% | 338% | 100.0%

Kelompok_Subjek_Genotip_CC
Total Caunt 70 0 130
% within 538% | 46.2% | 100.0%

Kelompok_Subjek_Genotip_CC
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Chi.Square Tests

Asymp.Sig. | ExactSig. (- | ExactSig. (1-
Value df (2-sided) sided) sided)
Pearson Chi-Square 7.924% 005
Continuity Correction” 6.964 008
Likelinood Ratio 8008 005
Fisher's Exact Test 008 004
Linear-by-Linear 7.863 005
Association
N ofValid Cases 130

2.0 calls (0.0%) have expected countless than 5. The minimum expected count is 30.00.

b Computed onlyfor a 242 table
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Risk Estimate

95% Confidence Interval

Value Lower Upper
0dds Ratio for Kelompok_Subjek_Genotip_CC (Kelompok Normal/ Kelompok Kasus) 364 178 741
For conort Hasil_Genotin_CC = Tidak 628 448 879
For conort Hasil_Genotip_CC= Ya 1727 1181 2569

N of Valid Cases

130
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Mantel.Haenszel Common Odds Ratio Estimate
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The Mantel Hagnszel common odds rallo esimate 1s asymptoicaly normaly
distibuted under the common odds ratio of 1.000 assumption. So is the natural

log ofthe estimate.
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Descriptives

Kelompok_Subjek Genotip CA Statistic_| Std. Error
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Tests of Normality

KolmogorowSmimov* Shapiro-Wilk
Kelompok Subiek Genotip cA | Statistic o Sig__| Statistic o sig
Hasil_Genotip_CA _ Kelompok Normal 461 65 000 548 65 000
Kelompok Kasus 540 65 000 215 65 000

a. Lillisfors Significance Correction
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Kelompok_Subjek_Genotip_CA * Hasil_Genotip_CA Crosstabulation

Hasil_Genotip_CA

Tidak Ya Total
Kelompok_Subjek_Genotip_CA _ KelompokNormal  Count [ 7 65
% within 738% | 262% | 1000%

Kelompok_Subjek_Genotip_CA
Kelompok Kasus  Count 52 3 65
% within 95.4% | 46% | 1000%

Kelompok_Subjek_Genotip_CA
Total Caunt 110 2 130
% within 846% | 15.4% | 100.0%

Kelompok_Subjek_Genotip_CA
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Chi.Square Tests

Asymp.Sig. | ExactSig. (- | ExactSig. (1-
Value df (2-sided) sided) sided)

Pearson Chi-Square 115827 001

Continuity Correction” 9.986 002

Likelinood Ratio 12604 000

Fisher's Exact Test 001 001

Linear-by-Linear 11493 001

Association

N ofValid Cases 130

2.0 calls (0.0%) have expected countless than 5. The minimum expected count s 10.00.

b Computed onlyfor a 242 table
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Risk Estimate

95% Confidence Interval

Value Lower Upper
0dds Ratio for Kelompok_Subjek_Genotin_CA (Kelompok Normal / Kelompok Kasus) 137 038 453
For conort Hasil_Genotip_CA= Tidak s 664 903
For conort Hasil_Genotip_CA= Ya 5667 1744 | 18408

N of Valid Cases

130





image22.png
Mantel.Haenszel Common Odds Ratio Estimate
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137
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The Mantel Hagnszel common odds rallo esimate 1s asymptoicaly normaly
distibuted under the common odds ratio of 1.000 assumption. So is the natural

log ofthe estimate.
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Descriptives

Kelompok_Subjek_Genofip A% Statistic_| Std. Error
Hasil_Genotip_AA _KelompokNormal _Mean 118 045
5% Confidence Interval  Lower Bound 108
forM=an Upper Bound 124
5% Trimmed Mean 112
Wedian 1.00
Variance 132
Std. Deviation 364
Winimum 1
Waximum 2
Range 1
interquariile Range 0
Skewness 1064 207
Kurtosis 1817 586
Kelompok Kasus _Mean 1682 061
5% Confidence Interval  Lower Bound 149
forM=an Upper Bound 174
5% Trimmed Mean 1683
Wedian 200
Variance 240
Std. Deviation 450
Winimum 1
Waximum 2
Range 1
interquariile Range 1
Skewness 488 207
Kurlosis 821 586
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Tests of Normality

etormpol_Subjek_Genot Kolmogorow-Smimoy’ Shapiro-Wilk

ip AR Statistic o Sig__| Statistic o sig
Hasil_Genotip_AA _Kelompok Normal 510 65 000 e 65 000
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a. Lillisfors Significance Correction
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Kelompok_Subjek_Genoti

_AR * Hasil_Genotip_AR Crosstabulation

Hasil_Genotip_AA

Tidak Ya Total
Kelompok_Subjek_Genotip_AA _KelompokNormal  Count 55 0 65
% within Kelompok_Subjek_Genotip_AA 846% | 154% | 1000%

Kelompok Kasus  Count % a0 65

% within Kelompok_Subjek_Genotip_AA 385% | 615% | 1000%

Total Caunt 0 50 130
9% within Kelompok_Subjek_Genotip_AA 615% | 385% | 1000%
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Chi.Square Tests

Asymp.Sig. | ExactSig. (- | ExactSig. (1-
Value df (2-sided) sided) sided)

Pearson Chi-Square 20250° 000

Continuity Correction” 27333 000

Likelinood Ratio 30804 000

Fisher's Exact Test 000 000

Linear-by-Linear 20025 000

Association

N ofValid Cases 130

2.0 calls (0.0%) have expected countless than 5. The minimum expected count is 25,00

b Computed onlyfor a 242 table
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Risk Estimate

95% Confidence Interval

Value Lower Upper
0dds Ratio for Kelompok_Subjek_Genotip_AA (Kelompok Normal  Kelompok Kasus) 8800 3803 | 20361
For cohort Hasil_Genotip_AA = Tidak 2200 1.590 3043
For conort Hasil_Genotin_AA=Ya 250 137 456

N of Valid Cases

130
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Mantel.Haenszel Common Odds Ratio Estimate

Estimate
In(Estimate)

Std. Error of In(Estimate)
Asymp. Sig. (2-sidd)

Asymp. 95% Confidence
Interval

Comman Odds Ratio

In(Comman Odds Ratio)

Lower Bound
Upper Bound
Lower Bound
Upper Bound

5800
2178
428
000
3803
20361
1.336
3014

The Mantel Hagnszel common odds rallo esimate 1s asymptoicaly normaly
distibuted under the common odds ratio of 1.000 assumption. So is the natural

log ofthe estimate.
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Tests of Normality

KolmogorowSmimov* Shapiro-Wilk
Kelompok Subjek | Statistic o Sig__| Statistic o sig
Alsl Kelompok Normal 450 130 000 568 130 000
Kelompok Kasus 412 130 000 508 130 000

a. Lillisfors Significance Correction
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Kelompok_Subjek * Alel Crosstabulation

Count
Alel
A C Total
Kelompok_Subjek_Kelompok Normal 37 53 130
Kelompok Kasus 83 a7 130
Total 120 140 260
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Chi.Square Tests

Asymp.Sig. | ExactSig. (- | ExactSig. (1-
Value df (2-sided) sided) sided)

Pearson Chi-Square 32,748° 1000

Continuity Correction” 31339 000

Likelinood Ratio 33491 000

Fisher's Exact Test 000 000

Linear-by-Linear 32622 000

Association

N ofValid Cases 260

2.0 calls (0,0%) have expected countless than 5. The minimum expected count s 60,00

b Computed onlyfor a 242 table
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Risk Estimate

95% Confidence Interval
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Odds Ratio for Kelompok_Subjek (Kelompok Normal | Kelompok Kasus) 22! EED 380
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Mantel.Haenszel Common Odds Ratio Estimate
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The Mantel Hagnszel common odds rallo esimate 1s asymptoicaly normaly
distributed under the common odds ratio of 1,000 assumption. So is the natural

log ofthe estimate.
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Kelompok_Subjek * Alel Crosstabulation

Count
Alel
C A Total
Kelompok_Subjek_Kelompok Normal 93 37 130
Kelompok Kasus a7 83 130
Total 140 120 260
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The Mantel Hagnszel common odds rallo esimate 1s asymptoicaly normaly

distibuted under the common odds ratio of 1.000 assumption. So is the natural

log ofthe estimate.
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Ekpresi_mRNA_VEGF

Descriptives

95% Canfidence Interval for

Mean
Mean Std Deviation | Std Emor | LowsrBound | UpperBound | Minimum | Maximum

Wista 15 | 110516036 | 515950419 | 133217625 |  G1943654 | 130088418 | 474781 | 2181518

Kanker Ovarium Epitelial 36 | 392433857 | 2121800098 | 353633350 | 320642470 | 4,64226243 | 1,433065 | 6,693879

Tipe Low Grade

Kanker Ovarium Epitelial 29 | 1252880888 | 3344695376 | 621094339 | 1126656480 | 13,80106296 | 616807 | 19,673289

Tipe High Grade

Total 80 | 651486314 | 5261871560 | 590531193 | 533944020 | 7,60028608 | 474781 | 19,673289
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Tests of Normality

KolmogorowSmimov* Shapiro-Wilk
Kelompok Subiek Statistic o Sig__| Statistic o sig
Ekpresi_Relali_mRNA_VEGF _ Kista 285 15 008 508 15 128
Kanker Ovarium Epitelial Tips Low Grads 218 3 000 891 36 002
Kanker Ovarium Epitelial Tips High Grads 178 2 020 893 2 007

a. Lillisfors Significance Correction
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Ranks.

Kelompok_Subjelc Mean Rank
Ekpresi_mRNAVEGF _ Kista 15 540

Kanker Ovarium Epitelial 36 3204

Tipe Low Grade

Kanker Ovarium Epitelial 2 65,97

Tipe High Grade

Total 80
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Test Statistics™®

Ekpresi_Relati_mRNA_VEGF
Chi-Square 5,538
o 2
Asymp. Sig 000

a. Kruskal Wallls Test
b. Grouping Variable: Kelompok_Subjsk
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Ranks.

Velompok Subiek Wean Rank | Sum of Ranks
Ekpresi_mRNA_VEGF _ Kista 15 540

Kanker Ovarium Epitelial 36 3202

Tipe Low Grade

Total 51





image48.png
Test Statistics™

Ekpresi_Relati_mRNA_VEGF
Wann-Whitney U 21,000
Wilcoxon W 141,000
z 5152
Asymp. Sig. (2-tailsd) 000

a Grouping Variable: Kelompok_Subjsk
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Ranks.

Velompok Subiek Wean Rank | Sum of Ranks
Ekpresi_mRNA_VEGF _ Kista 15 .00 120,00

Kanker Ovarium Epitelial 2 30,00 870,00

Tipe High Grade

Total 44
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Test Statistics™

Ekpresi_Relati_mRNA_VEGF
Wann-Whitney U 000
Wilcoxon W 120,000
z 5,390
Asymp. Sig. (2-tailsd) 000

a. Grouping Variable: Kelompok_Subjek
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Ranks.

Velompok Subiek Wean Rank | Sum of Ranks
Ekpresi_MRNA_VEGF _ Kanker Ovarium Epitsiial 36 18,583 667,00

Tipe Low Grade

Kanker Ovarium Epitelial 2 50,97 1478,00

Tipe High Grade

Total 65
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Test Statistics™

Ekpresi_Relati_mRNA_VEGF
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a. Grouping Variable: Kelompok_Subjek
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Primer pair 1

Sequence (5->3) Length Tm GC%  Self complementarity
Forward primer AAATTGAGGGAAATTGCTGCATTCCCATTC 30 65.16 40.00 7.00
Reverse primer GAACAAAGTTGGGGCTCTGAGGCCTG 26 67.65 57.69 7.00
Products on target templates

>NC_000006.12 Homo sapiens chromosome 6, GRCh38.p13 Primary Assembly

product length = 150

Forward primer 1 AAATTGAGGGAAATTGCTGCATTCCCATTC 36
Template 43768571 .ottt 43768600
Reverse primer 1 ‘GAACAAAGTTGGGGCTCTGAGGCCTG 26

. 43768695

Template 43768720 ..

Self 3' complementarity
5.00
4.00
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Primer pair 1

Sequence (5->3) Length  Tm GC%  Self complementarity
Forward primer CTGTCTAATGCCCTGGAGCC 20 60.18  60.00  3.00
Reverse primer ACACGTCTGCGGATCTTGTA 20 59.11 50.00 6.00
Products on target templates

>NM_001025366.3 Homo sapiens vascular endothelial growth factor A (VEGFA), transcript variant 1, mRNA

product length = 94
Forward primer 1 CTGTCTAATGCCCTGGAGCC 20
Template 1549 i 1568

Reverse primer 1 ACACGTCTGCGGATCTTGTA 20
Template . 1623

Self 3 complementarity
2.00
2.00
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Descriptives

Velompok Subiek Statistic_| std. Error
Genotip_ Kelompok Normal _Mean 157 053
5% Confidence Interval  Lower Bound 138
forM=an Upper Bound 178
5% Trimmed Mean 152
Wedian 1.00
Variance 562
Std. Deviation 749
Winimum 1
Waximum 3
Range 2
interquariile Range 1
Skewness 506 207
Kurtosis 816 586
Kelompok Kasus _Mean 228 17
5% Confidence Interval  Lower Bound 204
forM=an Upper Bound 251
5% Trimmed Mean 231
Wedian 300
Variance 891
Std. Deviation 544
Winimum 1
Waximum 3
Range 2
interquariile Range 2
Skewness 88 207
Kurlosis 184 586





