Figure S1. Quantile-quantile plot of genome-wide association studies on MPO-DNA
complex levels
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Vertical and horizontal lines represent expected p-values under a null distribution and
observed p-values, respectively. Lambda=1.02



Figure S2: Gene expression for OR10H1

Gene expression for OR10H1 (ENSG00000186723.3)
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Gene expression in different tissues. The gene expression values are shown in TPM (transcripts per million), calculated from a gene model with

isoforms collapsed to a single gene. Box plots are shown as median and 25th and 75th percentiles, outliers are displayed as dots if they are above
or below 1.5 times the interquartile range.



Figure S3: Gene expression for RP11-461L.13.5

Gene expression for RP11-461L13.5 (ENSGO0000270883.1)
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Gene expression in different tissues. The gene expression values are shown in TPM (transcripts per million), calculated from a gene model with
isoforms collapsed to a single gene. Box plots are shown as median and 25th and 75th percentiles, outliers are displayed as dots if they are above
or below 1.5 times the interquartile range.



Figure S4: Gene expression for RP11-4611.13.3

Gene expression for RP11-4610L13.3 (ENSG00000270750.1)
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Gene expression in different tissues. The gene expression values are shown in TPM (transcripts per million), calculated from a gene model with
isoforms collapsed to a single gene. Box plots are shown as median and 25th and 75th percentiles, outliers are displayed as dots if they are above
or below 1.5 times the interquartile range.



Figure S5: Gene expression for KHDRBS1

Gene expression for KHDRBS1 (ENSG00000121774.17)
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Gene expression in different tissues. The gene expression values are shown in TPM (transcripts per million), calculated from a gene model with
isoforms collapsed to a single gene. Box plots are shown as median and 25th and 75th percentiles, outliers are displayed as dots if they are above
or below 1.5 times the interquartile range.



Figure S6: Gene expression for ZNF200

Gene expression for ZNF200 (ENSG0O0000010539.11)
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Gene expression in different tissues. The gene expression values are shown in TPM (transcripts per million), calculated from a gene model with
isoforms collapsed to a single gene. Box plots are shown as median and 25th and 75th percentiles, outliers are displayed as dots if they are above
or below 1.5 times the interquartile range.



Figure S7: Gene expression for RGPD1

Gene expression for RGPD1 (ENSG00000187627.14)
1.09

0.8

log10(TPM=1)
[a=]
P
l
N

=
s
1

0.2 I
|

w0l '.!A!A

:!!ﬁ!ﬁ::A::: ::A:A---ﬂ—A.ﬂ:A
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T 1
0n 5y S on o OVl o oSS St 0,5 Sy, oo o o oo ey o S e G
B o e S R s S U S A L ey S R bty ekt
6 &@%s%"?%% b, o, bo&@é%;@i’aﬁ% L > Liony Sy %@ﬁ '-9% gﬂfz@+o@ % Ao Cops C’%ovo%}#@,@ ”cf' *9151'?(
N ok, %vfo@%%%%’j’%ﬂ%%?s%&a K %ré,oo%@%) o ‘”‘“(Z’“‘ %"%’%f% ! e\g%‘i%e o
7 o o s CHR oy i,
1@3’0‘}&@ o O @b s i, @0‘%; %99 f?‘@. 9’5' j"’}z;ba?
W L 2 )é.{)(,q' 'gt‘ﬂ,v’) C 'jlf(y:, ‘E?f OC}; f&
(5] Qa’b,; cy;
- o
¥

Gene expression in different tissues. The gene expression values are shown in TPM (transcripts per million), calculated from a gene model with

isoforms collapsed to a single gene. Box plots are shown as median and 25th and 75th percentiles, outliers are displayed as dots if they are above
or below 1.5 times the interquartile range.



Figure S8. NET-associated genes involved in cancer pathways.
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The identified NET-associated genes are indicated in orange and are associated with genes
involved in cancer pathways.
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