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Table S5 NAFLD dependent associations between the methylation of CpG sites belonging to genes listed in table 5 and 6
and transcripts of a maximum of 10 neighboring genes

Robust Linear Regression Model** (n=50) Pearson Correlation***
NAFLD & NASH (n=20) Controls (n=30)

Neighboring Affymetrix p Coef. P Coef. p Coef. p Coef.
No.* Gene Genes Up/Downstream ID (Expr.) (Expr.) (Expr.*Fib) (Expr.*Fib) (Expr.) (Expr.) (Expr.) (Expr.)
1.1 CYP1lA2 CYP1A1 Downstream 7990391 1.20E-03 -0.18 ns - ns - ns -
1.2 CYP1lA2 EDC3 Downstream 7990379 ns - ns - ns - 3.94E-02 0.38
1.3 CYP1lA2 CLK3 Downstream 7984846 ns - ns - ns - ns -
1.4 CYP1lA2 ARID3B Downstream 7902592 ns - ns - ns - ns -
1.5 CYP1lA2 UBL7 Downstream 7990361 1.16E-02 -0.67 ns - ns - ns -
1.6 CYP1lA2 CSK Upstream 7984871 1.96E-03 -0.83 ns - ns - ns -
1.7 CYP1lA2 LMAN1L Upstream 7984892 ns - ns - ns - ns -
1.8 CYP1lA2 CPLX3 Upstream 7984908 ns - ns - ns - ns -
1.9 CYP1lA2 ULK3 Upstream 7990400 ns - ns - ns - ns -
1.10 CYP1A2 SCAMP2 Upstream 7990417 4.78E-02 -0.48 ns - ns - ns -
2.1 CYP27A1 TTLL4 Downstream 8048411 ns - ns - ns - ns -
2.2 CYP27A1 STK36 Downstream 8048381 ns - ns - ns - ns -
2.3 CYP27A1 BCS1L Downstream 8048370 ns - ns - ns - 7.04E-03 -0.48
24 CYP27A1 PLCD4 Downstream 8048350 ns - ns - ns - ns -
2.5 CYP27A1 PRKAG3 Upstream 8058997 ns - ns - ns - ns -
2.6 CYP27A1 WNT6 Upstream 8048445 ns - ns - ns - ns -
2.7 CYP27A1 CDK5R2 Upstream 8048460 2.03E-02 -0.41 ns - ns - ns -
2.8 CYP27A1 WNT10A Upstream 8048452 ns - ns - ns - ns -
3.1 CYP2B6 CYP2A7 Downstream 8036981 ns - ns - ns - ns -
3.2 CYP2B6 CYP2A6 Downstream 8028973 ns - ns - ns - ns -
3.3 CYP2B6 EGLN2 Downstream 8028940 ns - ns - ns - ns -
3.4 CYP2B6 RAB4B Downstream 8028930 ns - ns - 2.69E-02 -0.49 ns -
3.5 CYP2B6 C19orf54 Downstream 8036956 ns - ns - ns - ns -
3.6 CYP2B6 CYP2A13 Upstream 8028973 ns - ns - ns - ns -
3.7 CYP2B6 CYP2F1 Upstream 8028984 ns - 5.92E-03 -2.45 ns - ns -
3.8 CYP2B6 CYP2S1 Upstream 8028991 ns - ns - ns - ns -
3.9 CYP2B6 AXL Upstream 8029006 ns - ns - ns - ns -
3.10 CYP2B6 HNRNPUL1 Upstream 8029029 ns - ns - ns - ns -
4.1 CYP2C19 CYP2C18 Downstream 7929466 ns - ns - ns - ns -
4.2 CYP2C19 HELLS Downstream 7929438 ns - ns - ns - ns -
4.3 CYP2C19 TBC1D12 Downstream 7929424 ns - ns - ns - ns -
44 CYP2C19 NOC3L Downstream 7935146 ns - ns - ns - ns -
4.5 CYP2C19 PLCE1 Downstream 7929388 ns - ns - ns - ns -
4.6 CYP2C19 CYP2C8 Upstream 7935169 ns - ns - ns - ns -
4.7 CYP2C19 CYP2C9 Upstream 7929487 ns - ns - ns - ns -
4.8 CYP2C19 PDLIM1 Upstream 7935180 ns - ns - ns - ns -
49 CYP2C19 SORBS1 Upstream 7935188 ns - ns - 1.74E-03 0.65 ns -
4.10 CYP2C19 ENTPD1 Upstream 7929511 ns - ns - 2.96E-02 0.49 ns -
5.1 EPHX1 LBR Downstream 7910096 ns - 2.34E-02 -2.39 ns - ns -
5.2 EPHX1 DNAH14 Downstream 7910030 ns - 8.15E-03 13.12 ns - ns -
5.3 EPHX1 WDR26 Downstream 7924582 3.46E-02 0.42 ns - ns - 2.61E-02 041
5.4 EPHX1 PYCR2 Upstream 7924669 ns - ns - ns - ns -
5.5 EPHX1 TMEMG63A  Upstream 7924636 ns - ns - ns - ns -
5.6 EPHX1 LEFTY1 Upstream 7924663 2.83E-02 -0.35 ns - ns - ns -
5.7 EPHX1 LEFTY2 Upstream 7924682 ns - ns - ns - ns -
6.1 FGFR4 ZNF346 Downstream 8110253 ns - ns - ns - ns -
6.2 FGFR4 uimc1 Downstream 8115978 3.96E-03 0.57 ns - ns - ns -
6.3 FGFR4 UNC5A Downstream 8110237 ns - ns - ns - ns -
6.4 FGFR4 TSPAN17 Downstream 8110224 ns - ns - ns - ns -
6.5 FGFR4 EIF4E1B Downstream 8110218 ns - ns - ns - ns -
6.6 FGFR4 NSD1 Upstream 8110289 ns - ns - ns - ns -
6.7 FGFR4 RAB24 Upstream 8115997 ns - ns - 2.29E-03 0.64 ns -
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Shown are genes that showed NAFLD dependent methylation transcription associations as listed in table 5 and 6 (alphabetical
order). The expression of up to five upstream and 5 downstream located genes (if available and measured by the affymetrix
array) was lineary regressed to the average methylation changes of the CpG sites associated to the key genes listed in column
2.

* The number allocates a running number to the key gene investigated and listed in table 5 followed by a running number for
the neigbouring gene investigated here with regard to associations between methylation and transcriptional expression.

**Regression analyses studying the association between average methylation in the TSS1500 interval of the gene listed in
column 2 and transcription of the neigbouring genes listed in column 3 in the EC cohort. Analyses are taking the strength of
fibrosis into account either as independent covariate (column 6 and 7) or as interaction term that combines fibrosis and
expression (column 8 and 9).

***Ppearson’s correlation analyses correlating average methylation state in the TSS1500 interval and strength of transcription in
NAFLD and non-NAFLD patients of the EC cohort

-, no coefficient given for non significant results;No, number; ns, not significant; coef, coefficient; ID, identification number



