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Abstract

Background

For many drugs, mechanisms of action with regard to desired effects and/or unwanted side

effects are only incompletely understood. To investigate possible pleiotropic effects and

respective molecular mechanisms, we describe here a catalogue of commonly used drugs

and their impact on the blood transcriptome.

Methods and results

From a population-based cohort in Germany (LIFE-Adult), we collected genome-wide

gene-expression data in whole blood using in Illumina HT12v4 micro-arrays (n = 3,378;

19,974 gene expression probes per individual). Expression profiles were correlated with

the intake of active substances as assessed by participants’ medication. This resulted in

a catalogue of fourteen substances that were identified as associated with differential

gene expression for a total of 534 genes. As an independent replication cohort, an

observational study of patients with suspected or confirmed stable coronary artery dis-

ease (CAD) or myocardial infarction (LIFE-Heart, n = 3,008, 19,966 gene expression

probes per individual) was employed. Notably, we were able to replicate differential

gene expression for three active substances affecting 80 genes in peripheral blood

mononuclear cells (carvedilol: 25; prednisolone: 17; timolol: 38). Additionally, using

gene ontology enrichment analysis, we demonstrated for timolol a significant enrich-

ment in 23 pathways, 19 of them including either GPER1 or PDE4B. In the case of car-

vedilol, we showed that, beside genes with well-established association with

hypertension (GPER1, PDE4B and TNFAIP3), the drug also affects genes that are only

indirectly linked to hypertension due to their effects on artery walls or their role in lipid

biosynthesis.
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Conclusions

Our developed catalogue of blood gene expressions profiles affected by medication can be

used to support both, drug repurposing and the identification of possible off-target effects.

Introduction

Over the last years, blood-based gene-expression (GE) analyses have been broadly used to

identify biomarkers, to detect potential molecular drivers for diseases and to assess molecular

phenotypes. This also provided new insights into disease processes, (sub-clinical) disease

states, and response to therapy [1].

However, GE is affected by a plethora of factors including the genetic background of a per-

son, the considered tissue, life-style, environmental and disease-related factors [2, 3]. In this

regard, the effect of drugs on single GE and defined pathways is still understudied. For phar-

macologists the association between drugs and GE is highly relevant as drug based transcrip-

tome analysis could provide new insights into the mechanisms of action of specific drugs.

These insights can be used for drug repurposing [4, 5] but also help to identify underlying rea-

sons for off-target effects [6].

Beta-blockers are widely prescribed drugs that cover a wide spectrum of cardiovascular

indications. As beta-blockers are inferior to calcium-channel blockers and renin-angiotensin

system inhibitors they are considered as second line antihypertensive treatment [7]. They are

however effective in long term secondary prevention after myocardial infarction [8] and are

also used in the treatment of specific cardiovascular diseases [9]. Beta-blockers are competitive

antagonists that block the receptor sites for the endogenous epinephrine and norepinephrine

on beta-adrenoceptors that are found on cells of the heart muscles, smooth muscles, arteries,

kidneys, airways and other tissues which are part of the sympathetic nervous system. While

non-selective beta-blockers block the activation of all types of beta-adrenoceptors, selective

beta-blockers only act on designated receptor subtypes (β1 to β3). In this study, we analysed

the impact of 83 active substances on whole blood transcriptome. Results were replicated in an

independent cohort. To gain deeper insight into the effects of beta blocking agents and their

mechanisms of action, we analysed associated genes and pathways in more detail and com-

pared the results with our current knowledge of the drug’s mechanisms.

Material and methods

Cohort description

The LIFE-Adult study is a population-based cohort study of 10,000 participants from Leipzig,

a city in Germany [10]. Most of the participants are aged between 40 and 79, with a small sub-

group of 400 participants being between 18 and 39. The study population is of central Euro-

pean descent and the main study goal is to investigate prevalence, genetic predisposition and

the role of lifestyle-related factors (such as smoking habits, alcohol consumption, dietary pat-

terns and physical activity) on major civilization diseases including subclinical signs. Initial

data collection was performed between 2011 and 2014.

LIFE-Heart is an observational study of patients collected at the Heart Center of Leipzig,

Germany. A total of 6,994 patients were recruited with suspected or confirmed stable coronary

artery disease (CAD) or myocardial infarction. The study design and a detailed description of

patients can be found elsewhere [11]. Initial data collection was performed between 2006 and
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2014. For the present analysis, we excluded patients with acute myocardial infarction since the

acute situation may have a profound impact on gene expression profiles.

Baseline characteristics for the cohorts are provided in Table 1.

Both studies meet the ethical standards of the Declaration of Helsinki and were approved

by the Ethics Committee of the Medical Faculty of the University Leipzig, Germany (LIFE-A-

dult: Reg. No 263-2009-14122009; LIFE-Heart: Reg. No. 276–2005). Written informed consent

including agreement with molecular-genetic analyses was obtained from all participants.

Gene expression analysis

RNA was available from whole blood of n = 3,526 LIFE-Adult participants. Raw gene-expres-

sion data were measured by Illumina HumanHT-12 v4 Expression BeadChip. A total of 47,231

expression probes were successfully measured in all samples using Illumina GenomeStudio.

We further processed these data within R 2.13.1 / Bioconductor. Transcripts not sufficiently

expressed according to Illumina’s internal cut-off as implemented in Bioconductor package

‘lumi’ (detection p-value� 0.05) in at least 5% of all samples were not further considered in the

analysis. Expression values were quantile normalised and log2-transformed [12]. Furthermore,

we defined for each individual a combined quantitative measure combining quality control

features available for HT-12 v4 (i.e. perfect-match and miss-match control probes, control

probes present at different concentrations, mean of negative control probes, mean of house-

keeping genes, Euclidean distances of expression values, number of expressed genes, mean sig-

nal strength of biotin-control-probes, S1 Fig). We calculated the Mahalanobis-distance

between all individuals and an artificial individual showing average values for these quality

control features (S2 Fig). Samples had to be within 4 x interquartile range (IQR) from the

median [13] of this distance. Transcript levels were adjusted for the known batch Sentrix bar-

code (i.e. expression chip-ID) using an empirical Bayes method as described [14]. The empiri-

cal Bayes method required that at least two individuals for each batch are provided. This

excluded two individuals. Success of adjustment was checked using ANOVA for both, the Sen-

trix barcode as well as the processing batch (in a processing batch, several expression chips

were jointly processed, in consequence, within a processing-batch, several Sentrix barcodes are

nested, S3 Fig). Finally, we controlled for the Euclidean distance between all samples and an

artificial sample defined as the average of samples (after removing 10% samples farthest away

from the average of all samples). We found no individual with a distance larger than median

+ 4 x IQR. The final sample size was n = 3,378. As previously described [15], we filtered gene

expression probes for sufficiently good mapping leaving a final number of 19,974 valid gene

Table 1. Study characteristics of LIFE-Adult and LIFE-Heart.

Study characteristics

Parameter LIFE-Adult (n = 3,378) LIFE-Heart (n = 2,978)
With medication Without medication With medication Without medication

Men / Women 1323 / 1419 422 / 214 1849 / 1003 99 / 27

Age (years) 60.7 ± 12.1 51.1 ± 11.6 63.2 ± 10.8 53.9 ± 10.4

Non Smoker / Smoker 2061 / 485 432 / 183 2344 / 508 90 / 36

BMI (kg/m2) 27.9 ± 4.8 26.1 ± 3.8 29.8 ± 5.0 27.3 ± 3.8

Lymphocytes in % 29.8 ± 7.9 32.2 ± 7.6 25.4 ± 7.7 28.1 ± 7.3

Monocytes in % 8.2 ± 2.1 8.3 ± 2.0 8.7 ± 2.3 8.6 ± 2.6

Average number of active substances per individual 4.1 (median = 3, IQR = 2 to 6) 0 5.9 (median = 5, IQR = 3 to 8) 0

For the continuous parameters, the arithmetic mean and SD is given. Additionally, average numbers of substances are given as median and interquartile range (IQR).

https://doi.org/10.1371/journal.pone.0266897.t001
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expression probes corresponding to 13,693 unique genes. The described pre-processing pipe-

line has been published as R-package HT12ProcessoR on GitHub [16]. The pre-processing

method corresponds to the method named “noBg_log_quantile” and was found to be one of

the two best-performing methods regarding optimal bias and variance performance [12] (S4

Fig)o,

In LIFE-Heart, RNA from peripheral blood mononuclear cells (PBMC) was used

(n = 3,008). Gene expression data was processed and filtered as described above resulting in

final sample-size n = 2,978 and 19,966 valid gene expression probes mapping to 13,687 unique

genes.

Drug assessment

Participants of LIFE-Adult were asked to provide all packages of medicaments taken in the last

7 days to the study centre. Packages were recorded electronically. In LIFE-Heart, patient medi-

cal records were evaluated to determine the current medication. For both cohorts no informa-

tion about previous medication is available.

Results were classified based on the German anatomic therapeutic chemical (ATC) classifi-

cation [17], which is the German translation of the ATC/DDD Index published by the WHO

Collaborating Centre for Drug Statistics Methodology, Oslo. The ATC-Classification is a five

level system dividing substances into different groups according to the organ or organ system

that they affect and their pharmacological and therapeutic properties. The active substance is

named in the lowest level (level five). Based on the ATC codes provided for each study partici-

pant and the level 5 information available, we compiled a list of active substances for each indi-

vidual. As shown in Table 1 we had in both cohorts participants taking no medication, which

were used as control group.

Statistical analysis

Statistical analysis was performed using the statistical software package R 3.6.0. Gene expres-

sion analysis was performed using the R-packages lumi 2.3.8 [18] and limma 3.42.2 [19].

Polymedication. Dose of medication was not available; therefore, we considered medica-

tion of active substances as binary traits. To account for the effects of polymedication in our

analysis, we aimed to adjust for the drugs with the largest impact on gene-expression in our

models. To define these, we first performed multivariate linear regression analysis of gene-

expressions estimating the impact of fifteen substances that were used by more than five per-

cent of our LIFE-Adult subjects. In this analysis, we adjusted for sex, age, lymphocytes, mono-

cytes, smoking status, and log transformed Body-Mass-Index (BMI) and tested one of the

fifteen active substances at a time. For our gene expression adjustment model we selected

active substances that caused significantly differential gene expression (5% FDR per

substance).

We tested collinearity between the substances in the adjustment model using variance infla-

tion factor (VIF), confirming that there is no multi-collinearity problem between the resulting

variables used for adjustment.

Multivariate differential gene expression analysis. Next, we used the adjustment model

defined above to analyse the effects of the single active substances on gene expression. We first

tested for an extreme pairwise odds ratio (OR< 0.125 or OR> 8) between the active substance

considered and the drugs in the adjustment model. If such an extreme pairwise OR was

detected, the respective drug of the adjustment model was dropped to avoid collinearity issues.

A total of 83 active substances were analysed (each of them used by at least 20 LIFE-Adult par-

ticipants) (S1 Table: Active substances analysed). P-values for each active substance were
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estimated based on moderated t-statistics [20] and adjusted according to Benjamini and Hoch-

berg’s method to control the false discovery rate (FDR) [21]. Significant probes identified were

mapped to the respective genes. A gene is considered significantly differentially expressed,

when at least one probe mapped to this gene was significantly differentially expressed

(q� 0.05).

We aimed at replicating the identified associations in the LIFE-Heart cohort using the same

adjustment model for all probes that were significant in LIFE-Adult. For replication, we

applied hierarchical multiple testing correction. First, we adjusted the p-values for each sub-

stance by Benjamini and Hochberg’s method [21] resulting in q-values per substance. Then,

for each substance we selected the lowest q-value for further calculation. In the next step, these

lowest q-values per substance were taken and further adjusted for multiple testing of sub-

stances according to Benjamini and Bogomolov’s method for multiple testing in families of

hypotheses [22]. The result for a gene was considered replicated when at least one probe that

mapped to a gene was significantly differentially expressed in LIFE-Heart and showed the

same effect direction for the same drug. In addition we performed a sensitivity analysis, by

comparing the results with those obtained from a sign-test and nominal significance (Fig 1).

For the replicated substances and genes, we performed a pathway enrichment analysis con-

sidering all analysed genes as background. Here, we used ontologies KEGG, GO, DOSE and

Reactome [23–26] and considered an FDR value per substance of 0.05 as cut-off. The complete

analysis workflow is shown in S5 Fig.

Fig 1. Replication of LIFE-Adult results in LIFE-Heart. Top graph shows results of hierarchical multiple testing

correction, which we selected as replication criteria. For information purposes, we include results for nominal

significance (graph in the middle) and sign-test (lower graph). Results show strong transferability of results for whole

blood to PBMC for carvedilol, timolol and prednisolone.

https://doi.org/10.1371/journal.pone.0266897.g001
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Results

Polymedication

The majority of study participants took more than one active substance (Fig 2). Most partici-

pants hereby took medication affecting the cardiovascular system. In total, we identified 745

drugs with 587 different active substances in our LIFE-Adult discovery cohort (LIFE-Heart:

568 drugs; 512 active substances). From the 587 active substances taken by LIFE-Adult partici-

pants, we considered 15 substances as potential covariates to adjust for polymedication.

Among these, eight substances in LIFE-Adult caused significantly (FDR� 0.05) differentially

expressed gene expression probes (Table 2). Thus, we adjusted for a total of eight substances in

our final model for gene expression analyses in conjunction with sex, age, lymphocytes, mono-

cytes, smoking status and log transformed Body-Mass-Index (BMI).

Differential gene expression analysis

Using the polymedication based adjustment model, we identified fourteen (of initially ana-

lysed 83 substances taken by 20 or more LIFE-Adult participants) active substances that signif-

icantly (q� 0.05) affected the expression of a total of 544 probes matching 534 genes in

LIFE-Adult (S2 Table: Summary of significant substances). The ratio between up and down

regulation was balanced (down regulation: n = 248; up regulation n = 286). Effect sizes varied

between β = -0.75, q = 2.36x10-2 (effect of Propranolol on GZMB) and β = 0.45, q = 7.84x10-6

(effect of Carvedilol on ADRB2). The number of genes affected by an active substance varied

between one gene for phenprocoumon and 265 genes being affected by metoprolol. The four-

teen substances included two non-selective (carvedilol, propranolol) and two selective (biso-

prolol, metoprolol) beta-blockers which are primarily used to treat hypertension and

cardiovascular diseases. A complete list of the analysed active substances and affected genes is

provided in S3 Table (statistics for each significant probe / substance combination). With

respect to the number of genes affected by a single active substance our study shows that beta

blockers affect the highest number of genes (376 of a total of 534 genes shown to be affected by

drugs from this class in our study), followed by bronchodilators (59 genes), estrogen (46

genes) and corticosteroids (33 genes).

Matching the significant probes with available LIFE-Heart probes resulted in 473 probes

and 465 genes eligible for replication. This excludes 71 probes were the active substance was

Fig 2. Polymedication of LIFE-Adult and LIFE-Heart participants and most common substances. Top: Polymedication of LIFE-Adult and LIFE-Heart

participants, shown by number of active substances consumed. Participants taking no medication were used as control group. Bottom: Most common

substances used in both cohorts.

https://doi.org/10.1371/journal.pone.0266897.g002
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ethinylestradiol, levonorgestrel, propranolol, thiazide or vildagliptin which were not recorded

in LIFE-Heart. Thus, a total of 473 probes associated with nine active substances were tested in

LIFE-Heart. The aggregated replication results are provided in Table 3.

For three of the nine active substances (carvedilol, prednisolone and timolol), we were able

to also show differential gene expression in PBMC in LIFE-Heart (Fig 3). More specifically, we

could replicate 25 of the originally identified 34 probes for carvedilol, 17 of the originally iden-

tified 33 probes for prednisolone and 38 of originally 49 probes in the case of timolol. For all

three substances the differential gene expression of all replicated genes had the same direction

in both cohorts. Between carvedilol and timolol there was an overlap of 15 genes (Fig 4), caus-

ing an upregulation, among others, of GPER1, PDE4B and TNFAIP3, which are genes directly

Table 2. Active substances showing significant effects on gene expression levels in LIFE-Adult and hence adjusted for in gene expression analysis.

LIFE Adult LIFE Heart
# (%) of study participants taking
substance

# of significant probes
(fdr�0.05)

# (%) of study participants taking
substance

# of significant probes
(fdr�0.05)

Acetylsalicylic acid 436 (15.9%) 9 1,681 (58.9%) 1

Allopurinol 176 (6.4%) 387 330 (11.6%) 6

Bisoprolol 439 (16.0%) 1,529 805 (28.3%) 0

Hydrochlorothiazide 179 (6.5%) 5 716 (25.1%) 11

Metformin 274 (8.1%) 210 396 (13.2%) 14

Metroprolol 297 (8.8%) 3,597 740 (25.9%) 1

Simvastatin 454 (13.4%) 558 1022 (35.9%) 5

Valsartan 211 (6.2%) 8 294 (10.3%) 0

These substances were used to account for polymedication in the multivariate analysis models for both studies. In LIFE-Adult n = 636 (LIFE-Heart n = 126) participants

did not take medication.

https://doi.org/10.1371/journal.pone.0266897.t002

Table 3. Substances that cause differential gene expression in LIFE-Adult and their replication in LIFE-Heart.

Substance number sign.

probes LIFE-Adult

thereof: Minimum q-

value

number probes

available in

LIFE-Heart

number sign.

probes LIFE-Heart

thereof: Minimum q-

value

up-
regulated

down-
regulated

up-
regulated

down-
regulated

Bisoprolol 22 6 16 5.03x10-04 22 0 0 0 2.56x10-01

Carvedilol 34 30 4 1.57x10-10 34 25 22 3 1.50x10-12

Ethinyl estradiol 47 33 14 2.30x10-03 0 n/a n/a n/a n/a

Insulin aspart 4 2 2 4.80x10-02 4 0 0 0 4.41x10-01

Levonorgestrel 8 7 1 2.75x10-02 0 n/a n/a n/a n/a

Metoprolol 265 107 158 2.05x10-04 265 0 0 0 4.90x10-01

Phenprocoumon 1 1 0 1.88x10-02 1 0 0 0 9.14x10-01

Prednisolone 34 25 9 1.64x10-05 34 17 14 3 3.33x10-07

Propranolol 11 6 5 7.14x10-04 0 n/a n/a n/a n/a

Salbutamol 61 41 20 1.54x10-02 61 0 0 0 8.91x10-01

Thiazide 1 1 0 2.74x10-02 0 n/a n/a n/a n/a

Timolol 49 27 22 9.14x10-09 49 38 20 18 1.73x10-04

Torasemide 3 1 2 1.87x10-02 3 0 0 0 3.06x10-01

Vildagliptin 4 4 0 1.24x10-02 0 n/a n/a n/a n/a

Not all probes significant in LIFE-Adult were available in LIFE-Heart. Minimum q-value refers to the probe associated with a substance with lowest q-value.

https://doi.org/10.1371/journal.pone.0266897.t003
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associated with hypertension [27–29]. The full list of replicated genes and their effect strength

and -direction is provided in S4 Table. For all three substances we also identified a total of 120

significantly enriched pathways of replicated genes. The majority of the enriched pathways

were caused by the beta blockers timolol (69 enriched pathways) and carvedilol (48 enriched

pathways). For Prednisolone we identified three enriched pathways. Between timolol and car-

vedilol there was an overlap of 20 enriched pathways (Fig 5, S6 Fig, S5 Table). Of the 20 path-

ways, 15 included either GPER1 or TNFAIP3.

Discussion

At the current state of research, the effects of drugs on defined gene expression profiles is

understudied. We here performed the first population based transcriptome-wide association

analysis of 83 drugs on gene expression in two independent cohorts. We discovered 534 genes

Fig 3. Differential gene expression caused by carvedilol, prednisolone and Timolol. Original results as obtained from LIFE-Adult and successfully replicated

in LIFE-Heart. Genes may be captured on multiple probes and are then shown multiple times. All replicated genes show the same effect direction.

https://doi.org/10.1371/journal.pone.0266897.g003

Fig 4. Genes overexpressed by more than one substance. Analysis shows high overlap between timolol and

carvedilol.

https://doi.org/10.1371/journal.pone.0266897.g004
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affected by 14 substances in whole blood in our cohort of 3,378 subjects of LIFE-Adult. Nota-

bly, we were able to replicate differential gene expression for three drugs affecting 80 genes in

peripheral blood mononuclear cells (carvedilol: 25; prednisolone: 17; timolol: 38).

Replication in LIFE-Heart shows the transferability of our results from whole blood to

PBMC on gene as well as on pathway level. As PBMC represents only a subset of the cells avail-

able in whole blood the replication is even more notable. This was true for the two beta-block-

ers, carvedilol, timolol, as well as for prednisolone. Using more relaxed criteria for replication

(nominal significance and sign-test) also led to results for bisoprolol that could be replicated.

While timolol is used as long term medication in form of eye drops to treat glaucoma and

decrease intraocular pressure, the results confirm gene expression due to systemic concentra-

tions after local application [30] as timolol avoids to a large extend the first pass metabolism

Fig 5. Pathways with significant enrichment in LIFE-Adult and LIFE-Heart (FDR< 5%). If two pathways are

enriched due to the identical set of replicated genes, only the pathway with the higher enrichment (i.e. higher Odds

ratio) is shown here. All significantly enriched pathways are reported in S5 Table. Differentially expressed genes per

pathway are shown in S6 Fig.

https://doi.org/10.1371/journal.pone.0266897.g005
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and about 80% of the drug are systemically absorbed [31]. This is in line with the large effect of

timolol, which we observed at both, gene- and pathway level.

We were not able to compare our results with other studies, because population based gene

expression studies for substances have not been published yet. The only study that had ana-

lysed the effect of carvedilol on gene expression was for heart tissue in mice [32]. There was no

overlap between the genes found in this study and the genes identified by us. To better under-

stand if our results provide potential insights into possible off-target-effects, we therefore

searched the literature for the genes that were affected in both cohorts by carvedilol, a com-

monly used beta- and alpha-blocker that causes vasodilation. Only three of the 23 unique

genes replicated, have been directly associated with hypertension (GPER1, PDE4B and

TNFAIP3) so far [27–29]. All three genes were also differentially expressed by timolol. Further

eight genes are associated with having effects on artery walls (LMO2 [33], ADRB2 [34],

SPRED1 [35], CX3CR1 [36], ADAP2 [37], PTPRO [38], RAPH1 [39] and CEBPG [40, 41]) and

are therefore indirectly linked to blood pressure. Another six genes (S1PR3 [42], MBOAT1
[43], FAM20C [44], CAP1 [45], SORT1 [46] and SLC27A3 [47]) are involved in lipid biosyn-

thesis and can therefore affect blood pressure indirectly via influencing atherosclerosis. For the

remaining six genes, no studies exist so far linking them to hypertension. These genes are

CEBPA, CEBPA-DT, SLITRK4, TEX2, AVPI1 and PTRH2. As beta blockers affect the whole

sympathetic nervous system, effects other than on the cardiovascular system are not surprising.

Further research is needed to clarify if the differential expression observed for these genes may

lead to unwanted side-effects of carvedilol in regards to the cardiovascular system or if the

genes indeed are involved in cardiovascular pathomechanisms. Regarding the 17 genes linked

directly or indirectly to hypertension, we showed that carvedilol delivers cardioprotective

effects on multiple levels. They either affect blood pressure directly, support the repair

response to acute cardiac damage or decrease the risk of plaque formation. Also plausible path-

way enrichments were found, e.g. negative regulation of interleukin-1 production and brown

fat cell differentiation, which are linked to lower blood pressure [48] and better cardio-meta-

bolic health [49].

Limitations: Both analysed studies are cross-sectional, i.e. we could not compare gene-

expression prior and after start of medication. We cannot exclude that effects of active sub-

stances on blood gene-expressions are at least in parts caused by the underlying disease

conditions. Replication of the LIFE-Adult results in LIFE-Heart may be restricted by the

different tissues analysed (whole blood vs. PBMC). Differences between LIFE-Adult and

LIFE-Heart in the medication anamnesis as well as missing temporal aspects for medica-

tion history may have affected the results of differential gene-expression. In LIFE-Adult

the medicaments taken in the last 7 days were reported, while in LIFE-Heart only the cur-

rent medication (based on medical records) was available. No information about previous

medication or recent changes in medication was available in both studies. As we analysed

the effect on the level of active substances, the medication specific resorption may have

affected the results. We also have to acknowledge that case numbers differ largely between

different types of medication resulting in largely different power to detect associations.

Thus, number of identified genes is not a measure of the total impact of the respective

drug on gene-expression.

In conclusion, this is the first study that provides insights on how active substances may

affect blood gene-expression. Several novel associations contribute to the understanding of

pleiotropic effects and mechanisms of actions of the investigated substances.
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S1 Table. Active substances analysed for differential gene expression in in LIFE Adult.

Number of users in LIFE Adult and LIFE Heart.

(XLSX)

S2 Table. Active substances in LIFE-Adult causing differential gene expression. Active sub-

stances causing significant changes in genes expression after adjustment by multivariate model

in LIFE Adult. In some cases, multiple probe sets map to the same gene. The total number of

unique genes with differential expression is 442. Some genes were effected by more than one

active substance.

(XLSX)

S3 Table. Active substances and differentially expressed genes. Not all probes identified as

significant in LIFE-Adulte were available in LIFE-Heart. Some probes were not linked to a

gene.

(XLSX)

S4 Table. Genes with differential expression caused by Carvedilol, Prednisolone and Timo-

lol. We present results of LIFE-Adult and their replication in LIFE-Heart. Genes captured on

multiple probes and are shown for each probe. Data sorted by LIFE-Adult q-value.

(XLSX)

S5 Table. Enrichment analysis for genes that were significant in LIFE-Adult and LIFE--

Heart. For enrichment analysis we used a p-value of 0.05 as cut of point. For all three sub-

stances significant pathways were identified. Timolol and Carvedilol show overlap of 20

pathways.

(XLSX)

S1 Fig. Distribution of attributes for filtering technically failed chips. Distribution of attri-

butes for filtering technically failed chips for LIFE-Heart.

(GIF)

S2 Fig. Distribution Mahalanobis-distance. Mahalanobis distance for LIFE-Heart.

(GIF)

S3 Fig. ANOVA test results. ANOVA test results for Sentrix and fileset-id before and after

Combat for LIFE-Heart.

(GIF)

S4 Fig. Preprocessed expression values (nomralized and transformed). Exemplarily shown

(for the top-probes of Carvedilol, Prednisolone und Timolol), distribution of pre-processed,

i.e. normalized and transformed data. Dashed-line represents normal distribution. Coloured

area shows actual data after transformation and normalization.

(GIF)

S5 Fig. Study design schematic for discovery and validation of genes. Despriction of pro-

cessing steps performed.

(GIF)

S6 Fig. Differentially expressed genes per pathway. Differentially expressed genes and asso-

ciated pathways.

(GIF)
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3. Favé M-J, Lamaze FC, Soave D, Hodgkinson A, Gauvin H, Bruat V, et al. Gene-by-environment interac-

tions in urban populations modulate risk phenotypes. Nat Commun 2018; 9(1):827. https://doi.org/10.

1038/s41467-018-03202-2 PMID: 29511166; PubMed Central PMCID: PMC5840419.

4. Li J, Zheng S, Chen B, Butte AJ, Swamidass SJ, Lu Z. A survey of current trends in computational drug

repositioning. Brief Bioinformatics 2016; 17(1):2–12. https://doi.org/10.1093/bib/bbv020 PMID:

25832646; PubMed Central PMCID: PMC4719067.

5. Iorio F, Rittman T, Ge H, Menden M, Saez-Rodriguez J. Transcriptional data: a new gateway to drug

repositioning? Drug Discov Today 2013; 18(7–8):350–7. https://doi.org/10.1016/j.drudis.2012.07.014

PMID: 22897878; PubMed Central PMCID: PMC3625109.

6. Altmaier E, Fobo G, Heier M, Thorand B, Meisinger C, Römisch-Margl W, et al. Metabolomics approach

reveals effects of antihypertensives and lipid-lowering drugs on the human metabolism. Eur J Epidemiol

2014; 29(5):325–36. https://doi.org/10.1007/s10654-014-9910-7 PMID: 24816436; PubMed Central

PMCID: PMC4050296.

7. Bradley HA, Wiysonge CS, Volmink JA, Mayosi BM, Opie LH. How strong is the evidence for use of

beta-blockers as first-line therapy for hypertension? Systematic review and meta-analysis. J Hypertens

2006; 24(11):2131–41. https://doi.org/10.1097/01.hjh.0000249685.58370.28 PMID: 17053529.

8. Freemantle N, Cleland J, Young P, Mason J, Harrison J. beta Blockade after myocardial infarction: sys-

tematic review and meta regression analysis. BMJ 1999; 318(7200):1730–7. https://doi.org/10.1136/

bmj.318.7200.1730 PMID: 10381708; PubMed Central PMCID: PMC31101.

9. Joseph P, Swedberg K, Leong DP, Yusuf S. The Evolution of β-Blockers in Coronary Artery Disease

and Heart Failure (Part 1/5). J Am Coll Cardiol 2019; 74(5):672–82. https://doi.org/10.1016/j.jacc.2019.

04.067 PMID: 31370960.

10. Loeffler M, Engel C, Ahnert P, Alfermann D, Arelin K, Baber R, et al. The LIFE-Adult-Study: objectives

and design of a population-based cohort study with 10,000 deeply phenotyped adults in Germany. BMC

Public Health 2015; 15:691. https://doi.org/10.1186/s12889-015-1983-z PMID: 26197779; PubMed

Central PMCID: PMC4509697.

11. Scholz M, Henger S, Beutner F, Teren A, Baber R, Willenberg A, et al. Cohort profile: The Leipzig

Research Center for Civilization Diseases-Heart study (LIFE-Heart). Int J Epidemiol 2020. https://doi.

org/10.1093/ije/dyaa075 PMID: 32747942.

PLOS ONE Impact of medication on blood transcriptome reveals off-target regulations of beta-blockers

PLOS ONE | https://doi.org/10.1371/journal.pone.0266897 April 21, 2022 12 / 15

https://doi.org/10.1186/s12920-017-0293-y
https://doi.org/10.1186/s12920-017-0293-y
http://www.ncbi.nlm.nih.gov/pubmed/29020950
https://doi.org/10.1073/pnas.252784499
http://www.ncbi.nlm.nih.gov/pubmed/12578971
https://doi.org/10.1038/s41467-018-03202-2
https://doi.org/10.1038/s41467-018-03202-2
http://www.ncbi.nlm.nih.gov/pubmed/29511166
https://doi.org/10.1093/bib/bbv020
http://www.ncbi.nlm.nih.gov/pubmed/25832646
https://doi.org/10.1016/j.drudis.2012.07.014
http://www.ncbi.nlm.nih.gov/pubmed/22897878
https://doi.org/10.1007/s10654-014-9910-7
http://www.ncbi.nlm.nih.gov/pubmed/24816436
https://doi.org/10.1097/01.hjh.0000249685.58370.28
http://www.ncbi.nlm.nih.gov/pubmed/17053529
https://doi.org/10.1136/bmj.318.7200.1730
https://doi.org/10.1136/bmj.318.7200.1730
http://www.ncbi.nlm.nih.gov/pubmed/10381708
https://doi.org/10.1016/j.jacc.2019.04.067
https://doi.org/10.1016/j.jacc.2019.04.067
http://www.ncbi.nlm.nih.gov/pubmed/31370960
https://doi.org/10.1186/s12889-015-1983-z
http://www.ncbi.nlm.nih.gov/pubmed/26197779
https://doi.org/10.1093/ije/dyaa075
https://doi.org/10.1093/ije/dyaa075
http://www.ncbi.nlm.nih.gov/pubmed/32747942
https://doi.org/10.1371/journal.pone.0266897


12. Schmid R, Baum P, Ittrich C, Fundel-Clemens K, Huber W, Brors B, et al. Comparison of normalization

methods for Illumina BeadChip HumanHT-12 v3. BMC Genomics 2010; 11:349. https://doi.org/10.

1186/1471-2164-11-349 PMID: 20525181; PubMed Central PMCID: PMC3091625.

13. Du P, Kibbe WA, Lin SM. lumi: a pipeline for processing Illumina microarray. Bioinformatics 2008; 24

(13):1547–8. https://doi.org/10.1093/bioinformatics/btn224 PMID: 18467348.

14. Johnson WE, Li C, Rabinovic A. Adjusting batch effects in microarray expression data using empirical

Bayes methods. Biostatistics 2007; 8(1):118–27. https://doi.org/10.1093/biostatistics/kxj037 PMID:

16632515.

15. Barbosa-Morais NL, Dunning MJ, Samarajiwa SA, Darot JFJ, Ritchie ME, Lynch AG, et al. A re-annota-

tion pipeline for Illumina BeadArrays: improving the interpretation of gene expression data. Nucleic

Acids Res 2010; 38(3):e17. https://doi.org/10.1093/nar/gkp942 PMID: 19923232; PubMed Central

PMCID: PMC2817484.

16. Kirsten Holger. HT12ProcessoR—an integrated pipeline for preprocessing and quality control of Illu-

mina HT12 v4 gene expression data [Internet] [cited 2021 Dec 14]. Available from: https://github.com/

holgerman/HT12ProcessoR.

17. Federal Institute for Drugs and Medical Devices (BfArM). German Anatomical Therapeutic Chemical

(ATC)-Classification with defined daily doses (DDD) [Internet]. Federal Institute for Drugs and Medical

Devices (BfArM); 2019. Available from: https://www.dimdi.de/dynamic/.downloads/arzneimittel/atcddd/

atc-ddd-amtlich-2019.pdf.

18. Pan Du RB. lumi: Bioconductor; 2017.

19. Smyth Gordon, Hu Yifang, Ritchie Matthew, Silver Jeremy, Wettenhall James, Davis McCarthy, et al.

limma: Bioconductor; 2017.

20. Phipson B, Lee S, Majewski IJ, Alexander WS, Smyth GK. ROBUST HYPERPARAMETER ESTIMA-

TION PROTECTS AGAINST HYPERVARIABLE GENES AND IMPROVES POWER TO DETECT DIF-

FERENTIAL EXPRESSION. Ann Appl Stat 2016; 10(2):946–63. https://doi.org/10.1214/16-AOAS920

PMID: 28367255; PubMed Central PMCID: PMC5373812.

21. Benjamini Y, Hochberg Y. Controlling the False Discovery Rate: A Practical and Powerful Approach to

Multiple Testing. Journal of the Royal Statistical Society: Series B (Methodological) 1995; 57(1):289–

300. https://doi.org/10.1111/j.2517-6161.1995.tb02031.x

22. Benjamini Y, Bogomolov M. Selective inference on multiple families of hypotheses. J. R. Stat. Soc. B

2014; 76(1):297–318. https://doi.org/10.1111/rssb.12028

23. Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM, et al. Gene ontology: tool for the unifi-

cation of biology. The Gene Ontology Consortium. Nat Genet 2000; 25(1):25–9. https://doi.org/10.

1038/75556 PMID: 10802651; PubMed Central PMCID: PMC3037419.

24. The Gene Ontology resource: enriching a GOld mine. Nucleic Acids Res 2021; 49(D1):D325–D334.

https://doi.org/10.1093/nar/gkaa1113 PMID: 33290552; PubMed Central PMCID: PMC7779012.

25. Yu G, He Q-Y. ReactomePA: an R/Bioconductor package for reactome pathway analysis and visualiza-

tion. Mol Biosyst 2016; 12(2):477–9. https://doi.org/10.1039/c5mb00663e PMID: 26661513.

26. Yu G, Wang L-G, Yan G-R, He Q-Y. DOSE: an R/Bioconductor package for disease ontology semantic

and enrichment analysis. Bioinformatics 2015; 31(4):608–9. https://doi.org/10.1093/bioinformatics/

btu684 PMID: 25677125.

27. Mårtensson UEA, Salehi SA, Windahl S, Gomez MF, Swärd K, Daszkiewicz-Nilsson J, et al. Deletion of
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