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Abstract

:

Background: The analysis of substrates of polymorphic cytochrome P450 (CYP) enzymes is important information to enable drug–drug interactions (DDIs) analysis and the relevance of pharmacogenetics in this context in large datasets. Our aim was to compare different approaches to assess the substrate properties of drugs for certain polymorphic CYP2 enzymes. Methods: A standardized manual method and an automatic method were developed and compared to assess the substrate properties for the metabolism of drugs by CYP2D6, 2C9, and 2C19. The automatic method used a matching approach to three freely available resources. We applied the manual and automatic methods to a large real-world dataset deriving from a prospective multicenter study collecting adverse drug reactions in emergency departments in Germany (ADRED). Results: In total, 23,878 medication entries relating to 895 different drugs were analyzed in the real-world dataset. The manual method was able to assess 12.2% (n = 109) of drugs, and the automatic method between 12.1% (n = 109) and 88.9% (n = 796), depending on the resource used. The CYP substrate classifications demonstrated moderate to almost perfect agreements for CYP2D6 and CYP2C19 (Cohen’s Kappa (κ) 0.48–0.90) and fair to moderate agreements for CYP2C9 (κ 0.20–0.48). Conclusion: A closer look at different classifications between methods revealed that both methods are prone to error in different ways. While the automated method excels in time efficiency, completeness, and actuality, the manual method might be better able to identify CYP2 substrates with clinical relevance.
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1. Introduction


Pharmacogenomics (PGx) is the study of inherited genetic variants that influence drug efficacy and safety and is believed to be a cornerstone of precision medicine [1]. Thus, besides germline and somatic variants with importance to cancer treatment, germline DNA variations play an important role in the individual drug treatment. Genetic variants can impact individual dose exposures, hence influencing drug safety as well as efficacy [2]. For example, individual clearances of antidepressants and antipsychotics have been shown to vary up to 10-fold based on genetic variants in drug-metabolizing enzymes [3]. Thereby, PGx variants can easily provoke individual effective under- and overdosing of drugs leading to treatment failures and dose-dependent adverse drug reactions (ADR). One important target structure might be phase-I drug metabolizing enzymes of the cytochrome P450 (CYP) system, impacting effective dose exposures. CYP2D6, 2C9, and 2C19 are known to exhibit clinically important PGx polymorphisms [4]. Thus, there are many available guidelines for the clinical implementation of PGx to reduce ADRs and increase efficacy that focus on those CYP2 enzymes [5]. While an association of CYP enzyme variants with the occurrence of ADRs is often assumed [6,7], evidence from clinical studies so far is sparse, but a recent study showed a reduction in the occurrence of ADRs by ~30% with preemptive genotyping, including many CYP variants [8].



Next to PGx variants, CYP enzyme activity can be altered by drug–drug interactions (DDI). Due to drug intake, enzyme inhibition or induction might occur. Therefore, in the case of multi-medication, potential DDIs occur that can likewise impact CYP enzyme activity, as most patients exhibiting ADRs are older and multi-medicated [9]. In the presence of inhibiting DDIs, a subject showing genetically increased CYP enzyme activity can present phenotypically as if the patient had normal or even reduced CYP enzyme activity. This concept of occurring drug–drug–gene interactions is known as phenoconversion [10]. While this phenomenon is a crucial issue to be addressed for the successful implementation of PGx in clinics, evidence of its importance for drug safety and efficacy in large populations is sparse [11].



To generate well-powered evidence on the importance of PGx for ADRs and to deal with DDIs and phenoconversion in large datasets, drugs need to be identified, firstly, as specific CYP enzyme substrates. Clinically, there are software solutions for assessing potential DDIs and some newly developed tools for addressing phenoconversion in patient care [12,13]. However, software solutions for assessing potential DDIs in clinics often produce a problem of overalerting by reporting clinically insignificant DDIs that lead to ignorance of software alerts [14]. Those software solutions can usually be used on individual cases integrated into the electronic health record, as stand-aside software, or as a calculator. Thus, they are usually not capable of analysis of large datasets. On the other hand, several resources offer lists of CYP substrates, inhibitors, and inducers such as the table of substrates, inhibitors, and inducers by the U.S. Food and Drug Administration (FDA) or the Drug Interactions Flockhart Table™ [15,16]. These lists are not conclusive lists for CYP substrates, and it is unclear whether they can be used for the analysis of DDIs and drug–drug–gene interactions in large datasets. Another challenge is the diversity in the biotransformation of drugs: Some drugs are metabolized by a major enzyme and in these drugs, evidence on the PGx variance of CYP enzymes on drug efficacy and safety is most robust [5]. Next to that, there is a large number of drugs that are metabolized via different enzymes, while the extent of CYP involvement is not clear. For some drugs, only in vitro studies are available and the clinical relevance in vivo is unknown. Additionally, some drugs are not metabolized at all.



Hence, to create more evidence on drug safety and efficacy in the case of phenoconversion and multi-medication, approaches are needed to assess the substrate status of drugs. The aim of this study was to compare different approaches for assessing drugs for being CYP2 enzyme substrates in a large-scale dataset.




2. Materials and Methods


2.1. Data Preparation


We used a large-scale real-world dataset to compare different assessments of the substrate status of drugs. Data from the cohort ‘Adverse Drug Reactions in Emergency Departments’ (ADRED; DRKS-ID: DRKS00008979), a multi-center prospective observational study, were analyzed. Within this dataset, cases of ADRs presenting to four large hospital EDs of tertiary care and academic teaching hospitals were collected between December 2015 and March 2018. Details on study design and enrollment have been published [17]. Patients who were not able to provide written informed consent due to the seriousness of the ADR (e.g., comatose, intubated) were enrolled anonymously and only clinical data were included. Other patients agreed to participate and provided written informed consent. This study was approved by the responsible ethical committee of the University of Bonn (202/15).



Drug use in all cases was documented including the use of over-the-counter drugs (OTC). An anatomical therapeutic chemical (ATC) code was assigned to each drug, that can be used for grouping single substances in drugs [18]. Thus 21,721 medication entries relating to 995 different substance names were documented. Combinational products, such as hydrochlorothiazide/ramipril were split and resulted in two substances. As the ADRED study database was in German, all substances were translated into English. To this end, drugs were matched via their available ATC code to English language databases such as Drugbank or PubChem. Some drugs could not be found by the respective ATC code. This occurred when the documented ATC code was infrequently used or primarily used in Germany, or when the ATC code was only a higher-level ATC code and therefore insufficiently specific to identify a single substance. In case of failure, the search was performed using the substance name of the drug instead of the ATC code. If a substance could not be found based on the name, the script added the letter ‘e’ behind the substance name, since this can often translate substance names from German to English. All other drugs, that could not be translated otherwise, were translated by hand.




2.2. Assessments of Substrate Status


We conducted database analyses and analyses of the literature to classify drugs that were used in this real-world dataset as substrates of certain CYP enzymes. We focused our analysis on CYP2 enzymes known for functional and clinically relevant polymorphisms with good evidence levels, namely on CYP2D6, CYP2C9, and CYP2C19 [4,5]. We did so to provide a use case for CYP substrate assessments in which good evidence is available. In addition, there is a certain importance to know the substrate status of drugs where PGx variance impacts drug metabolism and DDIs might occur frequently in clinics.



2.2.1. Manual Assessment of Substrate Status


We set a threshold for the manual assessment of substrate status to include those drugs that were frequently documented in the real-world dataset. Drugs that occurred in at least 3% of all cases were assessed for being a substrate of polymorphic CYP2D6, 2C9, and 2C19. To this end, the drugs were assessed independently by two persons, a clinical pharmacologist, a pharmacist, and/or a medical student in a standardized manner: drug labels, databases such as UpToDate® (www.uptodate.com, accessed on 3 January 2022), PharmGKB (www.pharmgkb.org, accessed on 3 January 2022), and Drugbank (www.drugbank.ca, accessed on 3 January 2022) were checked for information on substrate status [19]. Thereby, focus was laid on resources showing a drug’s substrate status in vivo such as indicated by the drug label or available dosing guidelines on PharmGKB [5]. In cases where it was not clear whether a drug was an enzyme substrate in vivo or in vitro, original articles were checked using PubMed® (www.pubmed.gov, accessed on 3 January 2022). Disagreements between reviewers occurred rarely (~5%). Disagreements in classifications of drugs were discussed between reviewers, a search of the literature was repeated using a dual control principle, and thus a consensus was established.




2.2.2. Automatic Assessment of Substrate Status


An automatic assessment tool was developed in Python 3.10 that matched the English-spelled drugs with different resources for CYP assessment. The automatic assessment tool used three different resources, the publicly available database Drugbank (Version 5.1, exported on 3 January 2022), the U.S. FDA table of examples of clinical substrates (exported 22 September 2023), and the Drug Interactions Flockhart TableTM (exported 22 September 2023) [15,16,19]. Drugbank provides information on the substrate status of numerous medications by collecting study results and is regularly updated. The FDA table is a list of examples intended to guide substrate selection in drug development and interaction studies. The Flockhart TableTM was designed as a reference tool for teaching and research purposes.





2.3. Statistical Analysis


The assessments of drugs between the manual and automatic methods with all three resources were compared. The rate of successful assessments was determined for each method. The unassessed drugs were identified and listed in relation to medication entries, hence, occurrence frequency in the dataset to show limitations in assessments per method and respective resources. Those drugs successfully assessed by both methods were further analyzed. For each drug, it was evaluated whether the manual and automated methods with all three resources reached a consensus in classifying it as a CYP2D6, CYP2C19, or CYP2C9 substrate. The interrater reliability between classifications of both methods was calculated using Cohen’s Kappa and agreements of the two methods for all resources were analyzed [20]. Differences in classifications were compared in relation to their frequency of occurrence in the real-world dataset to show their potential importance in the clinic. The statistical analysis was made in Python 3.10.





3. Results


In total, the ADRED-database consisted of 21,721 entries related to 995 different substance names. Those medications were documented in 2939 cases. After splitting combinational products into single drugs, translating substances from German into English, and clearing the database for unspecific drug names, and food supplements, 895 drugs remained for classification, which related to 23,878 medication entries.



3.1. Completeness of Assessments


Out of those N = 895 drugs, the manual method assessed 12.2% (n = 109), since only drugs taken by ≥3% of ADR cases were analyzed with the manual method. The automatic method was able to classify 88.9% (n = 796) of drugs using a matching approach with Drugbank. In the FDA table, n = 218 drugs were listed, but not all appeared in the ADRED-database. It was possible to assess 12.1% (n = 109) of drugs in the ADRED-database using the automatic method matching with the FDA table. In the Flockhart TableTM, n = 357 drugs were documented with 18.7% (n = 167) of drugs registered in the ADRED-database that could be assessed with this resource. The different proportions of drugs assessed by the two methods with the three resources are shown in Figure 1, and the drugs that remained unassessed are shown in Table 1.




3.2. CYP Classification


The manual method classified 9.2% (n = 10) of drugs assessed by this method as CYP2D6, 7.3% (n = 8) as CYP2C19, and 5.5% (n = 6) as CYP2C9 substrates. Using Drugbank, the automatic method resulted in 12.2% (n = 97) CYP2D6, 9.8% (n = 78) CYP2C19, and 12.3% (n = 98) CYP2C9 substrates. With the FDA table, 8.3% (n = 9) CYP2D6, 3.7% (n = 4) CYP2C19, and again 3.7% (n = 4) CYP2C9 substrates were detected in the dataset. Using the Flockhart TableTM, 21.6% (n = 36) of all drugs assessed with this method could be classified as CYP2D6, 12.6% (n = 21) as CYP2C19, and 13.8% (n = 23) as CYP2C9 substrates.



The intersections of assessments differed per method and resource used, respectively. In total, n = 100 drugs could be classified by both the manual and the automatic assessment method using Drugbank, n = 12 drugs using the FDA table, and n = 14 drugs using the Flockhart TableTM. Frequencies of CYP classification for both methods are shown in Table 2.



Interrater reliability scores differed per method, respective resources, and CYP enzyme. The manual and the automatic method using Drugbank revealed an almost perfect agreement for CYP2D6 (Cohen’s kappa κ = 0.84), a substantial for CYP2C19 (κ = 0.71), and a moderate for CYP2C9 classifications (κ = 0.48). Using the FDA table as a resource for the automatic method showed a moderate agreement for CYP2D6 and CYP2C19 (κ = 0.43), while for CYP2C9 an agreement could not be calculated due to no intersection of both methods. Using the Flockhart TableTM there was an almost perfect agreement with the manual method for CYP2D6 and CYP2C19 (κ = 0.90) and a fair agreement for CYP2C9 (κ = 0.20). Drugs classified differently by the two methods with the three resources are shown in Table 3.



There was no drug that was classified as a specific CYP enzyme by the automatic method with all three resources. Using a matching approach with the FDA table, no drug was classified as a CYP substrate in addition to other resources. One drug, tilidine, was only classified by the manual method as CYP2C19 substrate, but not by the automatic method with none of the resources used. Using the automatic method with a matching approach to Drugbank, n = 13 drugs were classified as specific CYP substrates, that were not classified by another resource or method.





4. Discussion


This study shows that a manual and an automatic assessment method can be used to classify the involvement of polymorphic CYP2 enzymes in the metabolism of drugs documented in large datasets. However, results can differ largely based on the method used. Differences arise for both methods in the number of possible assessments as well as in classifications of drugs as substrates of polymorphic CYP2 enzymes.



Some method immanent differences occur that need to be respected: The automatic method was able to assess a much higher proportion of entries using a matching approach to Drugbank [19]. The other analyzed resources, the FDA table [15] and the Flockhart TableTM [16], resulted in comparable numbers of assessments as the manual analysis, that focused on the most common drugs. The methods resulted in almost perfect agreements for CYP2D6 and CYP2C19 substrate classifications using the Flockhart TableTM as a resource, but the number of assessed drugs by both methods was low with only 26 out of 895 drugs assessed by both methods. Using the FDA table as a resource for the automatic method resulted in a moderate agreement with the manual method for CYP2D6 and CYP2C19 classifications with even lower numbers of assessments. However, the FDA table is intended to give examples of substrates for DDI studies and therefore is not meant to be conclusive in listing CYP substrates. On the other hand, those drugs listed on the FDA table as CYP substrates have high evidence for substrate attribution with pharmacokinetic studies showing an increase in the area under the curve (AUC) on the administration of an inhibitor [15]. Using a matching approach to Drugbank, the automatic and the manual method had an almost perfect agreement for CYP2D6 and a substantial agreement for CYP2C19 classifications with the highest numbers of assessments by both methods. Regarding CYP2C9 classifications, the manual and the automatic method resulted in only fair agreement using the Flockhart TableTM and moderate using Drugbank. With both resources used by the automatic method, the number of drugs classified as CYP2C9 substrates was higher than with the manual method. A comparison of methods for CYP2C9 classifications using the FDA table was not possible, as those drugs listed in the FDA table as CYP2C9 substrates did not appear in the analyzed dataset. This might be explained by national differences in drug prescriptions, as well as by the nature of a real-world dataset like ADRED. On the other hand, those drugs classified as CYP2C9 substrates by the manual method did not appear in the FDA table.



The divergent interrater reliabilities in CYP substrate classifications represent the conflicting evidence and its interpretation of drug metabolism and its importance in vivo. Concerning the enzyme CYP2D6, both methods resulted in comparable CYP classification with moderate to almost perfect interrater reliability depending on the resource used. The proportion of drugs metabolized via polymorphic CYP2D6 in the ADRED-dataset might be comparable with a published analysis of drugs on the RxList. The latter included 200 drugs frequently used in the United States of America (USA) and resulted in a proportion of 15% [21]. Our dataset consisted of patients admitted for suspected ADRs. Drugs metabolized by polymorphic CYP2 enzymes are frequently expected in ADRs [7,8]. The different proportions per method and resources show the difficulty of classifying a drug clearly as a CYP substrate. Next to that, the differences in proportions may be due to the different datasets used and the number of assessed drugs per method and resource.



As knowledge of the impact of polymorphic CYP enzymes on drug metabolism of certain drugs is a constantly developing field, using an automatic method might be of benefit for a faster day-by-day analysis in case the underlying database is updated regularly. As an example, in previous versions of the manual method, we classified bisoprolol as a CYP2D6 substrate, which resulted in a major difference in the CYP2D6 classification. While the drug metoprolol is unquestionably a CYP2D6 substrate, studies for bisoprolol were in the past not as clear [22]. Bisoprolol seems to be metabolized to a small extent by CYP2D6, but the clinical impact of CYP2D6 PGx variants on the efficacy and safety of bisoprolol is unlikely [23].



For CYP2C19, both methods tested showed moderate to almost perfect agreements. The automatic method using Drugbank was most in line with another study assessing around 10% of drugs as CYP2C19 substrates [21]. This may strengthen the results of the automatic method using Drugbank. In direct comparison to the manual method, the automatic method using Drugbank resulted in more drugs classified as CYP2C19 substrates. This was mainly due to ibuprofen and simvastatin. CYP2C19 is involved in the metabolism of ibuprofen in vitro [24], but so far without clinical relevance [25]. In the case of simvastatin, one review reports CYP2C19 to be involved in the metabolism of some statins including simvastatin [26]. However, no association between CYP2C19 PGx variants and simvastatin effect levels was seen in in vivo studies. So, it can be assumed that CYP2C19 does not affect the metabolism of simvastatin to a clinically relevant extent [27]. Hence, this might be a limitation of the automatic method. With the manual method, more clinically relevant assessments may be possible by focusing on in vivo studies.



In the case of CYP2C9, the resulting proportions diverged largely between the manual and the automatic method with only fair to moderate agreements. Here, ARBs were frequently classified as CYP2C9 substrates in the automatic but not in the manual method. ARBs were shown to be metabolized by CYP2C9 in vitro, but clinical relevance seems to be more complex. In the case of valsartan, for example, it was seen in vitro that the substance is mostly metabolized via CYP2C9, but a minor clinically relevant extent is expected in vivo [28]. However, some studies show clinically relevant differences in the efficacy of certain ARBs (e.g., losartan, irbesartan) based on CYP2C9 PGx variants [29,30]. Hence, different assessments of the clinical relevance of CYP2C9 for the metabolism of ARBs may exist. Consequently, the Flockhart TableTM lists losartan and irbesartan as CYP2C9 substrates, but not other ARBs, as found in Drugbank.



Another example of the divergent classifications and their limitations is that tilidine was only classified by the manual method as a CYP2C19 substrate. Tilidine is metabolized by CYP2C19 and CYP3A4 as shown in vivo [31]. However, this information is not available from the resources used for the automatic method. This might be explained by the very rare use of tilidine and hence its low importance as a drug in the United States and Canada, where the resources used here are edited.



In terms of generalizability, the used dataset is a large-scale, prospective, multicenter study that systematically recorded ADRs in emergency departments. The drugs that were documented in ADRED are comparable to other datasets of ADRs, although international differences might exist [32,33,34]. Within Germany, those drugs documented in the database can typically also be found in similar proportions in everyday hospital care [18]. Hence, even though our methods were used on a dataset of ADR cases, it might be assumed that the external validity is quite high.



In favor of the manual method is the focus on in vivo studies and hence focusing on data that might be clinically relevant in the specific context analyzed. The automatic method may overestimate the role of polymorphic CYP enzymes in drug metabolism for resources such as Drugbank. However, even a minor pathway in drug metabolism could become relevant in the case of multiple DDIs and enzyme saturation in cases of multi-medication. Hence, the decision on what assessment method is best suited should be made based on the research question. On the other hand, the biggest advantage of an automatic method is the time efficiency. Another important aspect might be the objectivity and reliability of the method, updating evidence more often than manageable with a time-consuming manual method. The automatic method is suitable for large datasets that would otherwise be practically impossible to analyze. Due to the extensive time required for manual assessments, for example, it was not feasible to analyze every drug in this real-world dataset. Consequently, we had to establish an arbitrary threshold; here, only drugs with a frequency of use above 3% were included in the analysis. Nevertheless, numerous drugs that were not classified by the manual method due to their low prevalence might have potential clinical significance. The characteristics, benefits, and limitations of different methods are summarized in Table 4.



The performance of the automatic assessment method is highly dependent on the connected database. The Drugbank database, for example, contains a diverse array of studies, but it does not differentiate between major and minor substrates or other clinically relevant properties, such as activity in the central nervous system [19]. This represents a significant limitation and is not aligned with current clinical practice. On the other hand, the FDA table has good evidence for substrates listed but is not conclusive [15]. It might be feasible to use the FDA table for a quick overview analysis aiming to find robust results on CYP substrates. Using the Flockhart TableTM might be a good option to find clinically relevant CYP classifications [16]. For applications in large datasets, the difficulty of how to classify drugs that are not listed remains. However, a pragmatic workaround might be to classify those drugs not specifically listed as not substrates. As of the present, our automatic method could already serve as a screening tool due to its high sensitivity, while eye-catching classifications might be further examined by clinical pharmacologists. The same methods could be used to classify drugs as inhibitors or inducers, but again with the same limitations.



The value of such methods for the analysis of large-scale datasets is high. More evidence on ADRs in the context of multi-medication and PGx variance is needed [35]. To analyze DDIs in real-world data with a focus on PGx variance and DDIs altering drug metabolism, a distinct classification of metabolic pathways is needed that is applicable to large datasets. Relating classifications of the analyzed methods to a large-scale real-world dataset as done here shows that even drugs prescribed frequently in some cases cannot be assessed and classifications can vary based on the method used.




5. Conclusions


In conclusion, both automated and manual methods possess distinct advantages and limitations. The selection of the most appropriate method is contingent upon the specific application. It is worth noting that, in terms of clinical significance, the automatic method might tend to overestimate the number of CYP substrates. For a more precise CYP2 substrate assessment, more in vivo studies need to be conducted and integrated into large datasets.
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Figure 1. Venn chart showing the different numbers and intersects of drug assessments by a manual and an automatic method using a matching approach to Drugbank, to the FDA Table of Substrates, Inhibitors, and Inducers, and the Flockhart TableTM within a real-world database (ADRED) containing N = 895 different drugs. 
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Table 1. Top 10 drugs that were not assessed and respective numbers of entries in a real-world dataset per manual and automatic assessment methods with different resources used (N = 23,878).
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Drug

	
Manual Assessment Method

	
Automatic Assessment Method

	
Entries, n (%)




	
-

	
Drugbank

	
FDA

	
Flockhart TableTM






	
pantoprazole

	
-

	
-

	
x

	
-

	
1147 (4.8)




	
acetylsalicylic acid

	
-

	
-

	
x

	
x

	
952 (4.0)




	
torasemide

	
-

	
-

	
x

	
x

	
725 (3.0)




	
ramipril

	
-

	
-

	
x

	
x

	
725 (3.0)




	
levothyroxine

	
-

	
-

	
x

	
x

	
619 (2.6)




	
metamizole

	
-

	
-

	
x

	
x

	
567 (2.4)




	
hydrochlorothiazide

	
-

	
-

	
x

	
x

	
454 (1.9)




	
amlodipine

	
-

	
-

	
x

	
-

	
450 (1.9)




	
potassium

	
x

	
-

	
x

	
x

	
419 (1.8)




	
cholecalciferol

	
-

	
-

	
x

	
x

	
388 (1.6)




	
allopurinol

	
-

	
-

	
-

	
x

	
327 (1.4)




	
phenprocoumon

	
-

	
-

	
-

	
x

	
325 (1.4)




	
magnesium

	
x

	
-

	
-

	
-

	
153 (0.6)




	
formoterol

	
x

	
-

	
-

	
-

	
152 (0.6)




	
tiotropium bromide

	
-

	
x

	
-

	
-

	
147 (0.6)




	
salbutamol

	
x

	
-

	
-

	
-

	
122 (0.5)




	
levodopa

	
x

	
-

	
-

	
-

	
120 (0.5)




	
ipratropium bromide

	
x

	
x

	
-

	
-

	
113 (0.5)




	
oxycodone

	
x

	
-

	
-

	
-

	
103 (0.4)




	
budesonide

	
x

	
-

	
-

	
-

	
96 (0.4)




	
lorazepam

	
x

	
-

	
-

	
-

	
85 (0.4)




	
nitrendipine

	
x

	
-

	
-

	
-

	
85 (0.4)




	
aciclovir

	
-

	
x

	
-

	
-

	
53 (0.2)




	
beclomethasone

	
-

	
x

	
-

	
-

	
52 (0.2)




	
glycerol

	
-

	
x

	
-

	
-

	
47 (0.2)




	
insulin-isophane

	
-

	
x

	
-

	
-

	
43 (0.2)




	
glycopyrronium bromide

	
-

	
x

	
-

	
-

	
36 (0.2)




	
amphotericin b

	
-

	
x

	
-

	
-

	
33 (0.1)




	
ascorbic acid

	
-

	
x

	
-

	
-

	
31 (0.1)




	
potassium iodide

	
-

	
x

	
-

	
-

	
29 (0.1)








x: signifies that this drug was under the top 10 drugs not assessed by the respective method. -: signifies that this drug did not occur under the top 10 drugs not assessed by the respective method.













 





Table 2. Comparison of two methods with different resources for classifications of drugs as substrates of polymorphic cytochrome P450 (CYP) enzymes.
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Manual Assessment Method, n (%)

	
Automatic Assessment Method, n (%)

	
Cohen’s Kappa (κ)




	
-

	
Drugbank 1

	
FDA 2

	
Flockhart TableTM 3






	
CYP2D6

	
9 (9.0)

	
12 (12.0)

	
-

	
-

	
0.84




	
CYP2C19

	
8 (8.0)

	
11 (11.0)

	
-

	
-

	
0.71




	
CYP2C9

	
6 (6.0)

	
17 (17.0)

	
-

	
-

	
0.48




	
CYP2D6

	
3 (25.0)

	
-

	
1 (8.3)

	
-

	
0.43




	
CYP2C19

	
3 (25.0)

	
-

	
1 (8.3)

	
-

	
0.43




	
CYP2C9

	
0 (0.0)

	
-

	
0 (0.0)

	
-

	
-




	
CYP2D6

	
7 (26.9)

	
-

	
-

	
6 (23.1)

	
0.90




	
CYP2C19

	
7 (26.9)

	
-

	
-

	
6 (23.1)

	
0.90




	
CYP2C9

	
2 (7.7)

	
-

	
-

	
5 (19.2)

	
0.20








1 n = 100 drugs were assessed by the manual as well as by the automatic method using Drug Bank. 2 n = 12 drugs were assessed by the manual as well as by the automatic method using the FDA table. 3 n = 26 drugs were assessed by the manual as well as by the automatic method using the Flockhart TableTM.













 





Table 3. Differences in drug classifications as substrates of polymorphic cytochrome P450 (CYP) enzymes for each automatic assessment method compared to the manual method in relation to medication entries in a real-world dataset (N = 23,878).
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Enzyme

	
Drug

	
Manual Assessment Method

	
Automatic Assessment Method

	
Entries, n (%)




	
-

	
Drugbank

	
FDA

	
Flockhart TableTM






	
CYP2D6

	
simvastatin

	
x

	
x

	
-

	
-

	
628 (2.6)




	
acetaminophen

	
-

	
x

	
NA

	
-

	
56 (0.2)




	
escitalopram

	
x

	
x

	
-

	
-

	
31 (0.1)




	
caffeine

	
-

	
x

	
-

	
-

	
11 (0.1)




	
dapagliflozin

	
-

	
x

	
NA

	
NA

	
10 (<0.1)




	
CYP2C19

	
simvastatin

	
-

	
x

	
-

	
-

	
628 (2.6)




	
(dex)ibuprofen

	
-

	
x

	
NA

	
-

	
268 (1.1)




	
clopidogrel

	
x

	
x

	
-

	
-

	
257 (1.1)




	
apixaban

	
x

	
x

	
NA

	
-

	
218 (0.9)




	
naloxone

	
-

	
x

	
NA

	
NA

	
137 (0.6)




	
tilidine

	
x

	
-

	
NA

	
NA

	
110 (0.5)




	
escitalopram

	
x

	
x

	
-

	
-

	
31 (0.1)




	
CYP2C9

	
acetylsalicylic acid

	
-

	
x

	
NA

	
NA

	
952 (4.0)




	
valsartan

	
-

	
x

	
NA

	
NA

	
259 (1.1)




	
clopidogrel

	
-

	
x

	
-

	
x

	
257 (1.1)




	
apixaban

	
x

	
x

	
NA

	
-

	
218 (0.9)




	
omeprazole

	
-

	
x

	
-

	
-

	
121 (0.5)




	
carvedilol

	
-

	
x

	
NA

	
-

	
97 (0.4)




	
ondansetron

	
-

	
x

	
NA

	
-

	
87 (0.4)




	
losartan

	
-

	
x

	
NA

	
x

	
31 (0.1)




	
irbesartan

	
-

	
x

	
NA

	
x

	
25 (0.1)




	
olodaterol

	
-

	
x

	
NA

	
x

	
17 (0.1)




	
caffeine

	
-

	
x

	
-

	
-

	
11 (0.1)




	
dapagliflozin

	
-

	
x

	
NA

	
-

	
10 (<0.1)








Drugs that were classified by one method as a substrate of polymorphic CYP enzymes, but not by the other are listed comparing automatic with a manual method. x: signifies that the respective method classified the drug as a substrate of the respective enzyme. NA: signifies that the respective method did not assess the drug. -: signifies that the respective method did not classify the drug as a substrate for the respective enzyme.













 





Table 4. Overview of benefits and limitations for the u