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Table S1 contains a list of the membrane-localized targets of drugs, as downloaded from the DrugBank (www.DrugBank.ca/downloads). The table was generated using the XML-format of the full DrugBank database in conjunction with the MEDDRA terms adverse effects (http://sideeffects.embl.de/download/meddra_adverse_effects.tsv.gz) SIDER side effects database. The DrugBank was parsed for all drugs that are known to interact with a target ID (i.e. target, carried by, transported with, or enzymatic activity is associated or altered) containing at least one of the terms: “receptor,” ”channel,” ”membrane,” or “transporter.” The resulting list of drugs was compared first to drug names from the SIDER database for matching drugs with adverse effects reported. In cases where a drug name was not matched, the PubChem ID was used to try to identify the drug. The drug was considered to have no side effects if these two methods failed to correlate a drug name to side effects. 

The list of membrane-localized targets was then manually classified using the UniProt (http://www.uniprot.org/help/uniprotkb) database into one of five classes: receptor, transporter, channel, enzyme, or other. In cases where a target could be a member of more than one class, the following rule was used: enzyme > transporter > channel > receptor > other (e.g. a receptor with kinase activity was classified as an enzyme). This classification was then used to compile a list of drugs, each with all side effects, according to the class of the drug target. Duplicate entries were removed at all stages to ensure unique side effects are represented. 

Following this tabulation, the lists were alphabetized and counted, resulting in the data presented in Table 1. 
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