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This dataset contains 2,367 pairs of biomedical pathways and textual descriptions. It can be used for 
automatic pathway description generation. In our paper, we showed it is also appropriate for Text2Graph 
and BioNER.

To construct this dataset, we collected biomedical pathways and their associated textual descriptions from 

three biomedical databases: Reactome 1, KEGG 2, and Pathbank 3. We aligned nodes in graphs to entities in 

UniProt 4 and ChEBI 5 for retrieving missing node descriptions.  

This dataset contains 2 JSON files. 
The mapping_database_to_pathway2text.json  file is organized as: {name of database: list of 
graph identifiers}  , indicating the mapping between pathway graphs and data sources.
The pathway2text.json  file is organized as: 

{
    Graph identifier: {
        "Name": ,
        "Graph description": ,
        "Node_dict": {
            Node identifier: {
                "class": ,
                "label": ,
                "description": .
            },
            ...
        },
        "Arc_list": [
            {
               "arc_sourse": Node identifier,
               "arc_target": Node identifier,
               "arc_class": .
            },
            ...
        ]
    },
    ...
}.



The node classes include Submap, Macromolecule, Process, Complex, Multimer, Simple Chemical and 
Others. And the Others is the union of several classes occurring only in a single database (e.g., Unspecified 
Entity, Association in Reactome and Transport in Pathbank). Nodes in this class account for 7% over the 
whole dataset. The edge classes include Catalysis, Consumption, Stimulation, Inhibition, Production, Logic 
Arc and Belong To. If you want to use this dataset for SingleGraph2Text task, we suggest you to exclude 
Submap nodes as what we did in experiments.
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