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Table S1. Software versions, runtime dependencies, and external resources used by SELECT-NET
	Tool / Resource
	*Version used
	Source
	Role in SELECT-NET
	Reference

	Google Colab
	Managed runtime
	Browser-based runtime environment https://colab.research.google.com
	Main execution platform
	Bisong, 2019

	Google Drive
	N.A.
	Mounted cloud storage during runtime
	Output persistence and checkpoint storage 
	Google, 2026. Google Drive 

	samtools
	1.13
	Installed at runtime via system package manager (apt-get)
	BAM conversion, sorting, and indexing 
	Li, et al., 2009

	bedtools
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Auxiliary genomic interval operations 
	Quinlan & Hall, 2010

	minimap2
	2.24-r1122
	Installed at runtime via system package manager (apt-get)
	Mapping reads back to assembled contigs
	Li, 2018

	aria2
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Auxiliary download utility available in runtime
	Tsujikawa, 2026

	Cutadapt
	5.2
	Installed via system package manager and then reinstalled/updated at runtime via Python package manager (pip)
	Adapter trimming backend used by Trim Galore
	Martin, 2011

	Trim Galore
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Read preprocessing and quality trimming wrapper
	Krueger, et al., 2026

	FastQC
	v0.11.9
	Installed at runtime via system package manager (apt-get)
	Post-trimming quality control reports
	Andrews, 2010

	SPAdes
	v3.13.1
	Installed at runtime via system package manager (apt-get)
	De Novo Assembler and MetaAssembler
	Bankevich, et, al., 2012

	wget
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Retrieval of external resources during runtime
	GNU Project, 2026

	OpenJDK 17 JRE
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Java runtime dependency available in workflow environment
	OpenJDK Community, 2021

	BioPerl
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Annotation dependency required by Prokka-associated components
	Stajich, et al., 2021

	libbio-searchio-hmmer-perl
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Perl HMMER parsing dependency checked before Prokka execution 
	Stajich, et al., 2021

	BLAST+ (ncbi-blast+)
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Annotation support dependency available in runtime environment
	Camacho, et al., 2009

	ncbi-tools-bin / tbl2asn
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Provides tbl2asn, required by Prokka workflow checks
	National Center for Biotechnology Information, 2026

	Prodigal
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Gene prediction support dependency available in environment
	Hyatt, et al., 2010

	HMMER
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	HMM search backend used for KOfam-based functional assignment
	Eddy, 2011

	GNU Parallel
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Parallel execution support for downstream tools
	Tange, 2011

	Infernal
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Auxiliary annotation dependency available in environment 
	Nawrocki & Eddy, 2013

	Aragorn
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Annotation dependency explicitly checked before Prokka execution
	Laslett & Canbäck, 2004

	Ruby
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Required for repository-based execution of KOfamScan and Prokka-related components 
	Matsumoto & the Ruby Core Team, 2026

	Git
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Required for cloning repository-based components during execution
	Torvalds, & The Git Development Community, 2026

	Subread / featureCounts
	2.0.3+dfsg-1
	Installed at runtime via system package manager (apt-get)
	Per-feature count summarization from mapped reads
	Liao, Smyth, & Shi, 2014

	less
	Runtime-dependent
	Installed at runtime via system package manager (apt-get)
	Auxiliary command-line utility available in runtime environment
	Nudelman, 2026

	pandas
	3.0.3
	Installed at runtime via Python package manager (pip)
	Data-table integration and manipulation
	The pandas Development Team, 2022

	networkx
	3.6.1
	Installed at runtime via Python package manager (pip)
	Graph construction and network export
	Hagberg, Schult, & Swart, 2008

	matplotlib
	3.10.9
	Installed at runtime via Python package manager (pip)
	Static network visualization
	The Matplotlib Development Team, 2026

	requests
	2.34.2
	Installed at runtime via Python package manager (pip)
	Retrieval of ENA and KEGG web resources
	Reitz, & The Requests Development Team, 2026

	Biopython
	1.87
	Installed at runtime via Python package manager (pip)
	Bioinformatics utilities within the notebook environment
	Cock, et al., 2009

	SELECT-NET repository
	Attached in this article
	EMS6
	Complete SELECT-NET source code and executable Google Colab notebook
	This work

	Prokka
	1.15.6 + 045d3c5
	Cloned from external repository during execution
	Primary contig annotation engine 
	Seemann, 2014

	KOfamScan
	1.3.0 + 62cee39
	Cloned from external repository during execution
	KEGG Orthology assignment engine
	Aramaya, et al., 2019

	SRA Toolkit
	3.4.1
	Downloaded during runtime from external source
	Retrieval and conversion of public sequencing runs
	NCBI, 2026

	KOfam profiles database
	Runtime-dependent
	Downloaded during runtime from external source
	HMM profile database for KO assignment
	Aramaya, et al., 2019

	KOfam ko_list
	Runtime-dependent
	Downloaded during runtime from external source
	KO metadata and threshold resource for KOfam-based assignment
	Aramaya, et al., 2019

	ENA Portal API
	N.A.
	Queried at runtime via public web service
	Retrieval of public FASTQ links from accession identifiers
	European Nucleotide Archive, 2026

	KEGG REST API
	N.A.
	Queried at runtime via public web service
	KO-to-pathway mapping and pathway-name recovery
	Kanehisa, et al., 2023

	Core_EnteroDB reference sets
	EnteroDB https://enterobase.warwick.ac.uk/
	https://github.com/amoresgr/SELECT-NET/tree/8d83085ef2b7b719335b04dee263da4270fe239b/Core_EnteroDB
	External core-like reference matching for subtraction modes 
	Dyer, et al., 2025

	Cytoscape
	v3.10.4
	Standalone network visualization software
	Visualization and comparative inspection of exported global and filtered functional networks
	Shannon, et al., 2003


Software versions were recorded directly from the active Google Colab runtime during execution of SELECT‑NET. The workflow combines system-level tools, Python packages, repository-based components, downloaded auxiliary resources, and public web services required for preprocessing, assembly, annotation, mapping, count summarization, functional assignment, and network construction. Suggested citations are included where an explicit citation or DOI was identified in the corresponding software documentation or package metadata. In addition to the mode-filtered network exports, an auxiliary global edge table derived from shared pathway context across the full annotated gene set was generated to support comparative visualization of global and SELECT‑NET-filtered functional connectivity.
* Version values were extracted directly from the active runtime report generated during execution of SELECT‑NET. Entries marked “Runtime-dependent” correspond to workflow tools or runtime dependencies that were present in the execution environment, but whose exact version was not explicitly listed in the current runtime summary. Entries marked “Managed runtime” refer to the browser-based execution platform itself. Entries marked “Project repository” or “Repository-linked resource” correspond to workflow components tracked primarily by repository source or linked resource rather than by a conventional runtime version string. Entries marked “N.A.” correspond to cloud services, public web resources, or internet-dependent components for which a conventional local software version was not applicable in the present report.
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