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Proper Citation

pVACtools (RRID:SCR_025435)

Resource Information

URL: https://pvactools.readthedocs.io/en/latest/

Proper Citation: pVACtools (RRID:SCR_025435)

Description: Software toolkit to identify and visualize cancer neoantigens. Cancer
immunotherapy tools suite consisting of following tools: pVACseq as cancer
immunotherapy pipeline for identifying and prioritizing neoantigens from VCF file;
pVACbind as cancer immunotherapy pipeline for identifying and prioritizing neoantigens
from FASTA file; pVACfuse as tool for detecting neoantigens resulting from gene fusions;
pVACvector as tool designed to aid specifically in construction of DNA-based cancer
vaccines; pVACview as application based on R Shiny that assists users in reviewing,
exploring and prioritizing neoantigens from results of pVACtools processes for
personalized cancer vaccine design.

Resource Type: software toolkit, software resource

Defining Citation: PMID:31907209

Keywords: Cancer immunotherapy tools, identify and visualize cancer neoantigens,

Funding: NCI U01CA209936;
NCI U01CA231844;
NCI U24CA237719;
NHGRI R00HG007940;
V Foundation for Cancer Research

Availability: Free, Freely available

Resource Name: pVACtools

Resource ID: SCR_025435

Record Creation Time: 20240628T053249+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_025435/resolver
https://pvactools.readthedocs.io/en/latest/
https://pubmed.ncbi.nlm.nih.gov/31907209


Record Last Update: 20260810T040844+0000

Ratings and Alerts

No rating or validation information has been found for pVACtools.

No alerts have been found for pVACtools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 30 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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