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Actionable Take Away Message
• These findings provide real-world 

estimates of MTAP loss in a 

representative veteran population and 

highlight a substantial subset of patients 

who may be eligible for emerging MTAP-

targeted therapeutic strategies.

• MTAP loss may define a biologically 

distinct subset of lung cancer, but it does 

not serve as an independent prognostic 

marker for survival in US Veterans.

Future Direction for Research
• Further studies will include 

determination of whether MTAP loss is 

associated with efficacy of various 

treatments for NSCLC.
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RESULTS

• 5734 NSCLC cases with our inclusion criteria underwent NGS testing through NPOP

• MTAP loss was identified in 798 (13.4%) patients.

• Based on multivariate Cox regression modeling, factors independently associated with overall 

survival (OS) included: Advanced age (HR 1.02; 95% CI 1.01-1.03, p<0.001), presence of 

actionable mutations (HR 0.80; CI 0.70-0.92, p=0.002), Charlson Comorbidity Index≥ 3 ( HR 1.27; 

CI 1.08-1.51, p=0.005), and high TMB (HR 0.79; CI 0.71-0.88, p<0.001). 

• MTAP loss was not independently associated with OS (HR 1.00; 95% CI 0.86–1.16; p=0.995).
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• Veterans with non-small cell lung cancer 

(NSCLC) who underwent next-generation 

sequencing through the Department of 

Veterans Affairs (VA) National Precision 

Oncology Program (NPOP) between 

February 2, 2019, and October 30, 2025, 

were retrospectively identified by ICD-O-3 

histology and topology codes. 

• Vendor panels included in this study were the 

Tempus xT and FoundationOne CDx tissue 

tests. 

• Demographic information was obtained from 

the VA’s Corporate Data Warehouse (CDW). 

• Tumor-specific data elements not available in 

the NPOP database were obtained from 

CDW oncology raw tables, confirmed by ICD-

O-3 code, and linked by a unique patient 

identifier. MTAP status was defined as “loss” 

if the alteration was categorized by the 

vendor as “LOF”, “loss”, or “deletion. MTAP 

status was defined as “intact” if no alterations 

were reported on the test, or if the alteration 

was categorized by the vendor as anything 

other than the “loss” category (could include 

rearrangements and SNPs). Artificial Intelligence (AI) Use Disclaimer
Generative AI was used only for grammar and sentence-structure editing; all 
content and interpretations are the authors' own.

• Loss of methylthioadenosine phosphorylase 

(MTAP), often co-occurring with 

CDKN2A/CDKN2B alterations, is a recurrent 

genomic event in lung cancer with emerging 

therapeutic relevance. 

• The veteran population differs in demographics, 

comorbidities, and tumor characteristics from 

the non-veteran population. 

• Defining the clinical-genomic landscape in this 

national veteran cohort is essential to inform 

clinical trial planning and population selection. 

Table 1. Baseline Demographic and Clinical Characteristics of Patients Stratified 

by MTAP Status

Figure 1: PD-L1 Expression (%) Stratified by MTAP Intact vs. MTAP Loss Status

Figure 2: Kaplan-Meier Curve for OS by MTAP Status

Figure 3: Frequency (%) of Common Oncogenic Driver Mutations in NSCLC, Stratified by 

MTAP Loss vs. MTAP Intact

Figure 4: Prevalence of TP53, KRAS, STK11, and KEAP1 Mutations in MTAP Loss vs. 

MTAP Intact Tumors

Figure 5: Frequency (%) of CDKN2A/B Co-deletion by MTAP Status
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