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INTRODUCTION DISCUSSION AND CONCLUSION RESULTS

The high frequency of actionable genomic | | The medical records of 319 patients were reviewed, Patient characteristics

Lung cancer remains the leading cause of

. . . . . . Clinical and d hi fil

cancer-related death worldwide. Young alterations in this cohort (804%) IS of whom 124 were included in the study after
adults with non-small cell lung cancer consistent with large sequencing studies | | excluding patients with incomplete medical ", e n ) ol B GIR)
(NSCLC) represent a distinct subgroup showing that young adults with NSCLC are | | records, carcinoid tumors, small-cell lung cancer Female 71 (57.3%)
. . ' likelv th Id tients to harb (SCLC), or other predefined exclusion criteria. Of  Median age (range) 43 (27-50)
often with limited tobacco exposure and| | MOFe lIKEly than Older patients to harbor L . . Histoloay. n (% e — 119 (96.0%
. . . targetable alterations [1-3] A Peruvian | | the included patients, 31 (25.0%) were from Bahia istology, n (%) enocarcinoma (96.0%)
a high frequency of actionable genomic 5 Squamous cell carcinoma 3 (2.4%)

tudv 2l ted actionable alterati and 92 (75.0%) from Sao Paulo. The median age . |

alterations. However, access to broad| | >tUdy als0 TEPoOried actionable aiterations 13 d 86 patients (69.4%) Adenosquamous carcinoma 1(0.8%)
. . . N 844% Of young patientsl Suggesting 3 Was years, an patients 47) Were NSCLC, not otherwise specified 1 (0.8%)
genomic ~ testing  remains  uneven, diagnosed between 41 and 50 years of age. Most  smoking history, n (%) No 102 (82.3%)

similar genomic profile among young Latin
American populations [4]. The low

the demographic characteristics, genomic frequency ofotobacco exposure in our
profile, and clinical outcomes of young cohort (17.7%) further supports the

adults with NSCLC followed in Brazilian distinct profile of NSCLC in young adults
and never-smokers, in whom EGFR

particularly in settings with limited
resources. This study aimed to describe

patients were women (n=71;, 57.3%), and Yes 22 (17.7%)
Family history of cancer, n (%) Any type of cancer 79 (63.7%)

adenocarcinoma was the predominant histology — 20 (16.1%)

(n=119; 96.0%). Only 22 patlentS (17.7%) had d Missing information 18 (14.5%)
history of smoking.

At diagnosis, 66 patients (53.2%) had stage IV disease. Brain metastases were identified in 33 patients (26.6%) and

clinical practice. were present at diagnosis in 18 (14.5%).

mutations and ALK rearrangements are Metastatic sites
. - . _ Overall frequency and presence at diagnosis
more com mon.[5] Et!ﬁgc:?altli:nltgn by clinical stage e o
METHODS These findings support broad genomic 56 (53.2%) Brain 18l 14.5%)
testing in this population, including in

settings where access remains limited, so
that eligible patients can receive targeted

This multicenter retrospective study

included patients aged 18-50 vyears
with NSCLC who were followed at therapies without unnecessary delays.
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