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PAST

Historically, the prognosis for melanoma patients at

intermediate or high risk for recurrence after resection was

poor due to lack of effective adjuvant therapies (ATs).

Beginning in 2015, multiple effective systemic ATs have

been approved, which improve recurrence-free (RFS) for

patients with resected stage 3 or 4 disease.

PRESENT

Consideration of AT currently is recommended for stage

3A disease or higher, particularly disease with sentinel

lymph node (SLN) metastases larger than 1 mm. Although

modern ATs are better tolerated than historic therapies,

they have a broad range of significant side effects, and the

risk of pursuing AT should outweigh the risk of recurrence

and disease-specific mortality. Current clinical and

histopathologic risk stratification techniques used to predict

individual risk lack precision, particularly for those patients

with high-risk stage 2 or low-risk stage 3 disease.

Gene expression-profiling, already used successfully for

other malignancies, is a promising tool for prognosis better

on an individual level for patients with melanoma.1

Although gene expression in the primary tumor currently is

being investigated, the SLN plays an important role in

tumor control, and SLN gene expression has been shown to

differ between patients with and without nodal metastases.2

This study characterized expression of 730 immune-related

genes in the SLNs of 60 patients in a retrospective mela-

noma cohort and created a multivariate prediction model

for RFS that incorporated expression of 12 differentially

expressed genes.3 Although these results have not been

validated to date and are limited by the small, retrospective

nature of the study, they provide preliminary evidence that

immunologic gene expression in SLNs correlate with

clinical outcomes.

FUTURE

If validated, gene expression in SLNs may be used in

conjunction with currently available clinical and

histopathologic factors for risk stratification to help guide

adjuvant therapy decisions in melanoma and further char-

acterize mechanisms of disease progression.
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