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FROM THE EDITORS

In response to post-publication additional statistical

analysis of their article ‘Evaluation of a Gene Expression

Profiling Assay in Primary Cutaneous Melanoma’,1 Kan-

gas-Dick et al. are invited to comment on issues raised in

the following queries regarding potential selection bias and

inadequate statistical reporting in the reported analysis.

The authors are thanked in advance for participating in this

post-publication discussion given the potential of an

alternative interpretation of their published data.

1. It appears that an additional 40 patients with mela-

noma are present who had gene expression profiling

(GEP) performed during the study period, which

would bring the total melanoma pool of patients up

from 361 to 401. Can the authors describe the exclu-

sion/inclusion criteria for these patients and why were

they excluded? Does adding them into the analysis

change any of the conclusions?

2. How were patients from the 2013–2015 (retrospective)

timeframe selected for GEP testing? How did the

authors address potential selection bias? What were the

characteristics of the patients who did not get tested?

Had any of them already developed metastasis?

3. What is the impact of combining retrospective and

prospective patients on the authors’ conclusions? What

are the results of GEP testing between the retrospective

and prospective groups?

4. It appears that only 75.9% of the 361 patients under-

went sentinel lymph node biopsy (SLNB). Why did 87

patients forgo SLNB but still get GEP testing? What

was the GEP class score for patients who did not

undergo SLNB?

5. Please address inconsistencies in the results between

the text, tables, and discussion. Provide more detail

regarding the statistical methods and list the non-sig-

nificant hazard ratios, confidence intervals, and p-

values. This tends to center especially around the data

presented in Tables 5 and 6. Why were significant

variables in univariate analysis not reported in multi-

variate analysis?

6. Provide the number of cases and events in the uni-

variate and multivariate analyses.

The Author’s reply and the invited companion editorial2

add important additional insight into the ongoing applica-

tion of advances of surgical oncology research in the

medical literature.
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