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INTRODUCTION

Esophageal cancers ranks amongst top-ten
malignancies across the globe and Its
Incidence IS persistently rising In Pakistan.
Data regarding genetic variants In
esophageal malignancies In Pakistani
population are scarce. In this study we
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**Samples conformed on Histopath were sequenced using
NGS (lllumina platform). Filtered variants were annotated
using SnpEFF and filtered with dbSNP alongwith with
additional databases including ClinVar, dbNSFP, ACMG
Info.**
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CONCLUSION
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