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Introduction
Data resource: clinVar

Project information ibraries
« Numpy
e Polars
o Plotly
* 9zip

Visualiation tool

e Tableau
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Data acquisition&Transformation
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EDA: CLNSIG Group
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EDA: Pathogenic
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EDA: Pathogenic
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EDA: TOP 3 Gene
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Tableau Dashboard

Tableau Dashboard
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Contact

Mail

pokemonms(@naver.com
blackholekun@gmail.com

Cellular
+82-10-5027-0328

Github

https://github.com/koreanraichu

Blog

https://koreanraichu.tistory.com/
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