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Problem 1: Alias-Gene Intersections

 Alias-Gene 
Intersections 

describe  when 
the same gene 

symbol is used in 
a primary gene 

symbol category 
as well as an alias 
category for two 
distinct genes.

Figure 1. Alias-Gene Intersection illustration using two 
genes.

Figure 2. Evidence of Alias-Gene Intersections across three 
different sources.

Problem 2: Alias-Alias Intersections

Alias-Alias 
Intersections 

describe when the 
same gene 

symbol is used in 
the alias category 

for multiple 
distinct genes. 

Figure 3. Alias- Alias Intersection illustration using 
three genes.

Figure 4. Evidence of Alias-Alias Intersections across three 
different sources.
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Figure 5.  Percentage of aliases in each source that are shared amongst two gene records or more. 

Future Directions: Gene Normalizer 

Using policies that prioritize the gene symbol 
category (Problem 1) and identify aliases that are 

family groups (Problem 2), allows the Gene 
Normalizer to systematically blend data from 
different sources into one cohesive construct.

Figure 6. Gene records from different sources.

Figure 7. The Gene Normalizer - identifying a shared concept 
supports a publicly accessible normalization service 
at normalize.cancervariants.org/gene


