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Analysis of immune microenvironment of NF2-related tumor
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This study described 1) the correlation between variant allele frequency
with NF2 mutation and NF2-related tumor behavior and 2) the evaluation of immune microenvironment of
NF2-related meningioma, comparing with those of sporadic NF2 mutated meningiomas. Firstly, we found
that the highly diverse phenotype of NF2 could be resulting from the extent of VAF in the NF2
variant within normal tissue DNA. Secondly, we found that NF2-related meningioma had different
immune status from those of sporadic NF2 mutated meningiomas.
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Targeted deep sequencing of DNA from multiple tissue types improves the diagnostic rate and 2020
reveals a highly diverse phenotype of mosaic neurofibromatosis type 2
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