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Extract genes by canonical coding region
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Annotate with conservation score
binary; 0 for variant reported, 1 for conserved
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Flag variants with multiple alt alleles
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Select window size for mutation rate
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Gene, Status,
RAG1, Unmutated, 584,
RAG1, Mutated,
RAG2, Unmutated, 295,
RAG2, Mutated,

459,

232,

Percentage_of _mutated_variatns.csv

value Total, Percentage

1043, 56
1043, 44
527, 56
527, 44

AN

Ratio_of _mutation.csv

Gene, Amio, Mutant, WT, Rate_mutated

RAG1, Ala, 28,

40, 0.411764706

Y

Residue_frequency.csv

B Gene, Amino, Count, Frequency
Population_genetics.csv RAGI1, Ala, 68, 0.065196548
RAG1, Arg, 66, 0.063279003
Gene, Res, WT, Alt, multiallele, C, AF RAG1, Asn, 38, 0.036433365
RAG1, 3, Ala, NA, NA, 1,0 |
RAG1, 4, Ser, NA, NA, 1,0
RAG1, 5, Phe, Leu, NA, 0, 7.96e-6 Y Y
RAG1, 6, Pro, Ser, NA, 0, 3.98e-6 .
RAGL. 7. Pro. NA. NA 1.0 Combine C x Mr x Rf
MRF.csv B
Gene, Res, WT, Alt, multiallele, C, MRF
RAG1, 2, Ala, NA, NA, 1,0
RAG1, 3, Ala, NA, NA, 1,0 <€
RAG1, 4, Ser, NA, NA, 1, 0.041
RAG1, 5, Phe, Leu, NA, 0, 0.013
RAG1, 6, Pro, Ser, NA, 0, 0.028
RAG1, 7, Pro, NA, NA, 1, 0.028
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