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Pat.ID gene transcript ID transcript variant protein variant dbSNP-ID gnomAD Frequency CADD_Score PolyPhen2_Pred SIFT_Pred

P.4 TNFRSF13B NM_012452.ex.2c.542C>A A181E RS72553883 3.66E-03 22,800benign D

P.51 TNFRSF13B NM_012452.ex.3c.310T>C C104R RS34557412 3.21E-03 25,900probably damaging D

P.83 TNFRSF13B NM_012452.ex.4c.542C>A A181E RS72553883 3.66E-03 22,800benign D

P.98 TNFRSF13B   NM_012452 c.443C>T P148L RS200173159 7.95E-05 22,800possibly damaging T

P.113 TNFRSF13B NM_012452.ex.3  c.290C>G P97R . 8.24E-06 24,600probably damaging D

P.116 TNFRSF13B NM_012452.ex.4c.542C>A A181E RS72553883 5.36E-03 22,800benign D

P.128 TNFRSF13B NM_012452.ex.2c.184T>C C62R . . 24,200probably damaging D

P.146 TNFRSF13B NM_012452.ex.2c.542C>A A181E RS762489391 5.36E-03 22,800benign D

P.153 TNFRSF13B NM_012452.ex.4c.542C>A A181E RS72553883 5.36E-03 22,800benign D

P.185 TNFRSF13B NM_012452.ex.3c.431C>G S144* RS104894650 3.00E-05 35,000NA T

P.193 TNFRSF13B NM_012452.ex.3  c.204_205insA   L69Tfs*12 RS34557412 3.89E-04 25,900probably damaging D

P.193 TNFRSF13B NM_012452.ex.3c.310T>C C104R 3.21E-03 25,900probably damaging D

P.198 TNFRSF13B NM_012452.ex.4c.605G>A R202H RS104894649 7.69E-04 22,800benign T

P.228 TNFRSF13B NM_012452.ex.3c.310T>C C104R RS34557412 3.21E-03 25,900probably damaging D

P.231 TNFRSF13B NM_012452.ex.3  c.204_205insA L69Tfs*12 . 4.00E-04 28,600NA NA

P.231 TNFRSF13B NM_012452.ex.3c.310T>C C104R RS34557412 3.21E-03 25,900probably damaging D

P.240 TNFRSF13B NM_012452.ex.3c.310T>C C104R RS34557412 3.21E-03 25,900probably damaging D

P.242 TNFRSF13B   NM_012452   c.214C>T   R72C  . 6.02E-05 24,500possibly damaging D

P.245 TNFRSF13B NM_012452.ex.4c.542C>A A181E RS72553883 3.66E-03 22,800benign D

P.282 TNFRSF13B NM_012452.ex.2c.198C>A C66* RS144718007 8.25E-06 36,000NA T

P.284 TNFRSF13B NM_012452.ex.3c.260T>A I87N RS72553877 2.00E-04 25,200probably damaging D

P.286 TNFRSF13B NM_012452.ex.3c.236A>G Y79C RS72553876 2.00E-04 24,500probably damaging D


