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Evidence submitted by expert panel

Myeloid Malignancy VCEP

NM_001754.5(RUNX1):c.227G>C (p.Arg76Pro) is a missense variant. This variant is completely absent from all population databases with
30x coverage for RUNX1 in gnomAD v2.1.1 and v3.1.2 (PM2_supporting). The REVEL score is = 0.88 (0.906) (PP3). In summary, the clinical
significance of this variant is uncertain. ACMG/AMP criteria applied, as specified by the Myeloid Malignancy Variant Curation Expert Panel
for RUNX1: PM2_supporting, PP3.

Met criteria codes

PP3 D v This missense variant has a REVEL score = 0.88 (0.906) (PP3). SpliceAl score is < 0.38 (0).

PM2_Supporting D v This variant is completely absent from all population databases with 30x coverage for RUNX1 in gnomAD v2.1.1 and
v3.1.2 (PM2_supporting).
Not Met criteria codes

PS1 D P 4 No code specific comments provided, please refer to the summary above or general recommendations provided in
the guideline

PS2 % To our knowledge, no publication has reported this variant to date.

PS3 D b To our knowledge, functional assays have not been reported for this variant.

PS4 D X Clinvar has one entry for this variant but the affected status is unknown. To our knowledge, no publication has
reported this variant to date.

BAl D X This variant is completely absent from all population databases with 30x coverage for RUNX1 in gnomAD v2.1.1 and
v3.1.2 (PM2_supporting).

PP1 D b To our knowledge, no publication has reported this variant to date.

PP2 X This rule is not applicable to the MMVCEP.

PP4 % This rule is not applicable to the MMVCEP.

PM1 X This variant does not reside within a region of RUNX1 that is defined as a mutational hotspot or critical functional
domain by the ClinGen MMVCEP.

PM3 % This rule is not applicable to the MMVCEP.”

PM5 D x



Another missense variant [c.226C>T, p.Arg76Cys] in the same codon but the affected status is unknown (ClinVar
Variation ID 576717). However, this other variant has not (yet) met the criteria to be classified as pathogenic or
likely pathogenic by the ClinGen MMVCEP.
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This is a missense variant.

To our knowledge, no publication has reported this variant to date.

To our knowledge, no publication has reported this variant to date.

This variant is completely absent from all population databases with 30x coverage for RUNX1 in gnomAD v2.1.1 and
v3.1.2 (PM2_supporting).

To our knowledge, no publication has reported this variant to date.

To our knowledge, this variant was not evaluated in transactivation assays.

This missense variant has a REVEL score = 0.88 (0.906) (PP3). SpliceAl score is < 0.38 (0).

This rule is not applicable to the MMVCEP.

This rule is not applicable to the MMVCEP.

To our knowledge, no publication has reported this variant to date.

This is a missense variant.

This rule is not applicable to the MMVCEP.

This is a missense variant.
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