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NM_001754.5(RUNX1):c.84T>C is a synonymous variant which has a SpliceAl score = 0.20 (0.11) (BP4, BP7). This variant is completely
absent from all population databases with at least 20x coverage for RUNX1 (PM2_supporting). In summary, this variant meets criteria to be
classified as likely benign. ACMG/AMP criteria applied, as specified by the Myeloid Malignancy Variant Curation Expert Panel for RUNX1:
BP4, BP7, PM2_supporting.

Met criteria codes

BP4 D v This is a synonymous variant that is not predicted to impact splicing. (SpliceAl < 0.2)
BP7 D v The SpliceAl score is <0.2
PM2_Supporting D v This variant is completely absent from gnomAD with at least 20x coverage for RUNX1 (PM2_supporting).

Not Met criteria codes

PS1 D X This is a synonymous variant.

PS2 X There are no published case studies as of 24/01/2023 that have included this variant.
PS3 B0 x There is no literature as of 24/01/2023 that have studied this variant.

PS4 D % As of 24/02/2023 there are no reports of this variant in the literature.

BP3 P 4 This rule is not applicable for MM-VCEP

BP1 % This rule is not applicable for MM-VCEP.

BP2 D % There are no published studies as of 24/01/2023 that have included this variant.

BP5 P 4 This rule is not applicable for MM-VCEP

PP1 D % There are no published case studies as of 24/01/2023 that have included this variant.
PP2 4 This rule is not applicable for MM-VCEP.

PP3 D P 4 This synonymous variant is not predicted to impact splicing.

PP4 % This rule is not applicable for MM-VCEP

BAl D X Allele is absent from EXAC, 1000Genomes and ESP.



PM6 G b There are no published case studies as of 24/01/2023 that have included this variant.

PM1 P 4 This variant is not within one of the established hot spots.
PM3 % This rule is not applicable for MM-VCEP
PM5 G 4 This is a synonymous variant.

PM4 B P 4 Variant is a synonymous variant not resulting in in-frame del/insertions or stop-loss.
BS2 % This rule is not applicable for MM-VCEP

BS1 a % Allele is absent from ExAC, 1000Genomes and ESP.

BS4 a % There are no published case studies as of 24/01/2023 that have included this variant.
BS3 a 4 There is no literature as of 24/01/2023 that have studied this variant.

PVS1 a 4 This is a synonymous variant.
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The information on this website is not intended for direct diagnostic use or medical decision-making without review by a genetics professional. Individuals should not change their health behavior solely on the basis
of information contained on this website. If you have questions about the information contained on this website, please see a health care professional.
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