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Representation of 'SARS-CoV-2-related disease’ classification in
Goals Mondo

Recent efforts sought to improve the representation of ‘viral

infectious diseases’ in Mondo, to properly represent primary viral disease or

infections, diseases caused by reactivation of a latent virus, such as e

shingles and diseases caused by aftereffects of a primary infection is_a

such as long COVID-19. This included the addition of new classes e
and new relations (object properties), and the creation of new is. a ’
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viral infectious

lines - inferred | disease i

classes. Oval- ' nonporozien Co ntact Us

shaped boxes <7 a

indicate terms that - i i i

overlap in both o S e nicole@tislab.org ‘ > github.com/monarch-
figures. : rom Sab”na@“Slab'org initiative/mondo

ACKNOWLEDGEMENTS:

Monarch is supported generously by a NIH Office of the Director Grant #5R240D011883 and the Phenomics First Resource (a Center of Excellence in Genomic Science), Grant# NIH-NHGRI # 1 RM1 HG010860-01,.




