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Explore the distribution of

clinically observed alterations
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Alterations Dissases Drugs

Explors Alterations
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HSMD v1.1 Statistics
Mutation Type Number of Entries (Previously)
vl v1.0
Mutations 1,392,315 (1,283,666)
Genes 1,481 (1,476)
Drugs 1986 (1,946)
Clinical Trials 7,413 (7,031)
Alterations 3,786,665 (3,402,718)
New Disease Subtypes 11,340 (10,831)
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Rapidly drill down to

variant-level information
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Alteration Detals

100165
=)
a2
rer

Sort variant-and gene-level literature for

relevant

HSMDE Z& amo=z e Ho|
| =

iblograhy

- I
]
o
Q
T
T
=
()
<
(17
o
o
=
(=
«Q
7]
Q
=]
o
)
=
L
o]
o
o

— [yl

—
ootod 501y, 2l2fd of=0i| thet gtaa 2t 2ol o

sorch Gene, Aroron, Dssae, Drg orCiicl Tl

H

QIAGEN®

Prioritize genes or mutations based on

a combination of distinct attributes
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Functional impact
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