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INTRODUCTION
•

•

•

The pathogenesis of thumb carpometacarpal osteoarthritis
(CMCOA) is partly genetic, however the exact genes and the
increased risk of undergoing future surgery conferred to a
family member of an affected individual remains unclear.
Therefore, our primary purpose was to quantify the elevation
in familial risk of thumb CMC OA among first-, second-, and
third-degree relatives of affected individuals.
Secondarily, we identified demographic and comorbidity risk
factors associated with thumb CMCOA.

RESULTS
• We identified 4227 affected individuals linked to 550 unrelated high-risk pedigrees with increased incidence of thumb
CMCOA.
• Familial risk of thumb CMCOA was significantly elevated among individuals with an affected first-degree (RR 3.66, 95%
CI 2.73 to 4.90; p < 0.001) or third-degree relative (RR 1.19, 95% CI 1.01 to 1.40; p < 0.001), but not second-degree
relative (RR 1.25; 95% CI 0.89 to 1.76; p = 0.197).
• Independent of familial involvement, White race, non-Hispanic ethnicity, obesity, and current or past tobacco use were
associated with a significantly greater risk of thumb CMCOA (Table 1).

CONCLUSIONS

• These findings further support
genetic basis for thumb CMCOA.

a

• First-degree relatives of affected
individuals had a 3.66-fold greater risk
of undergoing surgery for thumb CMC
OA.
• We also identified White race, nonHispanic ethnicity, obesity, and tobacco
use as independent demographic and
comorbidity risk factors.

MATERIALS & ETHODS

• Sequencing of high-risk pedigrees is
underway to identify specific genetic
variants associated with thumb
CMCOA, which may guide the
development of improved therapeutic
strategies in the future.

• Thumb CMCOA patients were mapped to pedigrees to identify
high-risk families with an increased incidence of thumb CMCOA
relative to control pedigrees, as defined by a familial
standardized incidence ratio ≥ 2.0.
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