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Introduction Methods
e In 2021, the American College of Medical Genetics and Genomics published clinical guidelines which « We conducted a retrospective cohort analysis of children less than 18 years old with ID/DD enrolled in Texas

Medicaid across three sequential 6-month time periods (early, mid, late) after Texas changed the Medicaid
medical policy on September 1, 2024 to cover GS.

recommended that genome sequencing (GS) and exome sequencing (ES) should be considered as first-tier tests
for children with intellectual disability and developmental delay (ID/DD).’

 Compared to ES or other traditional testing approaches, GS enables a more comprehensive analysis of multiple e Clinical records were reviewed to determine whether the individual had genetic testing prior to undergoing GS.
variant types within a single test, allowing for higher diagnostic yields.?? Cases were excluded if genetic testing history was not specified.

 More recently, health insurance policies, including Texas Medicaid, have started to include coverage of GS for e GS results were recorded. Positive results included pathogenic or likely pathogenic variants associated with
specific clinical indications such as |ID/DD. the clinical indication, indeterminate results included variants with uncertain clinical significance, and negative

 The objective of this research is to examine patterns in the utilization of GS for children with ID/DD, including age results did not have findings related to the clinical indication.

at testing, prior genetic testing history, and diagnostic yield, following the implementation of GS coverage through e Age at testing and diagnostic yield were compared across prior testing categories, and ES utilization
Texas Medicaid policy. was examined across time periods.

 Welch two-sample t-tests and chi-square tests were used to assess significant differences.

Results

Figure 5. Results of GS for children with ID/DD across those with and
without prior genetic testing.

Table 1. Number of children who were documented to
have each genetic test prior to GS.

Figure 1. Number of children with ID/DD who had Texas Medicaid and underwent GS across three
post-policy implementation periods.
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Figure 2. Proportion of children

who had genetic testing prior to
GS and those who had GS as a

Figure 3. Mean age at time of GS for children with and
without prior genetic testing.

Figure 4. The proportion of children with prior genetic
testing who underwent ES before GS significantly
decreased across the three time periods (p < .05).
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Children with no prior genetic testing were significantly C
younger at time of GS compared to children with prior ® gy Among those with prior genetic testing, 11.7% had a new genetic diagnosis by GS
testing (p < .05). Early Mid Late that had not been established by previous genetic testing.
Post-Policy Implementation Time Period
Conclusions

« Among Texas Medicaid-insured children with ID/DD, the likelihood of having no prior genetic testing before GS appears to be influenced by age, suggesting differential diagnostic opportunity rather than access gaps alone.
 The decreasing proportion of children in this cohort having ES before GS aligns with the Medicaid policy, as well as the enhanced identification of variants through GS compared to ES.

 These findings support earlier, proactive genetic testing strategies by providers with Texas Medicaid-insured children to mitigate age-related diagnostic delays, reduce prolonged diagnostic odysseys, and improve care
coordination for children with |ID/DD.
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