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List of Supplemental Tables. Tables are provided in a separate Excel file.

Supplemental Table 1. Acute sleep deprivation events with top 3 Google Trends and television
broadcasts of the prior day. P2+: People ages 2 and up from Nielsen ratings.

Supplemental Table 2. ASDE and reference dates populated with average weekly positive flu
tests weighted for block length.

Supplemental Table 3. Phenome-wide analysis of new diagnoses in the 10-day period following
the pooled ASDEs. P-value was calculated from McNemar's test. P-value < 1.65 x 10°
(0.05/3,036) was considered statistically significant.

Supplemental Table 4. Event dates and reference dates for political ASDEs and Thanksgiving.

Supplemental Table 5. Participant characteristics in the Fitbit, Matched EHR, and Total EHR
cohorts. Participants from the Total EHR cohort were matched up to 5 to 1 with Fitbit participants
along age, sex, race, time zone, and education to select the Matched EHR cohort. Data are mean
+ standard deviation or n (%).

Supplemental Table 6. Sleep and circadian common variants.

Supplemental Table 7. ASDE sleep deprivation genotypes. Sleep ratio is average ASDE minutes
slept in genotype versus All of Us population. P-values were calculated by Mann Whitney test and
adjusted for false discovery rate by Benjamini-Hochberg method. Adjusted P-value < 0.05 was
considered statistically significant.

Supplemental Table 8. Odds ratios and confidence intervals of influenza healthcare visit as a
function of post-ASDE time period adjusted for time-weighted average weekly positive influenza
tests, age, sex ploidy, and genomic ancestry prediction in a zero-intercept generalized estimating
equation model (n = 204,478).

Supplemental Table 9. Odds ratios and confidence intervals of influenza healthcare visit in short
sleep genotype quantile 1 (n = 110,385) as a function of post-ASDE time period adjusted for time-
weighted average weekly positive influenza tests, age, sex ploidy, and genomic ancestry
prediction in a zero-intercept generalized estimating equation model.

Supplemental Table 10. Odds ratios and confidence intervals of influenza healthcare visit in
short sleep genotype quantile 2 (n = 94,093) as a function of post-ASDE time period adjusted for
time-weighted average weekly positive influenza tests, age, sex ploidy, and genomic ancestry
prediction in a zero-intercept generalized estimating equation model.

Supplemental Table 11. Odds ratios and confidence intervals of influenza diagnosis as a function
of short sleep genotype quantile*post-ASDE time period adjusted for time-weighted average
weekly positive influenza tests, age, sex ploidy, and genomic ancestry prediction in a zero-
intercept generalized estimating equation model (n = 204,478).



Supplemental Figure Legends:

Supplemental Figure 1. Population sleep duration during post-ASDE periods. Mean sleep
duration was plotted as a percentage of LOESS regression-predicted sleep duration for
weeknights of each post-ASDE period (A-W). Axes are labeled with the first and last date of
each post-ASDE period with ticks at 1-day intervals. Error bands show plus or minus 1 standard
deviation. ASDE dates are highlighted in red. Dark blue gaps denote weekends.



Supplemental Figure 1.
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