Supplementary Data 1. Summary of statistics of five linear mixed-effects models (Model 1 to Model
5) based on the dataset compiled by the original author. The coding of response variables in each
model is consistent with that in Table 1 of the main text. For the random effect, the size of the
variance components is shown. For each fixed effect, the estimate with its standard error (SE), t-
value, and corresponding p-value are shown (two-sided tests; no adjustments were made for

multiple comparisons).

Supplementary Data 2. Output summary of multivariate phylogenetic models estimating
phylogenetic correlations based on the dataset compiled by the original author. Here, the species
tree was inversed into a phylogenetic covariance matrix and added as a random effect. The
'phylogenetic signal' of each response variable (grey background) and 'phylogenetic correlations'
between these three response variables are shown. The coding of response variables in each model
is consistent with that in Table 1 of the main text. For each fixed effect, the estimate with its standard
error (SE) and corresponding p-value are shown (two-sided tests; no adjustments were made for

multiple comparisons).

Supplementary Data 3. Output summary of five linear mixed-effects models (Model 1 to Model 5)
by excluding uncertain species based on the dataset compiled by the original author. The coding of
response variables in each model is consistent with that in Table 1 of the main text. For random
effects, the size of the variance component is shown. For each fixed effect, the estimate with its SE,
the t value, and the corresponding p-value are shown (two-sided tests; no adjustments were made

for multiple comparisons).

Supplementary Data 4. Output summary of five linear mixed-effects models (Model 1 to Model 5)
by checking the interactions between research effort and sexual selection/the three parental care
categories directly. The analysis was based on the dataset compiled by the original author. The
coding of response variables in each model is consistent with that in Table 1 of the main text. For
random effects, the size of the variance component is shown. For each fixed effect, the estimate with
its SE, the t value, and the corresponding p-value are shown (two-sided tests; no adjustments were

made for multiple comparisons).

Supplementary Data 5. Summary of statistics of five phylogenetically controlled regression models
(Model 1 to Model 5) based on the dataset compiled by the independent author. The coding of
response variables in each model is consistent with that in Table 1 of the main text. For the random
effect (i.e., the phylogenetic tree), the estimated A is shown. For each fixed effect, the estimate with
its standard error (SE), t-value, and corresponding p-value are shown (two-sided tests; no
adjustments were made for multiple comparisons). Note that, for each model, we ran the model
using 100 different phylogenetic trees from Jetz et al. (2012). Results are therefore based on mean

estimates for predictor slopes and model-averaged standard errors.



Supplementary Data 6. Summary of statistics of five phylogenetically controlled regression models
(Model 1 to Model 5) based on the common data entries between two independent datasets compiled
by the original author and the independent author, respectively. The coding of response variables in
each model is consistent with that in Table 1 of the main text. For the random effect (i.e., the
phylogenetic tree), the estimated A is shown. For each fixed effect, the estimate with its standard
error (SE), t-value, and corresponding p-value are shown (two-sided tests; no adjustments were
made for multiple comparisons). Note that, for each model, we ran the model using 100 different
phylogenetic trees from Jetz et al. (2012). Results are therefore based on mean estimates for

predictor slopes and model-averaged standard errors.



