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Supplementary Figure 1. Overview of top and bottom ranked sketch parameter adjustments by aggregate score for the large dataset 1 example.

(a) Scatterplot of sketch size (ranging from 50 to 10,000) and Scanorama integration time in seconds. (b) Single-cell integration benchmarking (Scib) metrics

was applied to assess the quality of the Scanorama-integrated 26 single-cell datasets with a range of sketching subsamples.

Metrics are divided into bio conservation and batch correction categories. Aggregate scores are computed using a 40/60 weighted mean

of the category scores as done by Luecken et al.3 The color code represents the range of values for each metric. Circles accompanying metric values are
color-coded using a Purple-Green colormap (PRGn). The colormap spans a range of 2.5 standard deviations from the mean, where higher values are

depicted in shades of green, and lower values in shades of purple. For the "Total" aggregate score, represented by bars in the figure, a distinct color scheme

is applied. The color of the bars is determined by the Yellow-Green-Blue color map (YIGnBu). This color code reflects a weighted combination of "Batch correction”
and "Bio conservation" scores. Higher "Total" scores are depicted shades of blue, while lower scores are in shades of yellow-green.
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Supplementary Figure 2. Overview of top and bottom ranked parameter adjustments by aggregate score for the large dataset 1 example.

Single-cell integration benchmarking (Scib) metrics was applied to assess the quality of the Scanorama-integrated 26 single-cell datasets from 9 different technologies.
Metrics are divided into bio conservation and batch correction categories. Aggregate scores are computed using a 40/60 weighted mean of the category scores as done
by Luecken et al.3 The color code represents the range of values for each metric. Circles accompanying metric values are

color-coded using a Purple-Green colormap (PRGn). The colormap spans a range of 2.5 standard deviations from the mean, where higher values are

depicted in shades of green, and lower values in shades of purple. For the "Total" aggregate score, represented by bars in the figure, a distinct color scheme

is applied. The color of the bars is determined by the Yellow-Green-Blue color map (YIGnBu). This color code reflects a weighted combination of "Batch correction”

and "Bio conservation" scores. Higher "Total" scores are depicted shades of blue, while lower scores are in shades of yellow-green.
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Supplementary Figure 3. Benchmarking results for the small and large dataset.

Single-cell integration benchmarking (Scib) metrics was applied to assess the quality of the superiority of Scanorama integration method against other integration methods,
scANVI, scVI and Harmony. Metrics are divided into bio conservation and batch correction categories. Aggregate scores are computed using a 40/60 weighted mean of the
category scores as done by Luecken et al.3 The color code represents the range of values for each metric. Circles accompanying metric values are

color-coded using a Purple-Green colormap (PRGn). The colormap spans a range of 2.5 standard deviations from the mean, where higher values are

depicted in shades of green, and lower values in shades of purple. For the "Total" aggregate score, represented by bars in the figure, a distinct color scheme

is applied. The color of the bars is determined by the Yellow-Green-Blue color map (YIGnBu). This color code reflects a weighted combination of "Batch correction”

and "Bio conservation" scores. Higher "Total" scores are depicted shades of blue, while lower scores are in shades of yellow-green.
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