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Supplementary Figure 1: Prediction performance of individual-20K models. a The four regions
for which we built encoding models - one early visual region (V1v) and three higher order regions
(FFA1, EBA and PPA). b Individual-20K accuracies of each of the 8 NSD subjects (indicated by x-
axis labels S1 to S8) for FFA1, EBA, PPA and V1v. ¢ Top 10 images that maximize the predicted
activation in FFA1, EBA, PPA and V1v for S1 and S2.
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NSD i sorted by predicted activations for each subject (row) and each regions.

DR PR ke
EAE-ERRL DN A
M B A
0

NSD i sorted by ed activations for each subject (row) and each regions.

Supplementary Figure 2: Top 10 images for NSD subjects. a, b, ¢, d Images that give highest
predicted activation in FFA1, EBA, PPA and V1v regions using the individual-20K encoding model.
e, f, g, h Images that give highest predicted activation in FFA1, EBA, PPA and V1v regions using
the fMRI measurement.
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Supplementary Figure 3: Top 10 images for 6 NeuroGen subjects. a, b, ¢, d Images that give
highest predicted activation in FFA1, EBA, PPA and V1v regions using the linear ensemble en-
coding model.
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Supplementary Figure 4: Comparison of linear encoding model (ImageNet feature extractor
with fixed, pre-trained weights) and non-linear encoding model (ImageNet feature extractor
weights were finetuned on the individual’s data).
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Supplementary Figure 5: Relationship between number of pretrained encoding models in-
cluded in the linear ensemble approach and prediction accuracy and prediction consistency.
a,b,c,d,e NSD subjects. f,g,h,i,j NeuroGen subjects. Error bars represent the standard devia-
tion of the group of subjects.
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Supplementary Figure 6: Weights for the linear ensemble models. aNSD subjects; b NeuroGen

subjects.
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a OFA top 25 images

Each row represents a subject.

Supplementary Figure 7: Top 25 synthetic images using NeuroGen with linear ensemble mod-
els for NeuroGen subjects.
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Supplementary Figure 8: Model accuracy on FFA1 comparison with an additional deep-
ensembled individual-20K model (average of 7 individual-20K models trained with varied ini-
tializations) for all 8 NSD subjects.
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Supplementary Figure 9: Reliability of inter-subject correlation of fMRI measurement. a The
relative error in the ISC-measurements (original value - reshuffled value)/original value, across
all pairs of subjects and all regions. b The distribution of the individual-20K model’s prediction
consistency calculated using the 1000 subsamples (original value using all the data is in red).



