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Supplementary Figure 1 

Uncropped scans with size markers. 

Supplementary Table 1 

Results of haploid genetic screen for ANDV entry. The number of mutations retrieved from 

HAP1 cells selected with rVSV-ANDV Gn/Gc was compared per gene to a dataset of unselected 

HAP1 cells. A one-sided Fisher's exact test was used to gauge the enrichment of mutations in a 

selected versus the unselected population. P-values are false discovery rate (FDR)-corrected. 

Please see associated Excel file. 
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Supplementary Figure 1: Uncropped scans with size markers.
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