Figure 1: A genome-wide CRISPR/Cas9 screen identifies the UFM1 pathway
to affect HCMV US2-mediated degradation of HLA class |
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Figure 1 (continued)
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Figure 2: US2-mediated HLA class | expression is rescued upon knockout of
multiple players in the UFMylation pathway
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Figure 3: Clonal knockout cell lines for UFM1 and UBA5 show stable
HLA-I rescue in the presence of HCMV US2
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Figure 4: HLA class |, US2, and p97 are not UFMylated in US2-expressing cells
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Figure 5: Mass spectrometry identifies ribosomal UFMylation in the

presence of US2
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Figure 6: Functional UFM1 is required for efficient HLA class | dislocation

to the cytosol
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