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Supplemental Figure 1. N-glycan structure interpretation of three human THP-1 macrophage subtypes. (A, B)
Distributions of different glycan subtypes in various macrophage subtypes. (C, D) Distributions of four core structures and
the top 10 branch structures (including the null &) identified in the different macrophage subtypes. The percentages in A-
D were calculated on the basis of the numbers of PSMs. F: Fucose and S: Sialic acid.
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Supplemental Figure 2. Three representative MS/MS spectra for the identification of bisected GIcNAc. Upper:
peptide sequence identification using a MS/MS spectrum of high HCD energy (HCD=33%). Lower: glycan structure
determination using MS/MS spectra of low HCD energy (HCD=20%). Related to Fig. 4A.
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Supplemental Figure 3. N-glycan structures on Asn-192 and Asn-200 of PD-L1. Peptide was modified by N2Hs,
NsHsF3S1, or NaHsFsS1. Upper: peptide sequence identification using a MS/MS spectrum of high HCD energy (HCD=33%).
Lower: glycan structure determination using MS/MS spectra of low HCD energy (HCD=20%). Related to Fig. 7A.



