
 



 



 



Supplemental Figure S1. Mass spectrometry-based identification of Y97 and S98 

phosphorylation sites in LASV Z. Low energy collision-induced dissociation MS/MS spectra of 

the doubly-digested (trypsin and chymotrypsin) peptide ions harboring (A) phosphorylated Y97, 

(B) unphosphorylated Y97 and S98, or (C) phosphorylated S98 on LASV Z protein. Tables 

indicate the theoretical m/z values for the fragment (1+ and 2+) ions. Red and blue font indicate 

observed values. S# and Y# denote phosphoserine and phosphotyrosine, respectively. Peptides 

include five amino acids (DPAFLY) of the affinity tag at the C-termini. Green triangles indicate 

the m/z values of the precursors. Precursor charge states and SEQUEST XCorr values are 

indicated. 

  



 



 



Supplemental Figure S2. Mass spectrometry-based identification of S18 phosphorylation site in 

LASV Z. Low energy collision-induced dissociation MS/MS spectra of the tryptic peptide ions 

harboring (A) phosphorylated or (B) unphosphorylated serine 18 on the LASV Z protein. Tables 

indicate the theoretical m/z values for the fragment (1+) ions. Red and blue font indicate observed 

values. S# denotes phosphoserine. Green triangles indicate the m/z values of the precursors. 

Spectra include cysteine with a mass increase of 71 Da for acrylamidation or 57 for 

carbamidomethylation. Major peaks unexplained by y- and b-type ions are labeled in A. Precursor 

charge states and SEQUEST XCorr values are indicated. 


