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Supplemental Figure S1. A. Diagram representing the main steps of data processing for generating 
scatterplot of two datasets. The Trans-Proteomic Pipeline (TPP) was used as the core for major steps of 
phosphoeptide identification, quantification and phosphosite localization. Output tables (pep.xml) from 
TPP were further processed and results were organized using R-scripts described in the diagram.
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SUPPLEMENTAL FIGURE 2
Corresponding to Figure 5
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Supplemental Figure S2 (related to Figure 5).
A. Scatterplot of outer parabolas chosen for FDR filtering.  Parabolas used in the analysis are highlight-
ed in blue.
B. Graph indicating estimated FDR along parabolas with increasing aperture tightness.
C. Scatterplot of inner parabolas chosen for FDR filtering. 
D. Graph indicating estimated FDR along parabolas with increasing aperture tightness and distance of 
vertex from origin.
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SUPPLEMENTAL FIGURE 3
Corresponding to Figure 6
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Supplemental Figure S3 (related to Figure 6).
A. Uniprot keyword enrichment analysis performed on all Mec1-dependent (Q1) non-S/T-Q consen-
sus phosphorylation sites from Figure 6A.
B. Pie chart showing proportion of nuclear proteins (GO Cellular Location) in regulated (log2 ratio 
>1.0) non-SQ sites from the Mec1 experiment.
C. String analysis of proteins with Mec1-dependent phosphorylation in non-S/T-Q consensus, 

Non-nuclear

Nuclear

Proteins with
Mec1-dependent

S/T-Q Sites



SUPPLEMENTAL FIGURE 4
Corresponding to Figure 6
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Supplemental Figure S4 (Related to Figure 6).
String analysis of proteins with phosphorylation in Q3 (induced in rad9Δ mec1Δ cells) 
related to telomere maintenance and/or DNA double strand break repair.
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