Barbosa et al (2016) The ceramide-activated protein phosphatase Sit4p controls lifespan, mitochondrial function and cell cycle progression by regulating
hexokinase 2 phosphorylation. Cell Cycle

Supplemental Table S1. Identification of proteins differentially expressed in sit4A cells by MALDI-MS/MS.

Proteins were isolated from S. cerevisiae BY4741 and sit4A cells grown to exponential phase in YPD medium and separated by
two-dimensional electrophoresis. Proteins were visualized by silver staining. Gel was scanned using a densitometer, images were
converted to TIFF format and PDQuest v7.3 software was used for quantification of spot intensities. Proteins were identified by
MALDI-TOF/TOF.

Gel spot  Accession no. Protein name Protein Function MW pl Fold S.D.
Change
Proteins downregulated
1 0i|6320846 Ntf2p Nuclear Transport Factor 2 14444 45 0,19 0,18
2 0i|6323138 Ahp1p Thiol-specific peroxiredoxin 19274 5.0 0,20 0,12
3 gi|6322794 Tmai9p Protein that associates with ribosomes 18786 4.4 0,36 0,09
4 gi|6319315 Efb1p Translation elongation factor 1 beta 22670 4.3 0,53 0,03
5 0i|6323138 Ahpip Thiol-specific peroxiredoxin 19274 5.0 0,45 0,19
6 0i|6323138 Ahpip Thiol-specific peroxiredoxin 19274 5.0 0,29 0,01
7 0i|6323208 YIr179¢cp Protein of unknown function 22251 4.8 0,25 0,17
8 gi|6322707 Mrp8p Putative mitochondrial ribosomal protein 25082 4.7 0,28 0,05
9 0i|6322531 Lialp Deoxyhypusine hydroxylase 36313 4.8 0,35 0,14
10 0i|6323077 Rps0bp Protein component of the small (40S) ribosomal subunit 28002 4.7 0,54 0,05
11 0i|6319698 Pdb1p E1 beta subunit of the pyruvate dehydrogenase (PDH) 40086 5.2 0,35 0,14
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