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Supplementary Figure S1. PHLPP1 regulation under ER stress conditions and in human 

atherosclerotic plaques. Related to Figure 1.  

A-B) Time kinetics of PHLPP1 mRNA (A) and protein (B) levels upon treatment with 2 µM 

thapsigargin along with quantification (bottom); Statistical analysis was performed using one 

way ANOVA followed by Bonferroni multiple comparisons test (*p<0.05, **p<0.01, 

***p<0.001 vs 0 h; ap<0.05 vs 3 h) 

C) Densitometric quantification of Figure 1D: Top panel: PHLPP1 and other non-ER stress 

proteins; Bottom Panel: ER stress proteins.  

D) Densitometric quantification of Figure 1H.  



E) PHLPP1 expression levels in human atherosclerotic plaques (Data re-analysed from Sulkava 

M et al., Sci Rep. 2017 Jan).  

Data are a representative of three independent experiments. Numerical data are expressed as 

mean ± SEM. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Supplementary Figure S2. Multiple sequence alignment of PHLPP1 promoter region. 

Related to Figure 1. 

Multiple sequence alignment of PHLPP1 promoter region from three different species with 

ChREBP binding site highlighted 

 

 

 

 

 

 

 

 



 

Supplementary Figure S3. Pathway Analysis of set 1 and 2 RNA-seq data along with set 

3 validation. Related to Figure 3. 

A-B) Top 20 affected pathways in set 1 (A) and set 2 (B) were identified using Enrichr tool 

by submitting the differentially altered genes from set 1 and 2 (cut-off: Fold Change > 1.5, 

FDR: 0.05). KEGG pathway 2021 human pathway tool was used to analyze the possible 

disease conditions.  

C) Validation of RNA-seq data in set-3 (control cells treated with OxLDL and PHLPP1 

knockdown cells treated with OxLDL (100μg/ml) for 24 h); Statistical analysis was 

performed using two tailed t-test. (*p<0.05 vs sh-Luc+OxLDL). 

Data are a representative of three independent experiments. Numerical data are expressed as 

mean ± SEM. 

 

 



 

Supplementary Figure S4. In silico analysis of the impact of PHLPP1 on transcription 

factors highlighting ChREBP as a potential PHLPP1 substrate. Related to Figure 5. 

A) Analysis of target genes of enriched transcription factors. 

B) Analysis of PHLPP1 putative target site of ChREBP (pSer196). 

 

 

 

 

 



 

Supplementary Figure S5. Impact of ChREBP and AMPK on lipid markers. Related to 

Figure 5. 

A-B) Densitometric quantification of Figure 5G (A) and 5K (B).  

C) Densitometric quantification of Figure 5M.  

D) Densitometric quantification of CD36 and FASN upon Activator 3 (Act3) treatment for 3 

hours in PHLPP1 over-expressed cells (Figure 5M).  

Data are a representative of three independent experiments, unless specified. Numerical data 

are expressed as mean ± SEM. 

 

 

 

 



 

 

 

Supplementary Figure S6. Generation of PHLPP1-knockout zebrafish and phlp-2 

deficient C. elegans. Related to Figure 7. 

A) Representation of CRISPR-Cas9 mediated generation of PHLPP1-knockout zebrafish. 

Screening for PHLPP1 gene indels was assessed using Heteroduplex Mobility Assay (HMA). 

B-C) Sequencing confirmation (B) and pictorial (C) representation of a 103-bp deletion in the 

zebrafish PHLPP1 gene analyzed using Snapgene;  



D-E) Confirmation of PHLPP1 loss using qPCR (D) and western blot (E) analysis; Statistical 

analysis was performed using two tailed t-test (***p<0.001 vs WT). 

F) q-PCR analysis of phlp-2 mRNA levels in phlp-2 knockdown C.elegans; Each data 

presented are from a representative experiment of two independent trials (n=7-12 per trial); 

Statistical analysis was performed using Student’s t-test. (**p<0.01 vs N2/Control vector). 

Data are a representative of three independent experiments, unless specified. Numerical data 

are expressed as mean ± SEM. 

 


