
OMTM, Volume 7
Supplemental Information
Atg5flox-Derived Autophagy-

Deficient Model of Pompe

Disease: Does It Tell

the Whole Story?

Jeong-A Lim, Hossein Zare, Rosa Puertollano, and Nina Raben



Supplemental Information 

 

 

 

Figure S1. Visualization of RNA-seq coverage across the Atg5 (top) and Atg7 (bottom) genes. Expressed 

exons are seen as peaks, and are consistent with RefSeq mouse genome annotation. Note lack of reads 

corresponding to exon 3 of the Atg5 gene in all 4 samples from Atg5 DKO. The values on the top table for Atg5 

and Atg7 represent RPKM (Reads Per Kilobase of transcript per Million mapped reads). The raw sequencing 

datasets are available upon request.  

 

 

 

 

 

 



Table S1. GO terms for the most significantly upregulated genes in muscle from Atg5 DKO (≥ 2-fold) 

compared to WT, GAA-KO, and Atg7 DKO. 

 

 



 

Biological Process Ontology highlighted a set of genes which are upregulated in response to toxic substances. 

GO analysis was performed with Metascape 1.0 (http://metascape.org) (P-value <0.01). 

 

 

List of primers for the RT-PCR amplification: 

 

P1 (Atg5 exon 2s):      GATGACAAAGATGTGCTTCGAGAT 

P2 (Atg5 exon 5as):   GACATAAAGTGAGCCTCAACCGCAT 

P3 (Atg5 exon3/5 junction-as):  GTCCTTTTCTGGAAAACTCATTTCA   

P4 (Atg5 exon2/4 junction – as): CCAATTGGATAATGCATAGTAT 

 


