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ATP7B wild type (WT)  

C TCG AGC CCA AAG GAC CTT TAT CTT CTG CTA ACC AGA ATT TTA ATA 

ATT CTG AGA CCT TGG GGC ACC AAG GAA GCC ATG TGG TCA CCC TCC 

AAC TGA GAA TAG ATG GAA TGC ACG GAT CCC CCG GGA GAT CT 

 

ATP7B slip site mutant (SS)  

C TCG AGT CCT AAG GAC CTT TAT CTT CTG CTA ACC AGA ATT TTA ATA 

ATT CTG AGA CCT TGG GGC ACC AAG GAA GCC ATG TGG TCA CCC TCC 

AAC TGA GAA TAG ATG GAA TGC ACG GAT CCC CCG GGA GAT CT 

 

ATP7B in-frame control (IFC)  

C TCG AGT CCT AAA GGA CCT TTA TCT TCT GCT AAC CAG AAT TTT AAT 

AAT TCT GAG ACC TTG GGG CAC CAA GGA AGC CAT GTG GTC ACC CTC 

CAA CTG AGA ATA GAT GGA ATG CAC GGA TCC CCC GGG AGA TCT 

 

SARS CoV2 wild type (WT)  

C TCG AGA CCA ACT TGT GCT AAT GAC CCT GTG GGT TTT ACA CTT AAA 

AAC ACA GTC TGT ACC GTC TGC GGT ATG TGG AAA GGT TAT GGC TGT 

AGT TGT GAT CAA CTC CGC GAA CCC ATG CTT CAG TCA GCT GAT GCA 

CAA TCG TTT TTA AAC GGG TTT GCG GTG  TAA GTG CAG CCC GTC TTA 

CAC CGT GCG GCA CAG GCA CTA GTA CTG ATG TCG TAT ACA GGG CTT 

TTG ACA TCT ACA AT GGA TCT 

 

SARS CoV2 slip site mutant (SS)  

C TCG AGA CCA ACT TGT GCT AAT GAC CCT GTG GGT TTT ACA CTT AAA 

AAC ACA GTC TGT ACC GTC TGC GGT ATG TGG AAA GGT TAT GGC TGT 

AGT TGT GAT CAA CTC CGC GAA CCC ATG CTT CAG TCA GCT GAT GCA 

CAA TCG TTT CTA AAC GGG TTT GCG GTG  TAA GTG CAG CCC GTC TTA 

CAC CGT GCG GCA CAG GCA CTA GTA CTG ATG TCG TAT ACA GGG CTT 

TTG ACA TCT ACA AT GGA TCT 

 

SARS CoV2 in-frame control (IFC) 

C TCG AGA CCA ACT TGT GCT AAT GAC CCT GTG GGT TTT ACA CTT AAA 

AAC ACA GTC TGT ACC GTC TGC GGT ATG TGG AAA GGT TAT GGC TGT 

AGT TGT GAT CAA CTC CGC GAA CCC ATG CTT CAG TCA GCT GAT GCA 

CAA TCG TTC TTC AAGC GGG TTT GCG GTG  TAA GTG CAG CCC GTC TTA 

CAC CGT GCG GCA CAG GCA CTA GTA CTG ATG TCG TAT ACA GGG CTT 

TTG ACA TCT ACA AT GGA TCT 

 

Supplemental Figure 1. Cassette sequences for dual luciferase assay 
constructs. All inserts were cloned into both pDLuc (fused luciferases) and 
pSGDLuc (unfused luciferases). Frame-shifting sites are bolded and underlined. 
XhoI sites are highlighted in yellow, and BglII sites (or remnants of for SARS CoV2) 
are highlighted in blue. Nucleotide changes to generate slip site and in-frame 
controls are in red font. Zero frame stop codons in ATP7B are highlighted in red. 
 
 


