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Fig S1. Sequences and chromatographs from sequenced WT cells.  

Alignment of Egr-1 nucleotide sequences in WT cells with human Egr-1 (NM_001964.3).  Forward 

sequences are shown in the left upper panel while reverse complement sequences are shown in the 

upper right panel. The red box indicates the location of TCG (Ser26). Lower panels show the 

sequencing data.  The translated amino acid sequence (partial) is shown. A, WT1; B, WT1; C, WT3 

cells.  

 

Fig S2. Sequences and chromatographs from sequenced MUT cells.  

Alignment Egr-1 nucleotide sequences in MUT cells with human Egr-1 (NM_001964.3).  Forward 

sequences are shown in the left upper panel while reverse complement sequences are shown in the 

upper right panel. The red box indicates the location of the TCG>GCG mutation (Ser26>Ala26). 

TCG (Ser26). Lower panels show the sequencing data.  Green box indicates the location of silent 

PAM site. The translated amino acid sequence (partial), including the Ser26>Ala mutation (in red) 

is shown. A, M26A; B, M26B; C, M26C cells.  

 

Fig S3. Sequences and chromatographs from sequenced DEL cells.  

Alignment Egr-1 nucleotide sequences in MUT cells with human Egr-1 (P18146).  Forward 

sequences are shown in the left upper panel while reverse complement sequences are shown in the 

upper right panel. Red box indicates the location of TCG (Ser26) in the reference sequence.  Black 

box indicates the location of the 4-nucleotide deletion.  Lower panels show the sequencing data. 

The translated amino acid sequence is shown, including nonsense sequences (in red, due to 

frameshift) and premature termination (*). A, DEL1; B, DEL2; C, DEL3 cells.  

 

Fig S4. Copy number analysis in WT and M26 cells.  

Copy number was determined by quantitative real-time PCR across the Egr-1 region and Ct values 

were normalized against Ct values for PCR across a control gene (Sp1). 

 

Fig S5. PCR of CRISPR/Cas9 clones.  

Long PCR of human Egr-1 to test for insertions or indels downstream of Ser26. DNA size markers 

are shown. 



FIG. S1A

MAAAKAEMQLMSPLQISDPFGSFPHSPTMDNYPKLEEMMLLSNGAPQFLGAAGAP
EGSGSNSSSSSSGGGGGGGGGSNSSSSSSTFNPQADTGEQPYEHL

Forward WT1 Reverse Complement WT1



Forward WT2 Reverse Complement WT2

FIG. S1B

MAAAKAEMQLMSPLQISDPFGSFPHSPTMDNYPKLEEMMLLSNGAPQFLGAAGAP
EGSGSNSSSSSSGGGGGGGGGSNSSSSSSTFNPQADTGEQPYEHL



FIG. S1C

MAAAKAEMQLMSPLQISDPFGSFPHSPTMDNYPKLEEMMLLSNGAPQFLGAAGAP
EGSGSNSSSSSSGGGGGGGGGSNSSSSSSTFNPQADTGEQPYEHLTQKDFI

Forward WT3 Reverse Complement WT3



MAAAKAEMQLMSPLQISDPFGSFPHAPTMDNYPKLEEMMLLSNGAPQFLGAAGAP
EGSGSNSSSSSSGGGGGGGGGSNSSSSSSTFNPQADTGEQPYEHL

FIG. S2A

Forward M26A Reverse Complement M26A



MAAAKAEMQLMSPLQISDPFGSFPHAPTMDNYPKLEEMMLLSNGAPQFLGAAGAP
EGSGSNSSSSSSGGGGGGGGGSNSSSSSSTFNPQADTGEQPYEHL

FIG. S2B

Forward M26B Reverse Complement M26B



MAAAKAEMQLMSPLQISDPFGSFPHAPTMDNYPKLEEMMLLSNGAPQFLGAAGAP
EGSGSNSSSSSSGGGGGGGGGSNSSSSSSTFNPQADTGEQPYEHL

FIG. S2C

Forward M26C Reverse Complement M26C



FIG. S3A

MAAAKAEMQLMSPLQISDPDPFLTRPPWTTTLSWRR*

Forward DEL1 Reverse Complement DEL1



FIG. S3B

MAAAKAEMQLMSPLQISDPDPFLTRPPWTTTLSWRR*

Forward DEL2 Reverse Complement DEL2



FIG. S3C

MAAAKAEMQLMSPLQISDPDPFLTRPPWTTTLSWRR*

Forward DEL3 Reverse Complement DEL3



FIG. S4
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