
 

 

 

 

 

Figure 4: Deeploc predicts extracellular localization based on two motifs. 

The Deeploc algorithm predicts sub-cellular localization patterns and provides the amino acid 

sequence of the queried protein, highlighting the importance (y-axis) of specific motifs in 

determining the localization prediction.  
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Figure 5: MTALTCO1 displays dynamic fission and fusion patterns in Hominids. 

The horizontal bars represent the entire coding sequence of CO1, spanning from nucleotide 0 to 

1541 in humans. White sections of the bars indicate regions not translated in the +3 reading frame, 

while black sections represent regions between a start and stop codon in the +3 reading frame. 

MTALTCO1’s start and stop codons are marked in red to show the corresponding regions in other 

hominids. Species are arranged top to bottom in an approximately proximal-to-distal order, starting 

with humans, with the actual phylogeny displayed on the right. Extinct species are marked with an 

asterisk. 
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Figure 6: Some deviations of MTALTCO1 from DSS translated proteins in the +3 reading 

frames are conserved in Hominids.  

For each metric, we displayed a generic bell curve to map Z-scores of deviations of MTALTCO1 

or MTALTCO1 fission products depending on the species from DSS translated proteins in the +3 

reading frames. Significance thresholds were laid out on both sides of the bell curve with green 

being p=0.05, yellow p = 0.01, red p = 0.001 and black p = 0.0001. Z-score points were displayed 

in a cloud on the vertical axis to prevent overlaps from obscuring their true density, their spread in 

y holds no significance beyond visibility. 
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SUPPLEMENTARY FIGURES 

Figure I: the MTCO1 pseudogene 12 does not produce a protein containing an MTALTCO1-

derived peptide identified in MS data. 

Start codons identified in green and stop codons in red. The ATT codon is a mitochondrial start 

codon but not a cytoplasmic one. The spacing between codons represents the +3 RF, the sequences 

in bold code for the MTALTCO1-derived peptide ELLPPWSLR. 

 

 

 

Figure VI: MitoMap variants with frequencies greater than 0.50% over all lineages in 

MTALTCO1. The two mutants discussed in the article are shown in red. 
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Figure III: Phylo-P scores of CO1 in 100 vertebrates smoothed with a Fast Fourier 

Transform over a 25-nucleotide window. 

 

 

Figure IV: Phylo-P scores of CO1 in 30 primates smoothed with a Fast Fourier Transform 

over a 25-nucleotide window. 
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Figure V: MTALTCO1 displays dynamic fission and fusion patterns in Vertebrates. 

 

 

Figure VI: WebLogo of hominids sequence for MTALTCO1 
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