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Supplementary figures 1a. Presentation of data after choosing the SNP position in a specific gene. 1b. The Results window for three genomic (1095, 2678, 13584) positions in the canine mitochondrial genome.
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Supplementary figures 2a. tRNA properties website screen. 2b. Example of a report for one of the tRNA-coding genes
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Supplementary figures 3a. Summary of mRNA properties for one of the protein-coding genes. 
3b. Detailed comparison between human and dog mRNA sequences with the summary information 
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Supplementary figures 4a. Protein properties website screen. 4b. Summary of protein properties for one of the proteins
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CANIS SNP FINDER

The tool facilitates finding the homological position in human and canine mitochondrial DNA and determination of their identity o differences. The human mtDNA genome is 16 569 bp long, whereas the canine genome is 16 727 bp

long. Some genes represent a high homology rate, thus the positions in these genes correspond to each other. In other cases, identical regions can be spread through the gene and separated by different nucleotides that may have
been changed i the evolutionary process.

1. Please select the comparison direction:
© Human -> canine O Canine -> human

2. Please select which position has to be compared:
(© SNP position in the genome O SNP position in specific gene.

3. Please enter the position number (human genome between 1.and 16569 / canine genome between 1 and 16727)
Examples: 2578 / 45,346, 347/ 213 - 220

1-20

SEARCH





image2.png
109

%78

13646

GENDME DOGMIDNA  DOG miDNA
POSITION 5.3 STRAND 3.5 STRAND

s A T
w1 x
W T
e A T

TYPE / REGION

£

L

protein

protein

GENE

165 RNA

RA-Leu (UUR)

NG

23
POSTION

5

8

1807

ES

CO00N

Mo

™

L) Found 8 recrts.

POSTIONIN
CODOH OR
REGION

AMINO ACID
POSITION I
PROTEN

i

AMINDACID AMIND ACID

Tietter

Sieter

stp

oA

Agha belx

=
g

LOADNISK L

Comerationgrate o Seoondary  Secondary  Haman
o 8- comere, 1- ST st rse {RNASCAN  structue FP at 31 strcture T3t 37 mtDNA
vaiabe dagrees degrees  pusiton
wpaivdbaes  pairedbases 1675
Centrlloop el
nsde 8 et functional residoe w3
s

Human
miONA
nt.seq.

Menteal
Ditrent

dentieal

dentieal

dentieal

diferent

Human goe | region

RiRZ

TRNLT| MI-TER

TADS.

MTNDG*




image3.png
Choose a tRNA gene of interest from the lit below to see the comparison and the secondary structure of canine and human mt-tRNA genes:
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RNA secondary structures rendered by NAVIEW © 1988 Robert E. Bruccoleri.
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‘Choose a protein-coding gene of interest from the it below to see the comparison and the secondary structure of canine and human protein-coding genes:
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