SUPPLEMENTARY MATERIAL

Supplementary Table 1. Comparison of human and naked mole rat mitochondrial genome. A
table showing the genes present, their consecutive order and corresponding length of the human
mitochondrial genome compared to the NMR equivalent. (L) denotes the gene is located on the light
strand of genome. Areas in gray highlight genes that are different sizes in human and naked mole rat.
Sequences were accessed and analysed in NCBI.
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Supplementary Table 2. Antibodies used for immunohistological analysis. Shown
is a list of antibodies used in Figures 2 and 4 of this study.

Complex I-subunit 20kDa NDUFB8 (mouse IgG1) Abcam (Ab110242) 1:100
Complex IV—subunit 1 MTCO1 (mouse lgG2a) Abhcam (Ab14705) 1:100
Porin (mouse IgG2b) Abcam (Ab14734) 1:50

Laminin (rabbit IgG) Sigma-Aldrich (L9393) 1:50

Myosin Heavy Chain-Slow (mouse IgG) Novacastra (NCL-MHCs) 1:200
Myosin Heavy Chain-Fast (mouse 1gG) Novacastra (NCL-MHCHP) 1:200
Goat Anti-lgG1 biotin Jackson IR Lab (115-065-205) 1:200
Goat Anti-lgG2a Alexa Fluor 488 nm Life Technologies (A21131) 1:200
Goat Anti-IlgG2b Alexa Fluor 546 nm Life Technologies (A21143) 1:100
Goat Streptavidin Alexa Fluor 647 nm Life Technologies (831556) 1:100
Goat Anti-rabbit Alexa Fluor 405 nm Life Technologles (A31556) 1:200
Donkey Anti-mouse Alexa Fluor 546 nm Jackson IR Lab (711-295-152) 1:200

Supplementary Table 3. Primers used in long-range experiments shown in Figure 6.
Shown are primers used for long-range PCR to amplify large parts of the mitochondrial genome
for experiments shown in Figure 6.
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Primer Region  Sense Location Sequence (5'+3’) Used in
t-RNA-F Forward nt 131-150 CGC CAG TGA GAATGC CCT TA Round I
D-Loop Reverse | nt15,881-15862 CTG GAA GCA CCA AAC CAT CG Round I
RNR2 (16S) Forward nt1,212-1,232 AGA GGT GAA AAG CCT ACCGA Round II >{ 14,669bp
D-Loop Reverse | nt15,881-15862 CTG GAA GCA CCA AACCATCG Round I product
ND2 (I) Forward nt 4,039-4,058 AAG CCC ACG ATC CAC AGA AG Round I
t-RNA-F Reverse nt 150-131 TAA GGG CAT TCT CAC TGG CG Round I
ND2 (IT) Forward nt 4,239-4,258 TGC CCG AAG TAA CTC AAG GG Round I > 1:;:3:"
D-Loop Reverse | nt15,881-15862 CTG GAA GCA CCA AACCAT CG Round I
t-RNA-A Forward nt 5,039-5,058 ACT GGA CGC AAA CCA AAC AC Round I
D-Loop Reverse | nt15,881-15862 CTG GAA GCA CCA AAC CAT CG Round I
ATP8 Forward nt 7,765-7,786 GCC ACA ACT AGA CACATCAACG | RoundII > 8,116bp
D-Loop Reverse | nt15,881-15,862 CTG GAA GCA CCA AAC CAT CG Round I product

Supplementary Table 4. Primers used in real-time PCR experiments shown in
Figure 7. Shown are details of primers/probes used for real time PCR to quantify copy
number, as shown in Figure 7. All primers and probes were designed based on the naked
mole-rat genome sequence: http://www.ncbi.nlm.nih.gov/nuccore/NC 015112.1

Primer Region  Sense Location Sequence (5'+3’) Used in

t-RNA-F Forward nt 131-150 CGC CAG TGAGAATGCCCTTA | Round]l

D-Loop Reverse | nt15881-15862 | CTG GAA GCACCAAACCATCG | Roundl

RNR2 (165) Forward | nt1212-1232 AGA GGT GAA AAG CCT ACCGA | Round II >{ 14,6699 }
D-Loop Reverse | nt15881-15862 | CTG GAA GCA CCAAACCATCG | RoundIl product
ND2 () Forward | nt4,035-4,058 AAG CCC ACG ATC CAC AGAAG | Round]

t-RNA-F Reverse nt 150-131 TAA GGG CAT TCT CAC TGG CG Round 1

ND2 () Forward | nt4,239-4,258 TGC CCG AAG TAA CTC AAGGG | Round Il
D-Loop Reverse | nt15881-15862 | CTG GAA GCACCAAACCATCG | Roundll product
tRNA-A Forward | nt5,039-5,058 ACT GGA CGC AAA CCA AACAC | Roundl

D-Loop Reverse | nt15881-15862 | CTG GAA GCACCAAACCATCG | Roundl

ATPS Forward | nt7,765-7,785 | GCC ACA ACT AGA CACATCAACG | RoundTl 11ty
D-Loop Reverse | nt15881-15862 | CTG GAA GCA CCA AAC CATCG | Round Il [ brodue
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