number of sequence reads

60

WE4 ATCGAC human1 ATCGAC
50 50
i
40 40
! ! ‘
o Ly | i SO TN L 1y ‘ |
1 ! 4 ! 1Al il It A ] f
20 /W i ‘ 20 ] { ‘
¥ I} sy i | | (1]
10 ! | 10
04 : . . . . . . . . 04 : : : : ; . . . ,
0 2000 4000 6000 8000 10000 12000 14000 16000 18000 0 2000 4000 6000 8000 10000 12000 14000 16000 18000
60 60 -
50 SH19 TCGCTG 50 1 human2 TCGCTG
40
30 - 1
| ! wr $
20 - i1 ] i )
iy i I‘u
||
10 4
0 : : : : : : : . . 0 . . : : : : : : .
0 2000 4000 6000 8000 10000 12000 14000 16000 18000 0 2000 4000 6000 8000 10000 12000 14000 16000 18000
60 4 60 -
human3 TATCGC
50 1 SanC2 TATCGC 50 1
40 40 | i
| } i a1 i A !
30 i 30 JI[ANK AL AN [ | | .
T ik il i f
b A o | i ! | LI i
20 1 R i w0 RIS AL o R 20 ‘ ' 3
r ! TRy I i 1 i I
10 4 i 104
|
0 T T T T T — T T ) 0 . + + - - - T T )
0 2000 4000 6000 8000 10000 12000 14000 16000 18000 0 2000 4000 6000 8000 10000 12000 14000 16000 18000
60 - 60 -
human4 ACTCTC
50 1 SanC3 ACTCTC 50 4 |
|
40 | 40 4 ! A !
RN | i
(' 1 AR
30 30 {1l i i ! ‘ 0
I |
20 L ] 20
&l i1 ‘ ‘\‘(‘ ] “ ‘ i
10 JUARL il 10
0 : : : : : : : : . 0 . . . . : : : : .
0 2000 4000 6000 8000 10000 12000 14000 16000 18000 0 2000 4000 6000 8000 10000 12000 14000 16000 18000
60 - 60
50 1 SanC5 TGTGAC 50 human5 AGATAG
40 40
30 30
i
i I I f | ,.‘
20 ' ! ! il 20 4 e
M | UL AR /| A T |
10 10 i ‘
0+ T T T T T T T T ) 0 T T T T T , v v )
0 2000 4000 6000 8000 10000 12000 14000 16000 18000 0 2000 4000 6000 8000 10000 12000 14000 16000 18000
60 - 60 -
50 SanC6 TCACAC 50 human6é TAGACG
40 40
30 i
L M AT L Wl | e
20 -RINY (g j i f
| 1 | U | f |
10
0+ : : ; : : . : : . 04 . . . . . . . . .
0 2000 4000 6000 8000 10000 12000 14000 16000 18000 0 2000 4000 6000 8000 10000 12000 14000 16000 18000

Supplementary Figure 1.

nucleotide position

Coverage plots for all sequenced human mitochondrial genomes.
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Supplementary Figure 2.

Indel rate as a function of coverage. For each fold coverage, the indel rate is
calculated as the proportion of positions that were affected by an indel. Only
positions that had been sequenced at least 1000 times were included and this reduced
the analysis to coverages between 5 and 27. Indel rates outside of this range were
considered unreliable.



