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Supplementary Figure 3
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Supplementary Figure 6

0 500000 1000000 1500000 2000000 2500000
position on genome (bp)

1.5

2.0

2.5

3.0

3.5

4.0

4.5

5.0

co
ve

ra
ge

 (l
og

2,
 fi

lte
re

d)

ï10000

ï8000

ï6000

ï4000

ï2000

0

2000

4000

cu
m

ul
at

iv
e 

G
C

 s
ke

w

bPTR: 2.06     avg. cov: 15.77     % genome: 98.23
Akkermansia muciniphila ATCC_BAA-835 (Ley3)

500000 1000000 1500000 2000000 2500000 3000000
position on genome (bp)

4.0

4.5

5.0

5.5

6.0

6.5

7.0

7.5

co
ve

ra
ge

 (l
og

2,
 fi

lte
re

d)

ï16000

ï14000

ï12000

ï10000

ï8000

ï6000

ï4000

ï2000

0

2000

cu
m

ul
at

iv
e 

G
C

 s
ke

w

bPTR: 1.68     avg. cov: 70.08     % genome: 95.29
Coprococcus sp. ART55 (Ley3)

500000 1000000 1500000 2000000 2500000 3000000
position on genome (bp)

2.0

2.5

3.0

3.5

4.0

4.5

5.0

5.5

co
ve

ra
ge

 (l
og

2,
 fi

lte
re

d)

0

5000

10000

15000

20000

25000

30000

35000

40000

45000

cu
m

ul
at

iv
e 

G
C

 s
ke

w

bPTR: 1.46     avg. cov: 19.51     % genome: 93.95
Butyrate-producing bacterium SSC (Ley3)

1000000 2000000 3000000 4000000 5000000
position on genome (bp)

5.0

5.5

6.0

6.5

7.0

7.5

8.0

8.5

co
ve

ra
ge

 (l
og

2,
 fi

lte
re

d)

ï20000

ï15000

ï10000

ï5000

0

5000

10000

cu
m

ul
at

iv
e 

G
C

 s
ke

w

bPTR: 1.37     avg. cov: 142.59     % genome: 88.06
Bacteroides vulgatus ATCC 8482 (Ley3)

0 500000 1000000 1500000 2000000
position on genome (bp)

2.0

2.5

3.0

3.5

4.0

4.5

5.0

5.5

6.0

6.5

co
ve

ra
ge

 (l
og

2,
 fi

lte
re

d)

ï2000

ï1000

0

1000

2000

3000

cu
m

ul
at

iv
e 

G
C

 s
ke

w

bPTR: 1.20     avg. cov: 14.97     % genome: 94.23
Ruminococcus bromii L2-63 (Ley3)

cumulative GC skewcoverage
Origin
Terminus
median filter
regression

a b

c d

e



Supplementary Figure 7
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