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Following the publication of the Original Article [1], the
authors reported an error in the placement of the plots
during the manuscript preparation step. The authors acci-
dentally placed the plots for Family HOU1842 in the Fam-
ily of HOU4131, which resulted the duplication of Figure 1
Plots B and H and Supplementary Figure 2B and 5B.

The original article can be found online at https://doi.org/10.1186/512920-
024-01852-4.
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Supplementary Figure 5

A.
— ASXL3:c.2213C>T PLA2G6:c.16C>T
b BAB11388 T/T T
p
]
Q BAB11385 /T /T
B.
BAB11385 ASXL3: chr18:31319581

e

variants/total reads ratio

T T T T
0 50000000 100000000 150000000 200000000

BAB11388

variants/total reads ratio

T T T T
0 50000000 100000000 150000000 200000000

genomic coordinates (bp)



Bozkurt-Yozgatli et al. BMC Medical Genomics (2024) 17:201 Page 4 of 6

Correct
Figure 1

A HOU1842 c HOU2280 E. HOU2437 G HOU4131
BAB4134 BAB4133 BAB6026 BABG02S BAB6512 BABG511 BAB11385 BAB11388
TNN: c.2516G>A  A/A  A/A ASH2L: c.1444A>G  G/G  G/G CINP: ¢.637T>G  G/G G/G ASXL3: ¢.2213C>T Tt
CYP1B1:c.182G>A  A/A  G/A ECEL1:c.2012G>A  G/A  A/A MFN2: c.1555C>T  ¢/T /T PLA2G6: ¢.16C>T ot T
B D. F. H
CYP1B1: chr2:38302350 BAB4133 BAB602S ECEL1: chr2:233345844 MFN2 chr1:12065827 BAB6511 BAB11385 PLA2G6: chr22:38565418
o - ° 2 [ R
g. [ N B 8" v s i
o g, 3. i 8.
8 b 3 3
I 3. . . i
= 8. i g ]
g ] S 3
ER : 5"
E. .
g g
5 .
BAB4134 BAB6026 BAB6512 BAB11388
2
T = B T 2 S E—
B : »” €.
e kR 2.
£ g 3 g
2 g ‘
= L. |
s 3.
& 2. g
€ = i
5 8.
5 1 s.
g g
genomic coordinates (bp) genomic coordinates (bp) genomic coordinates (bp) "

genomic coordinates (bp)



Bozkurt-Yozgatli et al. BMC Medical Genomics (2024) 17:201 Page 5 of 6

Supplementary Figure 5
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The authors indicate that these errors do not affect any
of the results nor the conclusions presented in the text of
the study.

The Original Article has been corrected.

Published online: 07 August 2024
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