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In the article titled “Tuina Massage Improves Cognitive
Functions of Hypoxic-Ischemic Neonatal Rats by Regulating
Genome-Wide DNA Hydroxymethylation Levels” [1], there
were errors in the presentation of Figure 5 that are corrected
as follows.

In Figure 5(f ), mean± SD was used rather than mean±
S.E.M as described in the methods. In order to be consistent,
Figure 5(f) is corrected to use mean±S.E.M.

Figures 5(a)–5(c) were originally circle diagrams, and the
lines inside the circle could not be seen clearly. A linear
diagram gives a clear view of the distribution of hDMRs on
each chromosome and facilitates comparison between the
three groups.

$e bar chart in Figures 5(d) and 5(e) showed only p

values. $ese are replaced with a series of bubble dia-
grams, which can display the degree of functional
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Figure 5: Continued.

Hindawi
Evidence-Based Complementary and Alternative Medicine
Volume 2020, Article ID 9461372, 3 pages
https://doi.org/10.1155/2020/9461372

mailto:libingbm@163.com
https://orcid.org/0000-0001-5709-9396
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1155/2020/9461372


A

B

C

1
–1
–3

0
–1.5

–1.5
0.0
1.5

2
0

–2

0.5
–1.5

–1.5
0.0

0.5
–1.0

0.0
–1.5

–1.5
0.5

0.5
–1.0

1.5
0.0

–1.5

–1.0

0.5

0.5

–1.0

0.0
–1.5

–0.5
0.5

0.0
1.5

–1.5

0.5
–1.0

–2.0
0.0

–1
1

–3

1
–1

–1.0
1.0

8 9 10 11 12 13 14

Hyper-DhMRs
Hypo-DhMRs

(b)

A

B

C

–2
0

–1
1

–3

–2
0

2
0

–2

0.0
–1.5

–1.5
0.0

0.5
–1.5

2
1

–1

–1.5
0.0

0.0
–2.0

0.0
–1.5

–1.0
0.5

0.5
–1.0

0.0
–1.5

–1.0
0.5

0
2

–2

0
–2

–1.0
0.5

0
2

–3

–1.0
–1.6

–0.5
0.5

15 16 17 18 19 20 X

Hyper-DhMRs
Hypo-DhMRs

(c)

Signal transduction by protein phosphorylation
Regulation of signaling

Regulation of establishment of planar polarity
Regulation of cell communication

Regulation of MAPK cascade
Positive regulation of MAPK cascade
Positive regulation of GTPase activity

Negative regulation of signaling
Negative regulation of cell communication

MAPK cascade

Minus log10 p value
4.4
4.3
4.2
4.1
4.0
3.9

Gene count
20
40
60

0.05 0.15 0.200.10
Rich factor

(d)

Response to vitamin
Response to phenylalanine

Response to organic cyclic compound
Response to endogenous stimulus

Protein biotinylation
Positive regulation of integrin biosynthetic process

Ovarian follicle atresia
Histone biotinylation

Cellular response to phenylalanine
Acetaldehyde biosynthetic process

Minus log10 p value

5.0
4.5
4.0
3.5

Gene count
1
2
3
4

5
6
7

0.2 0.3 0.40.1
Rich factor

(e)

Figure 5: Continued.
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enrichment from three indicators: the depth of the color
corresponds to the p value in the original figure, the size of
the point is gene count, and the Rich factor on the x-axis
indicates the proportion of genes that falls into this GO
term.

Moreover, Figures 5(d) and 5(e) originally showed the
HI group’s lower hydroxymethylation-associated DhMRs
compared with the control 5(f ) and tuina 5(e) groups. $is
has been changed to higher hydroxymethylation-associated
DhMRs, which the authors believe is more meaningful for
the subsequent MAPK signalling pathway studies. Ac-
cordingly, the result description “As shown in Figures 5(d)
and 5(e), GO enrichment analysis indicated that these hypo-
DhMRs. . .” should be replaced as follows.

As shown in Figures 5(d) and 5(e), GO enrichment
analysis indicated that these hyper-DhMRs in the HI group
were found highly enriched on the functional pathways
related to neurodevelopment and neuronal functions, in-
cluding positive regulation of MAPK cascade, regulation of
signal transduction by protein phosphorylation, and the
MAPK cascade itself.
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Figure 5: Identification and characterization of differentially hydroxymethylated regions (DhMRs). (a–c) Chromosome map of genome-
wide DhMRs. (a) Control vs. HI group; (b) HI vs. tuina group; (c) control vs. tuina group. Top ten GO enrichment analysis results of HI
group’s higher hydroxymethylation associated DhMRs compared with the control (d) and tuina (e) group. (f ) RT-PCR analysis of the
mRNA levels of selected hypo-DhMRs related genes. β-Actin was used as a control. (∗p< 0.05 vs. control group and #p< 0.05 vs. HI group).
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