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Abstract

Background: Postpartum developmental delay has been proposed as an important phenotype of human evolution
which contributes to many human-specific features including the increase in brain size and the advanced human-
specific cognitive traits. However, the biological processes and molecular functions underlying early brain
development still remain poorly understood, especially in human and primates.

Results: In this paper, we comparatively and extensively studied dorsolarteral prefrontal cortex expression data in
human and chimpanzee to investigate the critical processes or biological events during early brain development at a
molecular level. By using the dynamic network biomarker (DNB) model, we found that there are tipping points around
3months and 1month, which are crucial periods in infant human and chimpanzee brain development, respectively. In
particular, we shown that the human postnatal development and the corresponding expression changes are delayed 3
times relative to chimpanzee, and we also revealed that many common biological processes are highly involved in
those critical periods for both human and chimpanzee, e.g., physiological system development functions, nervous
system development, organismal development and tissue morphology. These findings support that the maximal rates
of brain growth will be in those two critical periods for respective human and primates. In addition, different from
chimpanzee, our analytic results also showed that human can further develop a number of advanced behavior
functions around this tipping point (around 3months), such as the ability of learning and memory.

Conclusion: This work not only provides biological insights into primate brain development at a molecular level but
also opens a new way to study the criticality of nonlinear biological processes based on the observed omics data.
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Background
The primate brain development was traditionally studied
by investigating the conserved biological processes and
functions across mammals [1]. Genetic changes resulting
in protein changes are probably too few to account for

the great phenotype differences between humans and
chimpanzees, prompting the hypothesis that changes
in gene expression are likely to drive major pheno-
typic differences between humans and other primates
[2]. Human and chimpanzee also show a number of
significant differences in morphology and numerous
cognitive traits during development tendency [3–7].
Some detailed comparisons related to gene expression
of human and chimpanzee have identified human ac-
celerated regions [8, 9] or conserved noncoding se-
quences [10]. The individual ontogenesis of human
and chimpanzee have mainly been compared in terms
of skeletal morphology but there are few studies
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conducted at a molecular level. Results from these
comparisons demonstrate that some human features
may indeed be explained by neoteny, e.g. small jaws
[11]. In human brain growth, developmental retard-
ation or neoteny has been identified and also the
brain developmental changes have been delayed com-
paring to other primate species. Besides, there is a
well-known evidence that human’s infant brain
develops sharply in the first 3 months in terms of
morphology. The infant structural growth rate
changes approximately from 1%/d to 0.4%/d at the
end of 3 months [12]. Generally, the brain-growth rate
of infant chimpanzee is three times as much as that
of human.
The transcriptome is dramatically remodeled dur-

ing postnatal brain development [13]. However, the
biological processes and biological functions during
early brain development in human and primates have
not yet been extensively studied so far. In particular,
the brain development can be considered as a non-
linear biological process, which involves the gradual
change and then drastic transition near the tipping
point. Thus, detecting the tipping point and further
revealing the related molecular functions as well as
gene regulations are important to understand the
brain development as a nonlinear dynamical process
at a molecular level. In this paper, we investigate the
critical processes or events during early brain devel-
opment at a molecular level by extensively studying
dorsolarteral prefrontal cortex expression data in hu-
man and chimpanzee. For the first time, we identi-
fied 3 months for human and 1 month for
chimpanzee as their respective tipping points during
their infant brain development, based on Dynamic
Network Biomarker (DNB) theory [14, 15]. In
addition, we found three times difference in terms of
brain growth rate between human and chimpanzee
due to human slow postnatal development. We also
reveal many common biological processes involved
in those key periods for both human and chimpan-
zee, e.g., physiological system development functions,
nervous system development, organismal development
and tissue morphology, etc. Actually, many published
works have reported that the maximal rates of brain
growth are 3 and 1 month for human and chimpanzee re-
spectively, which is consistent with our analysis. Our
analytic results also show that from around 3 months
(tipping point) to later, human rather than chimpan-
zee can further develop a number of advanced behav-
ior functions, e.g. the ability of learning and memory.
This work not only provides biological insights into
the brain development from a system viewpoint but
also opens a new way to study the criticality of non-
linear biological processes based on DNB theory.

Results
Expression pattern analysis of dorsolateral prefrontal
cortex expression data reveals smooth changes with
drastic transitions during brain development
We first evaluate the general expression pattern in the
dorsolarteral prefrontal cortex (DLPFC) of three species,
human, chimpanzee and macaque. We cluster these
samples according to their expression levels by
hierarchical clustering analysis. The samples are well
separated into three clusters according to their species.
Relative to macaque samples, chimpanzee is close to hu-
man in the resulting clusters in terms of the distance
(Additional file 1). Meanwhile, human and chimpanzee
also can be clustered into two different groups (Fig. 1a).
Therefore, human and chimpanzee brains are considered
very close but still different. Clearly, there are smooth
changes with drastic transitions during the period. In
this work, we focus on the analyses of infant brain devel-
opment of human and chimpanzee, i.e. focusing on the
early / first year life stages of humans and chimpanzees.
In the principal component analysis (PCA) results of the
data, we can also find that two groups, i.e. human and
chimpanzee, are significantly separated (Fig. 1b). Next,
we estimate when these gene expression changes take
place during human and chimpanzee brain development
and what the differences are between human and chim-
panzee among the whole gene expressions. We used
Multi-dimensional scaling (MDS) to evaluate the global
changes of the whole samples in human and chimpanzee
gene expressions relative to the individual’s age. We find
that the most rapid changes or drastic transitions take
place in the first year for both species. As shown in Fig. 1,
the slope of the line for gene expressions is approximately
1 during the first year. More than 55% changes happened
in the first year. Furthermore, the early trajectory of chim-
panzee’s age-related gene expression changes is in close
proximity to that of human (Fig. 1c).

Dynamic network biomarkers identifies the tipping points
during the infant brain development
Recent research works show that there is a sudden
change or a critical transition during time evolution of
many dynamic systems, such as climate system [16, 17],
ecosystem [18, 19], economics, global finance [20, 21]
and biological system [14]. Such a change plays a critical
role in the development of whole system, and there will
be a tipping point just before such drastic change or
transition of system states. Owing to the sudden change,
the dynamical features of biological system is from a
state to another state through a drastic transition or
transformation (Fig. 2a). To detect the tipping points
during dynamic processes, a mathematical model, DNB
theory with three quantitative criteria [14] was developed
and has been widely applied to investigate many diseases
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[14, 15, 22–27] and biological processes [24, 28, 29] based
on the observed data. In this work, DNB is firstly applied
to find whether or not there is a tipping point in the
primate brain growth in the first year (infant) and what
biological functions are developed (enriched) before and
after such tipping point.
To identify specific tipping points during the first year

brain development of human and chimpanzee, the gene
expression data include 13 infant humans and 9 infant
chimpanzees were used. According to the three criteria
of DNB for detecting tipping points [14], we analyzed all
17,429 genes. The composite index of the DNB suggests
that human’s DLPFC gene expression has a significant
change around 3 months (Fig. 2b) and around 1 month

for chimpanzee (Fig. 2c). Additional file 2 also shows
that 3 and 1 month are the tipping points of the infant
human and chimpanzee respectively. By using the DNB
model, we got 371 dynamical network biomarker genes
(DNBs) (Fig. 3a, and Additional file 3) of human and
132 DNBs (Fig. 3a, and Additional file 3) of chimpanzee.
There is one gene (TNFAIP3) overlapping the two specie-
specific DNBs (Fig. 3a and Additional file 3). Meanwhile,
we obtained 341 significantly differentially expressed
genes (DEGs) around 3months for human (Fig. 3b, and
Additional file 4) (ANOVA false discovery rate (FDR) <
0.01 and fold-change > 2); and similarly, we detected 396
significant DEGs for chimpanzee (Fig. 3b, and Additional
file 4). There are 18 genes overlapping the two DEGs

Fig. 1 Gene expression analysis of dorsolateral prefrontal cortex expression data. a The clusters of the human and chimpanzee DLPFC dataset. b
The first 2 principle components of the two species’ expression data by PCA. Each small dot represents the PC score along the top two principle
components for each sample and the numbers represent each sample’s age in years. Blue represents chimpanzee samples and red represents
human samples. For both humans and chimpanzees, the samples of the individuals’ ages (the most samples are included in circle) are distributed
on early life stages. c Multi-dimensional scaling (MDS) plots show the first principal axes relative to the individual’s age in years. Each point
represents a sample
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Fig. 2 Detecting the tipping points for the infant brain development of human and chimpanzee. a Schematic illustration of the dynamical
process from a state to another with a drastic transition for a biological system. b & c Detecting the tipping points during the infant brain
development of two species by dynamic network biomarkers. b There are 13 infant human samples (age range from 0 to 0.9 years old). The two
dots connected by the black line are significantly higher than other dots, and the corresponding time points involve 0.3. c There are 9 infant
chimpanzee samples (age range from 0 to 6.3 years old). The two dots connected by the black line are significantly higher than other dots, and
the corresponding time points involve 0.1. b & c represent the composite index of DNB (see Methods, and CI in Eq. (1))

Fig. 3 The global gene expression changes during brain growth. a & b The pie graphs of the DNBs and DEGs; a The DNBs of human and
chimpanzee. The yellow is the overlap (1 gene) of two groups; b The DEGs of human and chimpanzee. The yellow is the overlap genes (18
genes) of two group DEGs; c MDS plot shows that the first principal axis relative to the individual’s age before 8 years old. Each point represents
a sample, i.e., the sample’s global expression analysis by using DNBs (371 human genes and 132 chimpanzee genes); d The DEGs (341 human
genes and 396 chimpanzee genes) are used to show the global expression tendency relative to age
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(Fig. 3b and Additional file 4). Previous reports of these
overlapping genes relevant to the functions of brain, espe-
cially on brain development, are listed in Table 1.
According to the DNB theory, DNBs may have

strongly functional impacts on biological processes at
the tipping points. Next we examine whether or not
there are significantly differential expression changes
during the development of infant brain for DNBs. We
find that the global expression tendency of DNBs is sig-
nificantly stronger than other genes. Obviously, the rela-
tive growth rate of infant chimpanzee is much higher
than human (Fig. 3c) especially in the first year. There is
the similar tendency for the DEGs of the two groups
(Fig. 3d). These results suggest that DNBs and DEGs
may play important roles around the tipping points dur-
ing the brain growth together. Therefore, by analyzing
DNBs and DEGs, we have shown a rapidly brain devel-
opment mechanism for the coordination of gene expres-
sion in infant chimpanzee relative to infant human.

Advanced behavior related functions develop for human
at the tipping point in contrast to chimpanzee
We carried out analysis of both human’s DNBs and
DEGs before and after 3 months with IPA (Ingenuity
Pathway Analysis) [42]. The most significant physio-
logical system development and function terms from
Disease and Function analysis are listed in Table 2. We

also conducted a network analysis by IPA. In the top-
ranked networks, these genes play an important role in
Behavior (IPA disease and Function Term, P-value =
1.02E-16~1.39E-6), including memory (P-value = 1.39E-
6), learning (P-value = 9.11E-9) and behavior (P-value =
1.02E-16) (Table 3). Besides, these genes are also abun-
dant in the network related to Cell Morphology (IPA
disease and Function Term, P-value = 5.42E-16~2.26E-
03). For DNBs in this network (Fig. 4), i.e., FOS, JUN
and EGR1 are regulated by many genes, while SRF
and NR3C1 regulate other genes in the network.
The FOS gene family consists of FOS, FOSB, FOSL1,
and FOSL2. Leucine zipper proteins are encoded by
FOS and can dimerize with proteins of the JUN fam-
ily. FOS and JUN form the transcription factor com-
plex AP-1. These proteins have been identified as
regulators of cell proliferation, differentiation, and
transformation. The protein encoded by EGR1 be-
longs to growth factor EGR family and functions as
a transcriptional regulator. Its target genes play a
role in differentiation and mutagenesis. Upstream
analysis by IPA shows that FOS, JUN and EGR1
have the same upstream regulator, growth factor
EGF and transcription regulator FOS. SRF encodes a
ubiquitous nuclear protein and stimulates cell differ-
entiation and proliferation. NR3C1 encodes gluco-
corticoid receptor and participates in inflammatory

Table 1 Overlapping DNBs/DEGs between human and chimpanzee

Type Entrez gene name Functions of brain
development

Other functions in
brain

RAET1E DEG retinoic acid early transcript 1E [30]

LEFTY2 DEG left-right determination factor 2 [31]

TUBB2B DEG tubulin beta 2B class IIb [32]

PPM1J DEG Protein phosphatase Mg2+/Mn2+ dependent 1 J [33]

CCDC182 DEG coiled-coil domain containing 182 [34]

SIRPD DEG signal regulatory protein delta [35]

OR5L2 DEG olfactory receptor family 5 subfamily L member 2 [36]

FPR1 DEG formyl peptide receptor 1 [37]

GPR34 DEG G protein-coupled receptor 34 [38]

FCGRT DEG Fc fragment of IgG receptor and transporter [39]

P2RY12 DEG purinergic receptor P2Y12 [40]

AIF1 DEG allograft inflammatory factor 1 [41]

SI DEG sucrase-isomaltase

OR10H2 DEG olfactory receptor family 10 subfamily H member 2

CD14 DEG CD14 molecule

PIK3CG DEG phosphatidylinositol-4,5-bisphosphate 3-kinase catalytic subunit
gamma

RP11-
1407O15.2

DEG RP11-407P15.2 protein-coding

TNFAIP3 DNB TNF alpha induced protein 3
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reactions, cell differentiation and proliferation in tar-
get tissues [43]. Based on the analyses above, clearly
these DNBs are related to Behavior in the functional
network, and they have strong co-function links with
other genes.
Infants grow at the fastest rate at 3 months old, not

only for their height and weight but also for their brain
development. The head circumference will increase by
about 1.25 cm during the third month. Their behavior
undergoes huge changes during this period. The Moro
reflex, which is developed in human evolution as a re-
sponse to a sudden loss of support, starts disappearing
gradually at this period [44]. When the soles of infant
feet touch a flat surface, they will attempt to walk by pla-
cing one foot in front of the other: this phenomenon is
called as walking reflex or stepping reflex. This behavior
is present at birth and disappears around 10 weeks [45].
At 3 months old, infants’ unconscious activities, such as
Moro reflex and Stepping reflect, disappears, meanwhile
their behavior develops more purposefully and steadily
towards maturation. In addition, during that period,
hands begin to perform advanced functions and can
open and close consciously. They start staring at some-
thing that interests them as well. Their Hand-eye coord-
ination is also improving.

In a brief summary, our human DNBs and DEGs are
found abundant in Nervous System Development and
Function, Cell Morphology and Behavior. Nervous Sys-
tem Development and Cell Morphology support the fast
brain development, so that, infants become to develop
the advanced behavior. In the molecular level, we iden-
tify several DNBs as the hubs of the network, which play
critical roles in regulating the relevant functional mod-
ules and pathways.

Chimpanzee acquires the ability of basic behaviors
associated with survival at the tipping point
By contrast, chimpanzee develops faster than human,
which has been observed in many research works
[13]. Actually, in this work we find that chimpanzee
reaches the tipping point (1 month old) earlier. We
also apply IPA analysis on chimpanzee DNBs and
DEGs before and after 1 month old. The most signifi-
cant physiological system development and function
terms from disease and function analysis are listed in
Table 4. Though chimpanzee DNBs and DEGs have
few overlaps with human DNBs and DEGs, their top
physiological system development and function terms
are very similar, including nervous system develop-
ment, organismal development and tissue morphology.
We can conclude that chimpanzee experiences the
basic brain development similar to human beings at
the tipping point. We further investigate the ability of
behaviors by the function analysis, i.e., the feeding (P-
value = 3.92E-02). Human has more advanced behavior
ability at the tipping point than chimpanzee, such as
learning and memory, which are the footstone of our
cognitive competence.

Discussion and conclusion
Human beings have had dramatic enlargement in brain size
during the evolution, and developed advanced cognitive
ability. In this work, we aim to reveal major biological
events happening to infant human brain in the develop-
ment process. We applied the DNB theory to analyze the
tipping points based on the dorsolateral prefrontal cortex
expression data of both human and chimpanzee.
Generally, chimpanzee grows faster than human

beings for the brain development; they reach the tipping
point around 1 month old, much earlier than human. In

Table 2 Top physiological system developments and functions enriched in human DNBs and DEGs

Name P-value range Molecules

Tissue Morphology 3.23E-02 - 5.77E-06 43

Cardiovascular System Development and Function 8.72E-04 - 8.72E-04 5

Nervous System Development and Function 4.27E-02 - 8.72E-04 39

Organ Morphology 3.23E-02 - 8.72E-04 22

Organismal Development 3.94E-02 - 1.04E-03 23

Table 3 Top relevant diseases and biological Functions of the
human DEGs and DNBs network in Fig. 4

Diseases and Functions P-value range Molecules

Behavior 1.02E-16 - 1.39E-6 21

Behavior 1.02E-16 21

Learning 9.11E-9 10

Memory 1.39E-6 7

Cell Morphology 5.42E-16 - 2.26E-3 27

Morphology 5.42E-16 - 3.09E-7 25

Size 6.89E-11 12

hypertrophy 1.16E-10 - 2.26E-3 10

Sprouting 1.18E-10 11

Branching 1.32E-9 - 1.14E-6 10

depolarization 2.03E-7 5

Formation 4.52E-7 11

Neurogenesis 9.34E-7 9
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contrast, human’s tipping point is around 3 months old,
which has been reported as one of the golden age of
brain development [12]. Then we carried out the differ-
ential gene expression analysis around the tipping
points, and conducted function analysis on DEGs and
DNBs with IPA. Chimpanzee and human have different
DEGs and DNBs, but their DEGs and DNBs are related
to same physiological system development functions, i.e.,
nervous system development, organismal development
and tissue morphology. These functions support the fast
development of brain at this time period. However, hu-
man further obtains more advanced behavior functions
at the tipping point. Specifically, human infants have the
ability of learning and memory while chimpanzee infants

do not. In the molecular level, we identified several
DNBs in the hubs of human top ranked network, which
play a critical role in regulating the modules and having
the functional impacts on the brain growth. They are of
great importance due to the related functions with cellu-
lar proliferation and differentiation in common. This
work not only provides biological insights into the brain
development at a molecular level but also opens a new
way to study the criticality of nonlinear biological pro-
cesses based on the observed omics data. As a future
topic, in contrast to the traditional correlation analysis,
we will adopt the direct associations [12] between mole-
cules to study the molecular mechanism of infant brain
development at the network level.

Fig. 4 Top networks and pathways of human DEGs and DNBs. Blue genes are DNBs, red genes are the up-regulated genes along with time, and
green genes are the down-regulated genes. DNBs play a leading role in this network

Table 4 Top physiological system developments and functions of chimpanzee DNBs and DEGs

Name P-value range Molecules

Embryonic Development 3.92E-02 - 1.98E-02 2

Nervous System Development and Function 3.92E-02 - 1.98E-02 3

Organismal Development 3.92E-02 - 1.98E-02 2

Tissue Morphology 1.98E-02 - 1.98E-02 1

Behavior 3.92E-02 - 3.92E-02 1
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Methods
Data set preparation
All dorsolarteral prefrontal cortex (DLPFC) expression
data sets from the microarray experiments were down-
loaded from the National Center for Biotechnology In-
formation Gene Expression Omnibus (GEO) with the
accession numbers GSE11512 (GC HG-U133 Plus2.0 ex-
periments). The data sets contain 44 human samples
(ranging in age 0–80 years), 14 chimpanzee samples
(ranging in age 0–44 years), and 9 macaque samples. In
each sampling period, there are 1 to 5 samples for gene
expressions (Additional file 5).

Clustering analyses of data sets
Before analyzing the two data sets, we transformed
the original data by using normalization method. In
this way, the data of each sample is in a uniform
distribution which suits better for our statistical ana-
lysis. One method of cluster algorithm is ‘cluster-
gram()’ in MATLAB Library, and the results are
shown in Fig. 1a. Another one is PCA, and the re-
sults are given in Fig. 1b. MDS is used to calculate a
1D summary measure of global expression relative to
the individual’s age (Fig. 1c). The ‘pdist()’ function in
MATLAB Library is used to evaluate the distance
between two samples, and the ‘mdscale()’ in
MATLAB Library is adopted to estimate the global
expression of samples.

Dynamic network biomarkers (DNB) analysis
Based on the nonlinear dynamical theory, a system is
near the critical state if there is a dominant group of
molecules, i.e. DNB. According to the DNB theoretical
analysis [14], we proved that the following generic prop-
erties hold when the infant brain biological system
reaches a critical time point.

� There exists a group of molecules of human or
chimpanzee, whose average Pearson’s correlation
coefficients (PCCs) of molecules drastically increase
in absolute value.

� The average PCCs of molecules between this group
and any others (i.e., between molecules inside this
group and any other molecules outside this group)
drastically decrease in absolute value.

� The average standard deviations (SDs) of molecules
in this group drastically increase.

If all of these three conditions are satisfied simultan-
eously, we call this group a dominant group of the sys-
tem, which will play an important role in early brain
development.
Therefore, when a biological system approaches the

tipping point; a dominant group of genes appear among

all genes. With the gene expression data of all samples in
one period, this dominant group can be quantified by
the following composite index (DNB model):

CI≕
SDd•PCCd

PCCo
ð1Þ

where PCCd is the average Pearson’s correlation coeffi-
cient (PCC) between the genes in the dominant group of
the same time period in absolute value; PCCo is the aver-
age PCC between the dominant group and others of the
same time period in absolute value; SDd is the average
standard deviations (SD) of the genes in the dominant
group. These three criteria together construct the com-
posite index (CI) [14, 15, 24–28, 46–51]. The CI is ex-
pected to reach the peak or increase sharply during the
measured periods when the system approaches the tip-
ping point, thus indicating the imminent transition.
We applied this DNB method to detect the tipping

points during the infant human and chimpanzee brain
development. In each sampling period of infant human
and chimpanzee, there are 1–5 samples with gene
expression profiles. In order to increase the reliability of
DNB result, the slide window method is incorporated
into DNB model to process data. We calculate these three
criteria of human and chimpanzee (Additional file 2). In
addition, the Matlab package of DNB and the operation
methods of DNB model are available at http://sysbio.
sibcb.ac.cn/cb/chenlab/software.htm

Functional analysis
DNBs and DEGs for the two species are used for path-
way enrichment analysis by IPA [42] (Additional file 6),
and network analysis is used to investigate the correla-
tions of DNBs and DEGs in IPA network analysis. All
additional results are described in Additional file 6 in
this paper.

Supplementary information
Supplementary information accompanies this paper at https://doi.org/10.
1186/s12864-020-6465-8.

Additional file 1. Hierarchical cluster analysis of normalized DPLEC
datasets (Human, Chimpanzee, Monkey), based on 17,429 expressed
genes. The red represents human, the blue represents chimpanzee and
the yellow represents macaque.

Additional file 2. Detecting the tipping points for the infant brain
development of human and chimpanzee. Detecting the tipping points
for two data sets, human (a, b, c, d) and chimpanzee (e, f, g, h). The
infant human contain 13 samples (age range from 0 to 0.9 years old). The
infant chimpanzee contains 9 samples (age range from 0 to 6.3 years
old). Subfigures a and e represent the composite index (see Methods, CI
in Eq.(1)), Subfigures b and f represent the mean SDs in the DNB of
human and chimpanzee (see Methods, SD in Eq.(1)), Subfigures c and g
represent PCCs in the DNB (see Methods, PCCd in Eq.(1)), Subfigures d
and h are the PCCs between the DNB and other molecules (see
Methods, PCCo in Eq.(1)).The results of the figure show the effectiveness
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of the DNB model by using our data sets and 3 and 1 month are the
tipping points of two species.

Additional file 3. 371 DNBs of human and 132 DNBs of chimpanzee.
There are one gene which are overlaps of two parts DNBs.

Additional file 4. The DEGs of human and chimpanzee around the
tipping point. The overlap genes between DNBs and DEGs of two
species.

Additional file 5. Sample Characteristics.

Additional file 6. Detailed DNB genes and DEGs IPA analysis summary
and network analysis results.

Abbreviations
DEG: Differentially expressed gene; DEGs: Differentially expressed genes;
DLPFC: Dorsolarteral prefrontal cortex; DNB: Dynamic network biomarker;
DNBs: Dynamic network biomarker genes; MDS: Multi-dimensional scaling;
PCA: Principal component analysis; PCC: Pearson’s correlation coefficient;
SD: Standard deviations

Acknowledgements
The authors thank all members of the laboratory for valuable discussions.

About this supplement
This article has been published as part of BMC Genomics, Volume 21
Supplement 1, 2020: Selected articles from the 14th International Symposium
on Bioinformatics Research and Applications (ISBRA-18): genomics. The full
contents of the supplement are available at https://bmcgenomics.
biomedcentral.com/articles/supplements/volume-21-supplement-1.

Authors’ contributions
HT and LNC developed the methodology. HT and YT executed the
experiment and do the data analysis, HT, YT and TZ wrote this paper. HT, TZ
and LNC revised the manuscript. LNC supervised the work, made critical
revisions of the paper, and approved the submission of the manuscript. All
authors read and approved the final manuscript.

Funding
This work was supported by the National key research and development
program of China (No. 2017YFA0505500), by Shanghai Municipal Science
and Technology Major Project (No. 2017SHZDZX01), the National Natural
Science Foundation of China (NSFC) (Nos. 61403363, 11401222, 11871456,
31200987, 31930022, 31771476), and the Natural Science Foundation of
Shanghai (17ZR1446100). Publication costs are funded by the National key
research and development program of China (No. 2017YFA0505500).

Availability of data and materials
All data generated or analysed during this study are included in this
published article and its supplementary information files.

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1Key Laboratory of Systems Biology, CAS Center for Excellence in Molecular
Cell Science, Shanghai Institute of Biochemistry and Cell Biology, Shanghai
Institutes for Biological Sciences, Chinese Academy of Sciences, University of
Chinese Academy of Sciences, Shanghai 200031, China. 2CAS Center for
Excellence in Animal Evolution and Genetics, Chinese Academy of Sciences,
Kunming 650223, China. 3Shanghai Research Center for Brain Science and
Brain-Inspired Intelligence, Shanghai 201210, China.

Received: 4 January 2020 Accepted: 8 January 2020
Published: 5 March 2020

References
1. Workman AD, Charvet CJ, Clancy B, Darlington RB, Finlay BL. Modeling

transformations of neurodevelopmental sequences across mammalian
species. J Neurosci. 2013;33(17):7368–83.

2. Mikkelsen TS, Hillier LW, Eichler EE, Zody MC, Jaffe DB, Yang SP, Enard W,
Hellmann I, Lindblad-Toh K, Altheide TK, et al. Initial sequence of the
chimpanzee genome and comparison with the human genome. Nature.
2005;437(7055):69–87.

3. Szathmary E, Smith JM. The major evolutionary transitions. Nature. 1995;
374(6519):227–32.

4. Carroll SB. Genetics and the making of Homo sapiens. Nature. 2003;
422(6934):849–57.

5. Leigh SR. Brain growth, life history, and cognition in primate and human
evolution. Am J Primatol. 2004;62(3):139–64.

6. Langer J. The Heterochronic Evolution of Primate Cognitive Development.
Biol Theory. 2006;(issue 1):3.

7. Herrmann E, Call J, Hernandez-Lloreda MV, Hare B, Tomasello M. Humans
have evolved specialized skills of social cognition: the cultural intelligence
hypothesis. Science. 2007;317(5843):1360–6.

8. Pollard KS, Salama SR, King B, Kern AD, Dreszer T, Katzman S, Siepel A,
Pedersen JS, Bejerano G, Baertsch R, et al. Forces shaping the fastest
evolving regions in the human genome. PLoS Genet. 2006;2(10):e168.

9. Pollard KS, Salama SR, Lambert N, Lambot MA, Coppens S, Pedersen JS,
Katzman S, King B, Onodera C, Siepel A, et al. An RNA gene expressed
during cortical development evolved rapidly in humans. Nature. 2006;
443(7108):167–72.

10. Prabhakar S, Noonan JP, Paabo S, Rubin EM. Accelerated evolution of
conserved noncoding sequences in humans. Science. 2006;314(5800):786.

11. Penin X, Berge C, Baylac M. Ontogenetic study of the skull in modern
humans and the common chimpanzees: Neotenic hypothesis reconsidered
with a tridimensional procrustes analysis. Am J Phys Anthropol.
2002;118(1):50–62.

12. Holland D, Chang LD, Ernst TM, Curran M, Buchthal SD, Alicata D, Skranes J,
Johansen H, Hernandez A, Yamakawa R, et al. Structural growth trajectories
and rates of change in the first 3 months of infant brain development.
JAMA Neurol. 2014;71(10):1266–74.

13. Somel M, Franz H, Yan Z, Lorenc A, Guo S, Giger T, Kelso J, Nickel B,
Dannemann M, Bahn S, et al. Transcriptional neoteny in the human brain. P
Natl Acad Sci USA. 2009;106(14):5743–8.

14. Chen LN, Liu R, Liu ZP, Li MY, Aihara K. Detecting early-warning signals for
sudden deterioration of complex diseases by dynamical network
biomarkers. Sci Rep Uk. 2012;2.

15. Liu R, Wang X, Aihara K, Chen L. Early diagnosis of complex diseases by
molecular biomarkers, network biomarkers, and dynamical network
biomarkers. Med Res Rev. 2014;34(3):455–78.

16. Scheffer M, Carpenter S, Foley JA, Folke C, Walker B. Catastrophic shifts in
ecosystems. Nature. 2001;413(6856):591–6.

17. Drake JM, Griffen BD. Early warning signals of extinction in deteriorating
environments. Nature. 2010;467(7314):456–9.

18. Lenton TM, Held H, Kriegler E, Hall JW, Lucht W, Rahmstorf S, Schellnhuber
HJ. Tipping elements in the Earth’s climate system. P Natl Acad Sci USA.
2008;105(6):1786–93.

19. Dakos V, Scheffer M, van Nes EH, Brovkin V, Petoukhov V, Held H. Slowing
down as an early warning signal for abrupt climate change. P Natl Acad Sci
USA. 2008;105(38):14308–12.

20. May RM, Levin SA, Sugihara G. Complex systems - ecology for bankers.
Nature. 2008;451(7181):893–5.

21. Kambhu J, Weidman S, Krishnan N. New Directions for Understanding
Systemic Risk: A Report on a Conference Cosponsored by the Federal
Reserve Bank of New York and the National Academy of Sciences. Econ
Policy Rev. 2007.

22. Li MY, Zeng T, Liu R, Chen LN. Detecting tissue-specific early warning
signals for complex diseases based on dynamical network biomarkers: study
of type 2 diabetes by cross-tissue analysis. Brief Bioinform.
2014;15(2):229–43.

23. Zeng T, Zhang CC, Zhang WW, Liu R, Liu J, Chen LN. Deciphering early
development of complex diseases by progressive module network.
Methods. 2014;67(3):334–43.

Tang et al. BMC Genomics 2020, 21(Suppl 1):74 Page 9 of 10

https://bmcgenomics.biomedcentral.com/articles/supplements/volume-21-supplement-1
https://bmcgenomics.biomedcentral.com/articles/supplements/volume-21-supplement-1


24. Liu XP, Chang X, Liu R, Yu XT, Chen LN, Aihara K. Quantifying critical states
of complex diseases using single-sample dynamic network biomarkers. Plos
Comput Biol. 2017;13(7).

25. Liu R, Wang J, Ukai M, Sewon K, Chen P, Suzuki Y, Wang H, Aihara K, Okada-
Hatakeyama M, Chen L. Hunt for the tipping point during endocrine
resistance process in breast cancer by dynamic network biomarkers. J Mol
Cell Biol. 2019;11(8):649–64.

26. Yang BW, Li MY, Tang WQ, Liu WX, Zhang S, Chen LN, Xia JL. Dynamic
network biomarker indicates pulmonary metastasis at the tipping point of
hepatocellular carcinoma. Nat Commun. 2018;9.

27. Li MY, Li C, Liu WX, Liu CH, Cui JR, Li QR, Ni H, Yang YC, Wu CC, Chen CL,
et al. Dysfunction of PLA2G6 and CYP2C44-associated network signals
imminent carcinogenesis from chronic inflammation to hepatocellular
carcinoma. J Mol Cell Biol. 2017;9(6):489–503.

28. Richard A, Boullu L, Herbach U, Bonnafoux A, Morin V, Vallin E, Guillemin A,
Gao NP, Gunawan R, Cosette J, et al. Single-Cell-Based Analysis Highlights a
Surge in Cell-to-Cell Molecular Variability Preceding Irreversible
Commitment in a Differentiation Process. Plos Biol. 2016;14(12).

29. Lesterhuis WJ, Bosco A, Millward MJ, Small M, Nowak AK, Lake RA. Dynamic
versus static biomarkers in cancer immune checkpoint blockade: unravelling
complexity. Nat Rev Drug Discov. 2017;16(4):264–72.

30. Jung H, Hsiung B, Pestal K, Procyk E, Raulet DH. RAE-1 ligands for the
NKG2D receptor are regulated by E2F transcription factors, which control
cell cycle entry. J Exp Med. 2012;209(13):2409–22.

31. Rogers KW, Lord ND, Gagnon JA, Pauli A, Zimmermann S, Aksel DC, Reyon
D, Tsai SDQ, Joung JK, Schier AF. Nodal patterning without lefty inhibitory
feedback is functional but fragile. Elife. 2017;6.

32. Stottmann RW, Donlin M, Hafner A, Bernard A, Sinclair DA, Beier DR. A
mutation in Tubb2b, a human polymicrogyria gene, leads to lethality and
abnormal cortical development in the mouse. Hum Mol Genet. 2013;22(20):
4053–63.

33. Ambjorn M, Dubreuil V, Miozzo F, Nigon F, Moller B, Issazadeh-Navikas S,
Berg J, Lees M, Sap J. A Loss-of-Function Screen for Phosphatases that
Regulate Neurite Outgrowth Identifies PTPN12 as a Negative Regulator of
TrkB Tyrosine Phosphorylation. Plos One. 2013;8(6).

34. Yue W, Yu X, Zhang D. Progress in genome-wide association studies of
schizophrenia in Han Chinese populations. NPJ Schizophr. 2017;3(1):24.

35. Mariani E, Frabetti F, Tarozzi A, Pelleri MC, Pizzetti F, Casadei R. Meta-Analysis
of Parkinson's Disease Transcriptome Data Using TRAM Software: Whole
Substantia Nigra Tissue and Single Dopamine Neuron Differential Gene
Expression. Plos One. 2016;11(9).

36. Gialluisi A, Visconti A, Willcutt EG, Smith SD, Pennington BF, Falchi M,
DeFries JC, Olson RK, Francks C, Fisher SE. Investigating the effects of copy
number variants on reading and language performance. J Neurodev Disord.
2016;8.

37. Snapkov I, Oqvist CO, Figenschau YA, Kogner P, Johnsen JI, Sveinbjornsson
B. The role of formyl peptide receptor 1 (FPR1) in neuroblastoma
tumorigenesis. Cancer Res. 2015;75.

38. Kasukawa T, Masumoto K, Nikaido I, Nagano M, Uno KD, Tsujino K,
Hanashima C, Shigeyoshi Y, Ueda HR. Quantitative Expression Profile of
Distinct Functional Regions in the Adult Mouse Brain. Plos One.
2011;6(8).

39. Glass LJ, Sinclair D, Boerrigter D, Naude K, Fung SJ, Brown D, Catts VS,
Tooney P, O'Donnell M, Lenroot R, et al. Brain antibodies in the cortex
and blood of people with schizophrenia and controls. Transl Psychiat.
2017;7.

40. Zhu CB, Kros JM, van der Weiden M, Zheng PP, Cheng C, Mustafa DAM.
Expression site of P2RY12 in residential microglial cells in astrocytomas
correlates with M1 and M2 marker expression and tumor grade. Acta
Neuropathol Com. 2017:5.

41. Xie C, Ginet V, Sun Y, Koike M, Zhou K, Li T, Li H, Li Q, Wang X, Uchiyama Y,
et al. Neuroprotection by selective neuronal deletion of Atg7 in neonatal
brain injury. Autophagy. 2016;12(2):410–23.

42. Ingenuity Pathway Analysis (IPA) (http://www.ingenuity.com). Accessed 10
Aug 2018.

43. Lu NZ, Cidlowski JA. Translational regulatory mechanisms generate N-
terminal glucocorticoid receptor isoforms with unique transcriptional target
genes. Mol Cell. 2005;18(3):331–42.

44. MD MAF: Physical diagnosis in Neonotology. Philadelphia: Lippincott-Raven;
1997.

45. Siegler S. R: How Children Develop. New York: Worth Publishers; 2010.

46. Liu R, Yu XT, Liu XP, Xu D, Aihara K, Chen LN. Identifying critical transitions
of complex diseases based on a single sample. Bioinformatics. 2014;30(11):
1579–86.

47. Zhang XJ, Liu KQ, Liu ZP, Duval B, Richer JM, Zhao XM, Hao JK, Chen LN.
NARROMI: a noise and redundancy reduction technique improves accuracy
of gene regulatory network inference. Bioinformatics. 2013;29(1):106–13.

48. Zhao J, Zhou YW, Zhang XJ, Chen LN. Part mutual information for
quantifying direct associations in networks. P Natl Acad Sci USA. 2016;
113(18):5130–5.

49. Zhang XJ, Zhao J, Hao JK, Zhao XM, Chen LN. Conditional mutual inclusive
information enables accurate quantification of associations in gene
regulatory networks. Nucleic Acids Res. 2015;43(5).

50. Liu R, Wang J, Ukai M, Sewon K, Chen P, Suzuki Y, Wang H, Aihara K, Okada-
Hatakeyama M, Chen L. Hunt for the tipping point during endocrine
resistance process in breast cancer by dynamic network biomarkers.
J Mol Cell Biol. 2018.

51. Liu X, Chang X, Leng S, Tang H, Aihara K, Chen L. Detection for disease
tipping points by landscape dynamic network biomarkers. Natl Sci Rev.
2018.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in
published maps and institutional affiliations.

Tang et al. BMC Genomics 2020, 21(Suppl 1):74 Page 10 of 10

http://www.ingenuity.com

	Abstract
	Background
	Results
	Conclusion

	Background
	Results
	Expression pattern analysis of dorsolateral prefrontal cortex expression data reveals smooth changes with drastic transitions during brain development
	Dynamic network biomarkers identifies the tipping points during the infant brain development
	Advanced behavior related functions develop for human at the tipping point in contrast to chimpanzee
	Chimpanzee acquires the ability of basic behaviors associated with survival at the tipping point

	Discussion and conclusion
	Methods
	Data set preparation
	Clustering analyses of data sets
	Dynamic network biomarkers (DNB) analysis
	Functional analysis

	Supplementary information
	Abbreviations
	Acknowledgements
	About this supplement
	Authors’ contributions
	Funding
	Availability of data and materials
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

