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A Comparison of Static and 
Dynamic Functional Connectivities 
for Identifying Subjects and 
Biological Sex Using Intrinsic 
Individual Brain Connectivity
Sreevalsan S. Menon    & K. Krishnamurthy   

Functional magnetic resonance imaging has revealed correlated activities in brain regions even in 
the absence of a task. Initial studies assumed this resting-state functional connectivity (FC) to be 
stationary in nature, but recent studies have modeled these activities as a dynamic network. Dynamic 
spatiotemporal models better model the brain activities, but are computationally more involved. A 
comparison of static and dynamic FCs was made to quantitatively study their efficacies in identifying 
intrinsic individual connectivity patterns using data from the Human Connectome Project. Results 
show that the intrinsic individual brain connectivity pattern can be used as a ‘fingerprint’ to distinguish 
among and identify subjects and is more accurately captured with partial correlation and assuming 
static FC. It was also seen that the intrinsic individual brain connectivity patterns were invariant over a 
few months. Additionally, biological sex identification was successfully performed using the intrinsic 
individual connectivity patterns, and group averages of male and female FC matrices. Edge consistency, 
edge variability and differential power measures were used to identify the major resting-state networks 
involved in identifying subjects and their sex.

The spontaneous spatiotemporal fluctuations in the brain activity measured using resting-state functional mag-
netic resonance imaging (rfMRI) time series data have been considered extensively to study functional brain 
networks since it was first discovered1. The correlation of two time series from different regions of the brain or 
nodes has been used to identify functional connections, and different sets of networks of correlated temporal 
patterns have led to the identification of resting-state networks (RSNs)2,3. Functional connectivity (FC) is denoted 
as a matrix with the rows and columns representing nodes and each element of the matrix representing the edge 
strength or functional connection between the corresponding nodes. Although Pearson correlation coefficient 
is the simplest and most commonly used for defining edge strength, it is not indicative of the direct connection. 
Partial correlation, on the other hand, is used to estimate the direct connection, which is achieved by regressing 
out possible indirect connections through other nodes. Using realistic simulated fMRI data, partial correlation 
was shown to be one of the best methods for network connection detection with high sensitivity compared with 
various other network models4.

A common assumption made in many past studies is that the FC does not change over the data acquisi-
tion time period although the brain wanders through a state of connectivities and the FC is non-stationary in 
nature. A number of recent studies, however, have not made this stationary, or static functional connectivity 
(sFC), assumption and proposed different methods to study non-stationary changes in connectivity during the 
rfMRI data acquisition time period, the duration of which is typically from 5 to 15 minutes. The most commonly 
used approach is that of a windowed analysis5 in which the repeated states6 are determined using some clustering 
algorithms7. While these methods are more involved and better model the dynamic brain activity, it is not clear 
how advantageous or what new information can be gleaned by considering the short-term, defined here to be 
in the order of a few minutes, non-stationarities in the correlation values or dynamic functional connectivity 
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(dFC). Furthermore, it is not clear how the FC change in the medium- to long-term, defined here as months to 
years, because the temporal evolution of brain connectivity with age has been noted8–10. Studies are needed to 
determine any medium- to long-term changes in the intrinsic individual brain connectivity due to aging or other 
environmental factors.

Inimitability of functional connectivity profiles and their ability to serve as a ‘fingerprint’ and predict cogni-
tive, behavioral and task performance have been reported in a few studies11–15. It has also been reported that edge 
strengths in some networks are either higher or lower in males, which suggests that the biological sex of a subject 
may be predicted from the FC matrix2. The potential being demonstrated is promising for using intrinsic individ-
ual connectivity patterns as ‘neuromarkers’ for studying brain function in health and disease. Further studies are 
necessary to fully exploit these patterns in this emerging research field16,17.

The commonly used sFC and emerging dFC methods were quantitatively compared in this study by evaluating 
the accuracy of identifying subjects and their sex using their intrinsic individual brain connectivity patterns or 
‘fingerprint’. Using publically available data from the Human Connectome Project (HCP) S1200 release, which 
consists of high quality imaging data from about 1,200 healthy subjects, intra- and inter-subject and male and 
female group average connectivity patterns were investigated. Although two specific applications of brain con-
nectivity patterns were considered here, this study provides insight into the efficacies of commonly used sFC 
and dFC analysis methods. Results are also presented that show the intrinsic individual connectivity patterns do 
not significantly change in the medium term and brain connectivity ‘fingerprinting’ is possible even with data 
acquired several months apart.

Methods
fMRI data.  Three sets of preprocessed fMRI data in a grayordinate coordinate system released as a part of the 
HCP18 (https://db.humanconnectome.org/) that have been run through HCP FIX-ICA denoising to remove the 
effects of structured artefacts were used in this study. In the HCP, data was acquired for about 1,200 young adults 
(ages 22–35) from families with twins and non-twins using a 3T imaging scanner at Washington University in St. 
Louis. The fMRI data was acquired with multiband echo-planar imaging at a temporal resolution (TR) of 0.72 s 
per volume and 2-mm isotropic voxels. A subset of about 100 same-sex twin pairs was studied using a 7T imaging 
scanner at the University of Minnesota with 1 s TR and 1.6 mm resolution. The reprocessed 7T fMRI data released 
on April 10, 2018 was used in this study. A detailed description of the minimal preprocessing steps can be found 
in refs2,19 and of the FIX approach in ref.20.

The first dataset comprised of 3T rfMRI data was acquired for 355 subjects, including 143 males and 212 
females. The second dataset was comprised of 7T rfMRI data for 184 subjects, including 72 males and 112 females. 
The third dataset was comprised of 3T task fMRI (tfMRI) data for seven task domains (Emotion, Gambling, 
Language, Motor, Relational, Social and Working Memory) for the same 355 subjects considered in the first 
dataset. Note that the 355 subjects selected for this study were the same ones as those considered in ref.14 and 
all the subjects who were scanned with the 7T imaging scanner. However, 12 subjects (5 males and 7 females) 
from the first dataset, 10 subjects (2 males and 8 females) from the second dataset, and 34 subjects (12 males and 
22 females) from the third dataset were removed from further analysis in this study for two reasons. First, HCP 
data was missing an fMRI session. Second, head motion artefact occurred, which was detected when the average 
framewise displacement exceeding four standard deviations21.

The first dataset with 3T rfMRI data provided a baseline for studying intrinsic individual connectivity patterns 
for subject and sex identification. The second dataset with 7T rfMRI data, on the other hand, was chosen to study 
medium-term changes in the intrinsic individual connectivity, if any, because data was acquired about 6 to 12 
months after subjects were scanned with the 3T imaging scanner. The third dataset was chosen to study intrinsic 
individual connectivity patterns obtained using the 3T rfMRI data in the 3T tfMRI data.

The 3T rfMRI data was acquired in four runs of approximately 15 minutes each, two runs with right-to-left 
(RL) and left-to-right (LR) phase encoding protocols in the first session on day 1 and two runs in the second 
session on day 2. However, the 7T rfMRI data was collected with phase encoding in posterior-anterior (PA) and 
anterior-posterior (AP) directions in four runs in two sessions on two consecutive days, similar to the acquisition 
of the 3T rfMRI data. In all cases in this study, the functional connectivity data from the two runs with different 
phase encoding protocols were averaged.

Parcellation was performed using an atlas with 90 brain functional regions of interest (fROIs) or nodes 
defined across 14 major RSNs (https://findlab.stanford.edu/functional_ROIs.html). Time series of the fROIs 
obtained using FSL [FSL-fslmeants]22–24 were detrended and demeaned [MATLAB-detrend], and the rfMRI 
data was bandpass filtered [MATLAB-filtfilt] in the range of 0.01634 Hz–0.15 Hz to improve identification of 
the resting-state fluctuations21,25,26 (see Fig. S1 in Supplementary Information for a schematic of the main data 
processing steps followed for subject identification in this study. Also, for clarity and completeness, the software 
package and commands, with any options, used to obtain the results are included within square brackets through-
out the manuscript).

Functional connectivity.  Functional connectivity matrices for all the subjects in the three datasets were 
obtained using three methods: (i) Pearson sFC - Pearson correlation coefficients [MATLAB-corr] followed 
by normalization to z scores using the Fisher transformation; (ii) Partial sFC - partial correlation coefficients 
using the inverse covariance27 [MATLAB-inv, cov] followed by normalization to z scores using the Fisher trans-
formation; and (iii) Pearson dFC - Pearson correlation coefficients with a windowed analysis, which involved 
calculating the FC matrices using Pearson correlation coefficients for each window after z-score normalization 
[MATLAB-zscore] of time series26, followed by correlation coefficients normalization to z scores using the Fisher 
transformation and clustering the FC matrices using the K-means clustering algorithm7 [MATLAB-kmeans] to 
extract the four most repeated states6 and arrange them in their decreasing order of occurrence [MATLAB-sort]. 
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A window length of 85 TR (equivalent to 61.2 s, which was 1/fmin, where fmin was the minimum frequency of 
the bandpass filter) and a step size of 5 TR (equivalent to 3.6 s) were used for the 3T images. For the 7T images, a 
window length of 60 TR (60 s) was used with a step size of 5 TR (equivalent to 5 s). Figure 1 illustrates the sFC and 
dFC methods for generating the FC matrices. The sFC methods (i.e., Pearson sFC and Partial sFC) yielded 90 × 90 
symmetric matrices, while the dFC method created four 90 × 90 symmetric matrices; therefore, only the upper or 
lower triangular part of these FC matrices needed to be considered during analysis.

Similarity measure.  Similarity between two FC matrices was determined using the cosine similarity meas-
ure. If Xi and Xj are two vectors formed by concatenating the n (n − 1)/2 upper triangular elements of the (n × n) 
functional connectivity matrices FCi and FCj, respectively, then the cosine similarity measure between the two FC 
matrices is given by the inner product of the two vectors divided by their norms [MATLAB-pdist]:

=
⋅

|| || || ||
CS

X X
X X (1)

i j
i j

i j
,

Values of the cosine similarity measure vary from −1 to 1, indicating maximal dissimilarity to maximal similarity. 
The cosine similarity measure was used in this study because of its simplicity and it was shown to provide better 
distinction compared to the Pearson correlation coefficient6. No effort was made in this study to compare various 
similarity measures and select one to satisfy some criterion for matching FC matrices.

Edge analysis.  Three quantitative measures were used to understand the ability of the three FC methods to 
identify each subject and their sex. First, edge consistency11, defined as those edges whose strengths were almost 
the same among all subjects, was used to identify edges that were consistent among all subjects. Therefore, high 
consistency edges do not contribute significantly to identifying a subject from other subjects. Edge consistency 
was determined by first calculating the standard deviation [MATLAB-std] of the edge strengths for all the sub-
jects and then using a percentile [MATLAB-prctile] threshold to select those edges with a low standard deviation. 
Second, edge variability, defined as those edges that were not consistent among all subjects, on the other hand 
was used to identify edges that vary among all subjects. Therefore, high variability edges contribute significantly 
to identifying a subject from other subjects. Edge variability was calculated similar to edge consistency except 
for using a percentile threshold to select those edges with a high standard deviation. Finally, a modified form of 
the differential power of an edge11 was used to identify edges unique to each subject across different sessions and 
different from other subjects irrespective of the session when their data was acquired. The logarithmic function 
was replaced by calculating the mean to avoid undefined values when the probability was zero. The modified 
differential power for edge e was calculated as:
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Figure 1.  Static and dynamic FC matrices derived from fMRI time series. Static FC was calculated using 
Pearson correlation coefficients of the entire time series; however, dynamic FC was calculated considering a 
moving window of the time series and finding the major repeating FC matrices using a clustering algorithm.
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here φ φ| > |ii ij  means that the probability of φii within the same subject is greater than φij between two different 
subjects, Xi

Sk is the vector formed by concatenating the n(n − 1)/2 upper triangular elements of the functional 
connectivity matrix FCi for session Sk, n represents the total number of nodes, i and j represent two different 
subjects for subject identification or males and females for sex identification, N is the total number of subjects in 
the dataset and e is the eth edge in the FCi matrix. Edges with higher differential power therefore contribute more 
to actually distinguish a subject from other subjects and to identify their sex.

Subject identification using 3T and 7T rfMRI data.  From the pool of 343 subjects in the first dataset 
obtained with the 3T imaging scanner, FC data from one of the two sessions for each subject was randomly selected to 
establish the known baseline. The remaining 343 rfMRI sessions were considered as unknown targets, which were then 
matched with their corresponding baseline to identify the subjects uniquely. Note that for the Pearson dFC method, 
the four states obtained using the K-means clustering algorithm were employed as the baseline for comparison with 
the four states obtained for the target subject. The cosine similarity was calculated between each baseline (4005 × 1 
vector representing edge strengths) and each target (4005 × 363 matrix with columns representing targets and rows 
representing edge strengths). In the next step, the highest cosine similarity value was identified [MATLAB-max]. 
Binary values were then assigned with a score of 1 when a subject was correctly identified and a score of 0 when the 
prediction was wrong. The success rate of each method was finally calculated as a percentage of correctly identified 
subjects. The aforementioned steps were repeated for 174 subjects in the second dataset with the 7T rfMRI data.

Medium-term changes in intrinsic individual connectivity patterns.  The first and second datasets 
were used to study how the intrinsic individual connectivity patterns may change over a period of few months. 
One of the FC matrices from the two rfRMI sessions for 164 subjects from the 7T imaging scanner was randomly 
selected as the baseline. The 328 FC matrices from the two 3T rfRMI sessions for these subjects were selected as 
the target FC matrices. Again, each target subject was uniquely matched with its baseline based on the largest 
cosine similarity value and the percentages of correctly identified subjects were calculated.

Subject identification using 3T rfMRI and 3T tfMRI data.  Baseline FC matrices using the 3T rfMRI 
data from the first dataset were created as previously noted. However, the target FC matrices were for each of the 
seven task domains. Functional connectivity data for 321 subjects for each task domain were matched with their 
resting-state FC based on the largest cosine similarity value, and the percentages of correctly identified subjects 
were calculated as previously noted.

Sex identification using 3T rfMRI data.  Sex identification was performed to compare the performance 
of the three methods for group-level analysis. The leave-one-out strategy was used to create FC group averages 
removing the FC data of the subject to be predicted. The FC group averages for male and female subjects were 
calculated by randomly selecting one of the two sessions for each subject. Then each selected session for each of 
the 343 subjects (138 males and 205 females in the first dataset) was compared with the group averages of male 
and female FC matrices using the cosine similarity value. The predicted sex was then compared to the actual sex 
of the subject to calculate the accuracy percentage in sex identification.

Results
Subject identification using 3T and 7T rfMRI data.  Table 1 shows the mean accuracy percentages for 
identifying subjects and the number of maximum subjects misidentified for 1,000 program runs. The partial 
sFC method was clearly able to correctly identify every subject in the 3T-3T scenario, whereas Pearson dFC and 
Pearson sFC methods misidentified a maximum of 2 and 40 subjects, respectively. For the 7T-7T scenario, the 
partial sFC method again had the highest accuracy with a maximum of 1 subject misidentified, compared to a 
maximum of 8 and 25 misidentified by the Pearson dFC and Pearson sFC methods, respectively. The subject 
misidentified by partial sFC was the same individual over trials, and this individual was also misidentified across 
methods. However, different subjects were misidentified across the other two methods. The 7T-3T scenario is the 
most challenging for two reasons. First, the FC matrices were for data acquired several months apart. Second, data 

Baseline Subject-
Target Subject

Pearson sFC Partial sFC Pearson dFC

Mean Accuracy 
Percentage

Maximum Number of 
Misidentifications

Mean Accuracy 
Percentage

Maximum Number of 
Misidentifications

Mean 
Accuracy 
Percentage

Maximum Number of 
Misidentifications

3T-3T 91.16 40 100.00 0 99.56 2

7T-7T 89.26 25 99.71 1 97.58 8

7T-3T 83.92 66 99.62 3 96.74 18

Table 1.  Mean subject identification accuracy percentages and maximum number of misidentifications for 
1000 program runs.
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was acquired on two different scanners with different magnetic field strengths. Because this study focused on the 
successful identification using intrinsic individual connectivity patterns, differences in scanners and acquisition 
parameters were not of interest. The partial sFC method once again performed best and was able to identify 
almost all the subjects with a maximum of 3 misidentified compared to 18 and 66 by the Pearson dFC and Pearson 
sFC methods, respectively. The Pearson dFC method was able to better capture the intrinsic individual connectiv-
ity patterns compared to Pearson sFC, but was not able to outperform the partial sFC method. The mean cosine 
similarity values between the FC matrices for the various identification cases are listed in Supplemental Table S1.

Edge analysis in subject identification.  Edge consistency and edge variability were calculated using one 
standard deviation together with 5 percentile and 95 percentile thresholds, respectively. Figure 2 shows the per-
centages of the number of edges within and between RSNs and Table 2 summarizes the contribution percentage 
of each RSN toward edge consistency and edge variability. Except for the BAS network, which contains thalamus, 
caudate and frontal gyrus regions, the three methods identified different major contributing networks for edge 
consistency, and DDMN, VDMN and VISUO were common among all three methods for edge variability.

The higher warm zones in Fig. 3a show that many of the edges determined using the partial sFC method have 
a higher differential power compared to the Pearson dFC method, which in turn had higher values than Pearson 
sFC corroborating the subject identification accuracy results shown in Table 1. To identify the major RSNs with 
the highest differential power, a 95 percentile threshold was applied and the results obtained are shown in Fig. 3b. 
The number of active edges in an RSN was used to calculate the contribution of each RSN. Table 3 summarizes 
the contribution percentages of all the RSNs calculated using the ratio of number of edges in a network to total 
number of edges active after thresholding. As expected, the RSNs with higher differential power, which include 
DDMN, PSAL, VDMN and VISUO, also have higher edge variability (Table 2).

Subject identification using 3T tfMRI data.  Table 4 shows the mean accuracy value and the number of 
maximum subjects misidentified for 1,000 program runs for identifying subjects with one of the two 3T rfMRI 
sessions randomly selected as the baseline and the seven tfMRI data as the target, one at a time. Except for the 
emotion task, the partial sFC method had the best accuracy, followed by the Pearson dFC method. On the other 
hand, the accuracy of the Pearson sFC method varied from 7% to 21.3%. These mean accuracy percentages are 
very low and unsatisfactory. The mean cosine similarity values between the FC matrices for the various identifi-
cation cases are listed in Supplemental Table S2.

Figure 2.  (a) Edge consistency percentages within and between RSNs for Pearson sFC, partial sFC and Pearson dFC 
methods at 5 percentile threshold. The color bar to the right of each figure displays the mapping of edge consistency 
percentage values to the color map. (b) Edge variability percentages within and between RSNs for Pearson sFC, 
partial sFC and Pearson dFC methods at 95 percentile threshold. The color bar to the right of each figure displays the 
mapping of edge variability percentage values to the color map. AUD-Auditory, BAS-Basal Ganglia, DDMN-Dorsal 
Default Mode Network, V2-Primary Visual, LAN-Language, LECN-Left Executive Control Network, SMOTOR-
Sensorimotor, PSAL-Posterior Salience, PRE-Precuneus, V1-High Visual, RECN-Right Executive Control Network, 
ASAL-Anterior Salience, VDMN-Ventral Default Mode Network, VISUO-Visuospatial.
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Sex identification using 3T rfMRI data.  Table 5 shows results obtained for sex identification for 1,000 
program runs with the baseline obtained by randomly choosing one of the two sessions for each subject to calcu-
late the group averages for male and female FC matrices, leaving out the FC matrix of subject to be predicted. The 
partial sFC method again outperformed the other two methods. The mean cosine similarity values between the 
subject and group FC matrices are listed in Supplemental Table S3.

Differential power of edges in sex classification.  The edge percentages within and between RSNs con-
tributing the most to differentiate between male and female subjects were found using a 95 percentile threshold 
and are shown in Fig. 4. Also, the edge percentages in each RSN are summarized in Table 6. Except for the DDMN 
appearing in all three methods for females, there was no RSN that was unique for sex identification.

Discussion
The results presented here show that the intrinsic individual connectivity patterns can be used to identify subjects 
and their sex. A comparison was made between the commonly used sFC (Pearson correlation and partial correla-
tion) and dFC (sliding window) measures. Results show that the intrinsic individual connectivity pattern was best 
captured by the partial sFC method, while the Pearson sFC method was not able to identify subjects accurately 
based on the intrinsic individual connectivity pattern. The dFC method performed better than the Pearson sFC 
method, but was not able to outperform the partial sFC method. The mean accuracy percentages with the Pearson 
sFC method was very low and unsatisfactory for identification purposes. A detailed analysis was performed to 
find the edges and networks that contributed to identifying the subjects. The top contributing RSNs varied among 
the three methods when edge consistency was considered, but there was commonality for edge variability. More 
importantly, the differential power results identified the networks that contributed the most to identifying the 
subjects and their sex. Findings from this study show that the heterogeneity in individual FC patterns can be 
exploited in future work to draw inferences about subjects in both health and disease.

The subject identification results, while complementing previous studies using the Pearson sFC11 and Pearson 
dFC12 methods, advocate the use of the partial sFC method for brain network analysis. Because of the use of 
different parcellation schemes, which has been shown to yield different results2,11, it is not possible to perform a 
fair comparison of the accuracy results obtained in this study with those obtained by others. The repeating states 
from the dFC matrices were found to have significant differences for some edge strength values, which enabled 
the Pearson dFC method to outperform the Pearson sFC method. To truly assess whether dFC would outperform 
sFC, a fourth comparison would have been necessary, that is, partial dFC. However, since the number of nodes 
that can be included in a partial correlation analysis is limited when the time series are short, the comparison 
would not have been valid. This is because of a reduction in the temporal degrees of freedom when nodes are 
regressed out to calculate an edge28. If the inverse of the covariance matrix is used to calculate the partial corre-
lations, then the computational burden will be significant, and accurate results may not be reliably obtained29. 
The number of time series data points should be larger than the number of nodes to calculate the simple partial 
correlation, the accuracy of which improves, in most cases, as the time series length increases30. New methods are 
needed to accurately estimate the partial correlations without a huge computational load when the time series are 
short, which is typical in a windowed analysis, and more nodes are included. Thus, it remains unknown whether 
sFC outperforms dFC in general or whether when using partial correlation, dFC would actually be the preferred 
method. This is a topic for future investigations.

RSN

Edge Consistency Percentage Edge Variability Percentage

Pearson sFC Partial sFC
Pearson 
dFC Pearson sFC Partial sFC

Pearson 
dFC

AUD 6.25 4.25 7.92 6.75 1.00 1.19

BAS 10.50 10.25 10.00 1.25 1.00 0.85

DDMN 8.50 10.50 6.35 13.00 10.50 14.68

V2 12.75 4.00 9.06 1.25 2.00 0.17

LAN 4.50 4.50 4.27 6.50 10.75 7.51

LECN 14.00 6.50 11.25 6.25 9.50 9.73

SMOTOR 17.25 8.00 17.29 7.75 3.00 3.24

PSAL 7.25 19.50 9.38 9.25 10.25 8.87

PRE 1.25 0.75 2.29 2.75 9.50 8.19

V1 0.00 0.25 1.25 2.25 1.00 1.37

RECN 4.25 5.50 3.02 7.25 9.50 9.90

ASAL 3.25 5.25 4.27 8.50 5.25 7.17

VDMN 4.25 12.50 7.08 17.25 14.25 16.89

VISUO 6.00 8.25 6.56 10.00 12.50 10.24

Table 2.  Edge consistency (5 percentile threshold) and edge variability (95 percentile threshold) percentages 
for RSNs (top four contributing RSNs are shown in bold font). AUD-Auditory, BAS-Basal Ganglia, DDMN-
Dorsal Default Mode Network, V2-Primary Visual, LAN-Language, LECN-Left Executive Control Network, 
SMOTOR-Sensorimotor, PSAL-Posterior Salience, PRE-Precuneus, V1-High Visual, RECN-Right Executive 
Control Network, ASAL-Anterior Salience, VDMN-Ventral Default Mode Network, VISUO-Visuospatial.
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The results for edge consistency and edge variability corroborated with previous studies, and the performance 
of the three methods depended on what they identified as the major contributing networks. Ref. 11 reported the 
prefrontal cortex, motor, occipital and visual regions covered by the BAS, V2, SMOTOR and LECN networks as 

Figure 3.  (a) Differential power of edges using Pearson sFC, partial sFC and Pearson dFC methods. The color 
bar to the right of each figure displays the mapping of edge differential power values to the color map. (b) Edge 
contribution percentages in subject identification at 95 percentile threshold. The color bar to the right of each 
figure displays the mapping of edge contribution percentage values to the color map. AUD-Auditory, BAS-Basal 
Ganglia, DDMN-Dorsal Default Mode Network, V2-Primary Visual, LAN-Language, LECN-Left Executive 
Control Network, SMOTOR-Sensorimotor, PSAL-Posterior Salience, PRE-Precuneus, V1-High Visual, RECN-
Right Executive Control Network, ASAL-Anterior Salience, VDMN-Ventral Default Mode Network, VISUO-
Visuospatial.

RSN Pearson sFC Partial sFC Pearson dFC

AUD 2.75 3.98 2.62

BAS 0.75 5.97 7.12

DDMN 18.00 12.93 9.43

V2 9.00 2.48 1.19

LAN 14.75 6.96 7.43

LECN 7.25 6.96 4.18

SMOTOR 5.75 6.21 4.87

PSAL 15.25 12.93 16.04

PRE 1.00 3.23 5.31

V1 0.00 2.23 5.31

RECN 2.75 6.96 7.05

ASAL 5.75 7.46 7.62

VDMN 2.50 11.94 9.93

VISUO 14.5 9.70 11.92

Table 3.  RSN contribution percentages based on differential power at 95% threshold in subject identification 
(top four contributing networks highlighted in bold font). AUD-Auditory, BAS-Basal Ganglia, DDMN-
Dorsal Default Mode Network, V2-Primary Visual, LAN-Language, LECN-Left Executive Control Network, 
SMOTOR-Sensorimotor, PSAL-Posterior Salience, PRE-Precuneus, V1-High Visual, RECN-Right Executive 
Control Network, ASAL-Anterior Salience, VDMN-Ventral Default Mode Network, VISUO-Visuospatial.
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contributing at varying levels to consistency. Ref.12 showed the subcortical network covered by the BAS network 
to be the least variable among individuals, and ref.31 reported the SMOTOR, V1 and V2 networks to be the least 
variable among subjects. On the other hand, three networks (i.e., DDMN, VDMN and VISUO) were common 
among all three methods for edge variability. This result is consistent with ref.31, who showed that the frontopa-
rietal control and attention networks had high functional variability followed by the default mode network with 
moderate variability.

Numerous studies have found that the DDMN and VDMN edges were active in individuals during rest32,33. In 
the case of the partial sFC method, the DDMN and VDMN networks appear as two of the top four contributing 
networks for both edge consistency and edge variability, which seems to be contradictory. However, it is not the 
case because the contribution of various edges in the two default mode networks are different, which reinforces 
the fact that consistency was not associated with local connectivity (within network) alone, but was also found in 
long range connectivity31. This makes it difficult to delineate some networks in functional connectivity analysis.

The high differential power of the DDMN, VDMN and VISUO networks is similar to the results obtained by 
ref.11. (frontoparietal and default mode network regions) and ref.34, who showed that the parietal cortex regions 
influenced individual differences. Ref.31. showed that the inter-subject variability was high in the frontoparietal 
control, ventral and dorsal attention regions followed by the default mode network. It should be pointed out that 
Table 3 shows that the VDMN network was having a higher differential power with the partial sFC and Pearson 
dFC methods, but the network contribution was small with the Pearson sFC method, which may be one of the 
reasons for its reduced subject identification accuracy.

Overall, subject identification using the tfMRI data showed reduced accuracy. This was expected as it is known 
that the connectivity patterns can be modulated by different task conditions, thereby reducing the identification 
accuracy35–37. Edge strengths in male and female FCs, which are known to have differences in structural38,39 and 
functional activation2,40–42, were better captured by the partial sFC method. The study by ref.43. showed that there 
were no significant differences among major RSNs in males and females, which can also be seen in the results as 
some RSNs contributed to distinguishing both males and females (LECN, VDMN, VISUO). The edge strengths 
within the RSNs rather than the RSNs themselves actually contributed to sex identification2,41.

Two factors that could potentially affect the results with a sliding window analysis are window length and the 
number of repeated states in the clustering algorithm. Various window lengths (65 TR–115 TR) and number of 
repeating states (4–8) were considered in this study. They all produced similar results for subject identification 
in the 3T-3T scenario, and no attempt was made to optimize these two parameters (see Supplemental Table S4). 
Edge analysis results were presented with a 95 percentile threshold. Likewise, similar results were obtained with 
different percentile thresholds for edge consistency, edge variability and differential power, and are included in 
Supplemental Tables S5–S7. No attempt was again made to optimize the threshold value, but can be easily done to 
explore the contribution of various networks for further functional connectivity analysis.

No consideration was given to family heritability in this study, but results presented here clearly show that the 
partial sFC method was superior for identifying intrinsic brain connectivity patterns compared to the Pearson 
sFC and Pearson dFC methods. The different imaging protocols (resolution and phase encoding) for the 7T and 
3T rfMRI data should not be a concern because they have been shown not to affect connectome fingerprinting44.

The 7T-3T rfMRI results are intriguing because they show that the intrinsic individual connectivity patterns 
do not change in the medium term, and subject identification is still possible with images acquired several months 
apart. However, this is an area for further research and long-term longitudinal studies are needed to determine the 

Task

Pearson sFC Partial sFC Pearson dFC

Mean Accuracy 
Percentage

Maximum Number 
of Misidentifications

Mean 
Accuracy 
Percentage

Maximum Number 
of Misidentifications

Mean Accuracy 
Percentage

Maximum Number 
of Misidentifications

Emotion 21.30 266 70.52 114 71.59 108

Gambling 9.34 302 83.33 70 52.63 179

Language 10.16 300 93.97 27 65.97 135

Motor 8.90 302 86.48 55 62.03 142

Relational 10.09 299 73.97 102 53.14 176

Social 10.81 298 91.82 37 74.73 97

Working Memory 7.00 308 90.87 42 55.49 171

Table 4.  Comparison of 3T rfMRI (baseline) and 3T tfMRI (target) mean subject identification accuracy 
percentages.

Pearson sFC Partial sFC Pearson dFC

Mean Accuracy 
Percentage

Maximum Number of 
Misidentifications

Mean Accuracy 
Percentage

Maximum Number of 
Misidentifications

Mean Accuracy 
Percentage

Maximum Number of 
Misidentifications

68.39 237 90.05 88 79.84 184

Table 5.  Mean sex identification accuracy percentages and maximum number of misidentifications for 1000 
program runs.
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influence of age or environmental factors on the intrinsic individual connectivity patterns. The results obtained 
clearly show that it is possible to not only uniquely identify a subject, but also to use the intrinsic brain connec-
tivity pattern to identify the subject’s sex.

Figure 4.  Differential power of edges using Pearson sFC, Partial sFC and Pearson dFC methods for males 
(TOP) and females (BOTTOM). The color bar to the right of each figure displays the mapping of edge 
differential power values to the color map. AUD-Auditory, BAS-Basal Ganglia, DDMN-Dorsal Default 
Mode Network, V2-Primary Visual, LAN-Language, LECN-Left Executive Control Network, SMOTOR-
Sensorimotor, PSAL-Posterior Salience, PRE-Precuneus, V1-High Visual, RECN-Right Executive Control 
Network, ASAL-Anterior Salience, VDMN-Ventral Default Mode Network, VISUO-Visuospatial.

RSN

Pearson sFC Partial sFC Pearson dFC

Male Female Male Female Male Female

AUD 8.19 0.24 3.35 3.5 6.47 3.75

BAS 3.15 3.62 1.20 4.50 1.74 0.75

DDMN 3.15 14.73 8.13 11.25 7.96 16.5

V2 1.68 0.24 1.20 1.25 1.74 1.50

LAN 6.30 1.69 13.16 4.75 12.69 2.50

LECN 6.30 13.53 10.05 6.25 15.17 10.00

SMOTOR 2.52 0.72 4.55 3.50 6.47 3.50

PSAL 15.55 5.56 11.00 10.00 7.46 14.25

PRE 5.67 10.14 4.55 7.00 3.48 5.50

V1 2.10 0.24 0.72 0.75 0.75 1.50

RECN 4.20 12.56 9.57 9.75 6.72 9.00

ASAL 14.29 7.73 8.85 11.25 9.45 9.00

VDMN 9.03 21.01 12.68 10.75 5.47 14.5

VISUO 17.86 7.97 11.00 15.5 14.43 7.75

Table 6.  RSN contribution percentages in sex identification (top four contributing networks highlighted in 
bold font). AUD-Auditory, BAS-Basal Ganglia, DDMN-Dorsal Default Mode Network, V2-Primary Visual, 
LAN-Language, LECN-Left Executive Control Network, SMOTOR-Sensorimotor, PSAL-Posterior Salience, 
PRE-Precuneus, V1-High Visual, RECN-Right Executive Control Network, ASAL-Anterior Salience, VDMN-
Ventral Default Mode Network, VISUO-Visuospatial.
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Data Availability
The fMRI data used in this study can be downloaded from Human Connectome Project website (https://db.hu-
manconnectome.org/). The 90 functional regions of interest parcellation atlas can be downloaded from the Stan-
ford University Functional Imaging in Neuropsychiatric Disorders Lab website (https://findlab.stanford.edu/
functional_ROIs.html). MATLAB scripts written to obtain the results are publicly available at github.com/sreev-
alsansmenon/IndividualBrainConnectivity.

References
	 1.	 Biswal, B., Zerrin Yetkin, F., Haughton, V. M. & Hyde, J. S. Functional connectivity in the motor cortex of resting human brain using 

echo planar mri. Magn. Reson. Medicine 34, 537–541, https://doi.org/10.1002/mrm.1910340409 (1995).
	 2.	 Smith, S. M. et al. Functional connectomics from resting-state fMRI. Trends Cogn. Sci. 17, 666–682, https://doi.org/10.1016/j.

tics.2013.09.016 (2013).
	 3.	 Cabral, J., Kringelbach, M. L. & Deco, G. Functional connectivity dynamically evolves on multiple time-scales over a static structural 

connectome: Models and mechanisms. NeuroImage 160, 84–96, https://doi.org/10.1016/j.neuroimage.2017.03.045 (2017).
	 4.	 Smith, S. M. et al. Network modelling methods for FMRI. NeuroImage 54, 875–891, https://doi.org/10.1016/j.neuroimage.2010.08.063 

(2011).
	 5.	 Preti, M. G. & Bolton, T. A. & Van De Ville, D. The dynamic functional connectome: State-of-the-art and perspectives. NeuroImage 

160, 41–54, https://doi.org/10.1016/j.neuroimage.2016.12.061 (2017).
	 6.	 Cabral, J. et al. Cognitive performance in healthy older adults relates to spontaneous switching between states of functional 

connectivity during rest. Sci. Reports 7, https://doi.org/10.1038/s41598-017-05425-7 (2017).
	 7.	 Allen, E. A. et al. Tracking whole-brain connectivity dynamics in the resting state. Cereb. Cortex 24, 663–676, https://doi.

org/10.1093/cercor/bhs352 (2014).
	 8.	 Sala-Llonch, R., Bartrés-Faz, D. & Junqué, C. Reorganization of brain networks in aging: a review of functional connectivity studies. 

Front. Psychol. 6, https://doi.org/10.3389/fpsyg.2015.00663 (2015).
	 9.	 Gomez-Ramirez, J., Li, Y., Wu, Q. & Wu, J. A Quantitative Study of Network Robustness in Resting-State fMRI in Young and Elder 

Adults. Front. Aging Neurosci. 7, https://doi.org/10.3389/fnagi.2015.00256 (2016).
	10.	 Schlesinger, K. J., Turner, B. O., Lopez, B. A., Miller, M. B. & Carlson, J. M. Age-dependent changes in task-based modular 

organization of the human brain. NeuroImage 146, 741–762, https://doi.org/10.1016/j.neuroimage.2016.09.001 (2017).
	11.	 Finn, E. S. et al. Functional connectome fingerprinting: Identifying individuals using patterns of brain connectivity. Nat. Neurosci. 

18, 1664–1671, https://doi.org/10.1038/nn.4135 (2015).
	12.	 Liu, J., Liao, X., Xia, M. & He, Y. Chronnectome fingerprinting: Identifying individuals and predicting higher cognitive functions 

using dynamic brain connectivity patterns. Hum. Brain Mapp. 39, 902–915, https://doi.org/10.1002/hbm.23890 (2018).
	13.	 Mennes, M. et al. Inter-individual differences in resting-state functional connectivity predict task-induced BOLD activity. 

NeuroImage 50, 1690–1701, https://doi.org/10.1016/j.neuroimage.2010.01.002 (2010).
	14.	 Tavor, I. et al. Task-free MRI predicts individual differences in brain activity during task performance. Sci. 352, 216–220, https://doi.

org/10.1126/science.aad8127 (2016).
	15.	 Jones, O. P., Voets, N. L., Adcock, J. E., Stacey, R. & Jbabdi, S. Resting connectivity predicts task activation in pre-surgical 

populations. NeuroImage: Clin. 13, 378–385, https://doi.org/10.1016/j.nicl.2016.12.028 (2017).
	16.	 Rosenberg, M. D. et al. A neuromarker of sustained attention from whole-brain functional connectivity. Nat. Neurosci. 19, 165–171, 

https://doi.org/10.1038/nn.4179 (2015).
	17.	 Jangraw, D. C. et al. A functional connectivity-based neuromarker of sustained attention generalizes to predict recall in a reading 

task. NeuroImage 166, 99–109, https://doi.org/10.1016/j.neuroimage.2017.10.019 (2018).
	18.	 Essen, D. C. V. et al. The WU-Minn Human Connectome Project: An overview. NeuroImage 80, 62–79, https://doi.org/10.1016/j.

neuroimage.2013.05.041 (2013).
	19.	 Glasser, M. F. et al. The minimal preprocessing pipelines for the Human Connectome Project. NeuroImage 80, https://doi.

org/10.1016/j.neuroimage.2013.04.127 (2013).
	20.	 Salimi-Khorshidi, G. et al. Automatic denoising of functional MRI data: Combining independent component analysis and 

hierarchical fusion of classifiers. NeuroImage 90, https://doi.org/10.1016/j.neuroimage.2013.11.046 (2014).
	21.	 Siegel, J. S. et al. Data quality influences observed links between functional connectivity and behavior. Cereb. Cortex 27, 4492–4502, 

https://doi.org/10.1093/cercor/bhw253 (2017).
	22.	 Smith, S. M. et al. Advances in functional and structural MR image analysis and implementation as FSL. NeuroImage 23, https://doi.

org/10.1016/j.neuroimage.2004.07.051 (2004).
	23.	 Woolrich, M. W. et al. Bayesian analysis of neuroimaging data in FSL. NeuroImage 45, https://doi.org/10.1016/j.

neuroimage.2008.10.055 (2009).
	24.	 Jenkinson, M., Beckmann, C. F., Behrens, T. E. J., Woolrich, M. W. & Smith, S. M. FSL. NeuroImage 62, 782–790, https://doi.

org/10.1016/j.neuroimage.2011.09.015 (2012).
	25.	 Leonardi, N., Van De Ville, D. On spurious and real fluctuations of dynamic functional connectivity during rest. NeuroImage 104, 

430–436, https://doi.org/10.1016/j.neuroimage.2014.09.007 (2015).
	26.	 Preti, M. G. & Van De Ville, D. Dynamics of functional connectivity at high spatial resolution reveal long-range interactions and 

fine-scale organization. Sci. Reports 7, https://doi.org/10.1038/s41598-017-12993-1 (2017).
	27.	 Marrelec, G. et al. Partial correlation for functional brain interactivity investigation in functional MRI. NeuroImage 32, 228–237, 

https://doi.org/10.1016/J.NEUROIMAGE.2005.12.057 (2006).
	28.	 Bijsterbosch, J., Smith, S. M. & Beckmann, C. F. Introduction to Resting State FMRI Functional Connectivity, 92–93 (Oxford 

University Press, 2017).
	29.	 Wang, Y., Kang, J., Kemmer, P. B. & Guo, Y. An Efficient and Reliable Statistical Method for Estimating Functional Connectivity in 

Large Scale Brain Networks Using Partial Correlation. Front. Neurosci. 10, https://doi.org/10.3389/fnins.2016.00123 (2016).
	30.	 Schmittmann, V. D., Jahfari, S., Borsboom, D., Savi, A. O. & Waldorp, L. J. Making Large-Scale Networks from fMRI Data. PLOS 

ONE 10, 1–32, https://doi.org/10.1371/journal.pone.0129074 (2015).
	31.	 Mueller, S. et al. Individual Variability in Functional Connectivity Architecture of the Human Brain. Neuron 77, 586–595, https://

doi.org/10.1016/j.neuron.2012.12.028 (2013).
	32.	 Raichle, M. E. et al. A default mode of brain function. Proc. Natl. Acad. Sci. 98, 676–682, https://doi.org/10.1073/pnas.98.2.676 

(2001).
	33.	 Raichle, M. E. & Snyder, A. Z. A default mode of brain function: A brief history of an evolving idea. NeuroImage 37, 1083–1090, 

https://doi.org/10.1016/j.neuroimage.2007.02.041 (2007).
	34.	 Grabner, R. H. et al. Individual differences in mathematical competence predict parietal brain activation during mental calculation. 

NeuroImage 38, 346–356, https://doi.org/10.1016/j.neuroimage.2007.07.041 (2007).
	35.	 Jiang, T., He, Y., Zang, Y. & Weng, X. Modulation of Functional Connectivity during the Resting State and the Motor Task. Hum. 

Brain Mapp. 22, 63–71, https://doi.org/10.1002/hbm.20012 (2004).

https://doi.org/10.1038/s41598-019-42090-4
https://db.humanconnectome.org/
https://db.humanconnectome.org/
https://findlab.stanford.edu/functional_ROIs.html
https://findlab.stanford.edu/functional_ROIs.html
https://doi.org/10.1002/mrm.1910340409
https://doi.org/10.1016/j.tics.2013.09.016
https://doi.org/10.1016/j.tics.2013.09.016
https://doi.org/10.1016/j.neuroimage.2017.03.045
https://doi.org/10.1016/j.neuroimage.2010.08.063
https://doi.org/10.1016/j.neuroimage.2016.12.061
https://doi.org/10.1038/s41598-017-05425-7
https://doi.org/10.1093/cercor/bhs352
https://doi.org/10.1093/cercor/bhs352
https://doi.org/10.3389/fpsyg.2015.00663
https://doi.org/10.3389/fnagi.2015.00256
https://doi.org/10.1016/j.neuroimage.2016.09.001
https://doi.org/10.1038/nn.4135
https://doi.org/10.1002/hbm.23890
https://doi.org/10.1016/j.neuroimage.2010.01.002
https://doi.org/10.1126/science.aad8127
https://doi.org/10.1126/science.aad8127
https://doi.org/10.1016/j.nicl.2016.12.028
https://doi.org/10.1038/nn.4179
https://doi.org/10.1016/j.neuroimage.2017.10.019
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.04.127
https://doi.org/10.1016/j.neuroimage.2013.04.127
https://doi.org/10.1016/j.neuroimage.2013.11.046
https://doi.org/10.1093/cercor/bhw253
https://doi.org/10.1016/j.neuroimage.2004.07.051
https://doi.org/10.1016/j.neuroimage.2004.07.051
https://doi.org/10.1016/j.neuroimage.2008.10.055
https://doi.org/10.1016/j.neuroimage.2008.10.055
https://doi.org/10.1016/j.neuroimage.2011.09.015
https://doi.org/10.1016/j.neuroimage.2011.09.015
https://doi.org/10.1016/j.neuroimage.2014.09.007
https://doi.org/10.1038/s41598-017-12993-1
https://doi.org/10.1016/J.NEUROIMAGE.2005.12.057
https://doi.org/10.3389/fnins.2016.00123
https://doi.org/10.1371/journal.pone.0129074
https://doi.org/10.1016/j.neuron.2012.12.028
https://doi.org/10.1016/j.neuron.2012.12.028
https://doi.org/10.1073/pnas.98.2.676
https://doi.org/10.1016/j.neuroimage.2007.02.041
https://doi.org/10.1016/j.neuroimage.2007.07.041
https://doi.org/10.1002/hbm.20012


1 1Scientific Reports |          (2019) 9:5729  | https://doi.org/10.1038/s41598-019-42090-4

www.nature.com/scientificreportswww.nature.com/scientificreports/

	36.	 Bianciardi, M. et al. Modulation of spontaneous fMRI activity in human visual cortex by behavioral state. NeuroImage 45, 160–168, 
https://doi.org/10.1016/j.neuroimage.2008.10.034 (2009).

	37.	 Stevens, W. D., Buckner, R. L. & Schacter, D. L. Correlated low-frequency BOLD fluctuations in the resting human brain are 
modulated by recent experience in category-preferential visual regions. Cereb. Cortex 20, 1997–2006, https://doi.org/10.1093/
cercor/bhp270 (2010).

	38.	 Gur, R. C. et al. Sex Differences in Brain Gray and White Matter in Healthy Young Adults: Correlations with Cognitive Performance. 
J. Neurosci. 19, 4065–4072, https://doi.org/10.1523/JNEUROSCI.19-10-04065.1999 (1999).

	39.	 Ingalhalikar, M. et al. Sex differences in the structural connectome of the human brain. Proc. Natl. Acad. Sci. 111, 823–828, https://
doi.org/10.1073/pnas.1316909110 (2014).

	40.	 Cahill, L. et al. Sex-related difference in amygdala activity during emotionally influenced memory storage. Neurobiol. Learn. Mem. 
75, 1–9, https://doi.org/10.1006/nlme.2000.3999 (2001).

	41.	 Filippi, M. et al. The organization of intrinsic brain activity differs between genders: A resting-state fMRI study in a large cohort of 
young healthy subjects. Hum. Brain Mapp. 34, 1330–1343, https://doi.org/10.1002/hbm.21514 (2013).

	42.	 Xu, C. et al. Gender differences in cerebral regional homogeneity of adult healthy volunteers: A resting-state fMRI study. BioMed Res. 
Int. 2015, https://doi.org/10.1155/2015/183074 (2015).

	43.	 Weissman-Fogel, I., Moayedi, M., Taylor, K. S., Pope, G. & Davis, K. D. Cognitive and default-mode resting state networks: Do male 
and female brains “rest” differently? Hum. Brain Mapp. 31, 1713–1726, https://doi.org/10.1002/hbm.20968 (2010).

	44.	 Horien, C. et al. Considering factors affecting the connectome-based identification process: Comment on Waller et al. NeuroImage 
169, 172–175, https://doi.org/10.1016/j.neuroimage.2017.12.045 (2018).

Acknowledgements
Data were provided in part by the Human Connectome Project, WU-Minn Consortium (principal investigators, 
D. Van Essen and K. Ugurbil; 1U54MH091657) funded by the 16 US National Institutes of Health (NIH) institutes 
and centers that support the NIH Blueprint for Neuroscience Research; and by the McDonnell Center for Systems 
Neuroscience at Washington University.

Author Contributions
S.S.M. and K.K. designed the method, performed the research and prepared the manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-019-42090-4.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-019-42090-4
https://doi.org/10.1016/j.neuroimage.2008.10.034
https://doi.org/10.1093/cercor/bhp270
https://doi.org/10.1093/cercor/bhp270
https://doi.org/10.1523/JNEUROSCI.19-10-04065.1999
https://doi.org/10.1073/pnas.1316909110
https://doi.org/10.1073/pnas.1316909110
https://doi.org/10.1006/nlme.2000.3999
https://doi.org/10.1002/hbm.21514
https://doi.org/10.1155/2015/183074
https://doi.org/10.1002/hbm.20968
https://doi.org/10.1016/j.neuroimage.2017.12.045
https://doi.org/10.1038/s41598-019-42090-4
http://creativecommons.org/licenses/by/4.0/

	A Comparison of Static and Dynamic Functional Connectivities for Identifying Subjects and Biological Sex Using Intrinsic In ...
	Methods

	fMRI data. 
	Functional connectivity. 
	Similarity measure. 
	Edge analysis. 
	Subject identification using 3T and 7T rfMRI data. 
	Medium-term changes in intrinsic individual connectivity patterns. 
	Subject identification using 3T rfMRI and 3T tfMRI data. 
	Sex identification using 3T rfMRI data. 

	Results

	Subject identification using 3T and 7T rfMRI data. 
	Edge analysis in subject identification. 
	Subject identification using 3T tfMRI data. 
	Sex identification using 3T rfMRI data. 
	Differential power of edges in sex classification. 

	Discussion

	Acknowledgements

	Figure 1 Static and dynamic FC matrices derived from fMRI time series.
	Figure 2 (a) Edge consistency percentages within and between RSNs for Pearson sFC, partial sFC and Pearson dFC methods at 5 percentile threshold.
	Figure 3 (a) Differential power of edges using Pearson sFC, partial sFC and Pearson dFC methods.
	Figure 4 Differential power of edges using Pearson sFC, Partial sFC and Pearson dFC methods for males (TOP) and females (BOTTOM).
	Table 1 Mean subject identification accuracy percentages and maximum number of misidentifications for 1000 program runs.
	Table 2 Edge consistency (5 percentile threshold) and edge variability (95 percentile threshold) percentages for RSNs (top four contributing RSNs are shown in bold font).
	Table 3 RSN contribution percentages based on differential power at 95% threshold in subject identification (top four contributing networks highlighted in bold font).
	Table 4 Comparison of 3T rfMRI (baseline) and 3T tfMRI (target) mean subject identification accuracy percentages.
	Table 5 Mean sex identification accuracy percentages and maximum number of misidentifications for 1000 program runs.
	Table 6 RSN contribution percentages in sex identification (top four contributing networks highlighted in bold font).




