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GePMI: A statistical model for personal intestinal microbiome
identification
Zicheng Wang1, Huazhe Lou2, Ying Wang3, Ron Shamir4, Rui Jiang1 and Ting Chen2

Human gut microbiomes consist of a large number of microbial genomes, which vary by diet and health conditions and from
individual to individual. In the present work, we asked whether such variation or similarity could be measured and, if so, whether
the results could be used for personal microbiome identification (PMI). To address this question, we herein propose a method to
estimate the significance of similarity among human gut metagenomic samples based on reference-free, long k-mer features. Using
these features, we find that pairwise similarities between the metagenomes of any two individuals obey a beta distribution and that
a p value derived accordingly well characterizes whether two samples are from the same individual or not. We develop a
computational framework called GePMI (Generating inter-individual similarity distribution for Personal Microbiome Identification)
and apply it to several human gut metagenomic datasets (>300 individuals and >600 samples in total). From the results of GePMI,
most of the human gut microbiomes can be identified (auROC= 0.9470, auPRC= 0.8702). Even after antibiotic treatment or fecal
microbiota transplantation, the individual k-mer signature still maintains a certain specificity.
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INTRODUCTION
Recent studies have shown that the human gut microbiome
should be regarded as a second genome independent of, but
interacting with, both the host human genome and the
environment.1-5 Many diseases are associated with human gut
microbiomes,6 including obesity,7 diabetes,8,9 inflammatory bowel
disease,10 liver cirrhosis,11 cancers,12-14 and mental illness.15 The
human microbiome shows vast genetic diversity, and in spite of
reports that it shares many core microbes among most
individuals,16 the concept that there is a core set of species in
the microbiota is becoming more unlikely.17 Enterotypes, which
classify living organisms based on their bacteriological ecosystem
in the gut microbiome, were previously proposed to cluster
microbiomes into a few groups.18 However, subsequent analysis
demonstrated that enterotypes should not be considered as
distinct clusters but rather as densely populated areas in the
compositional landscape.19

On the other hand, an individual’s microbiome is dynamic and
constantly changing20-22,23 owing to environmental variables,
such as human health and diet.24-26 In general, however, a
microbiome maintains long-term stability.27,28 Experimental
results have shown that the taxonomic compositions of two
metagenomic samples from the same person are not always the
same. Moreover, as time between taking the two samples from an
individual increases, the difference tends to increase.20,29 None-
theless, the difference between the microbiomes of any two
individuals is greater than that between two samples from the
same individual.30,31 Therefore, we ask if it is possible to
distinguish the microbiome of one unique individual from that
of others. If so, this would indicate the presence of invariants in an
individual’s microbiome despite its dynamic nature.

To uniquely identify individual microbiomes, Franzosa et al.
proposed the concept of metagenomic codes.30 They constructed
a personal unique code set by using a combination of operational
taxonomic units (OTUs) and species-specific marker genes from
microbial reference genomes. The code set then functions as a
fingerprint to uniquely identify a person. They showed that using
additional appropriate features in a particular population can have
favorable results. However, this approach faces a major challenge:
to extract sufficient sequence information for personal identifica-
tion32 from the huge amount of metagenomic sequences in a
large population.
In this paper, we propose a fast, accurate, and reference-free

method called GePMI (generating inter-individual similarity
distribution for personal microbiome identification) for individual
microbiome identification. GePMI extracts only kilobytes of
sequence information from gigabytes of metagenomic sequences
and uses it to distinguish an individual’s microbiome from the
others’ with high accuracy.
Our approach recognizes extensive variation in the abundance

of each microbe in a microbiome. However, our hypothesis holds
that genome sequences at strain level, specifically single-
nucleotide polymorphisms,33 indels (insertions and deletions),
and structural variants,11,34,35 remain highly host-specific and
stable. We propose to extract long k-mers as features36 to capture
such genetic diversity in metagenomes instead of following the
time-consuming strategy of genome assembly and read map-
ping,37 essentially because long k-mers are mostly unique in
metagenomes and contain more specific genetic information
compared to short k-mers.38 Thus we represent each metage-
nomic sequencing sample with a k-mer set, the k-mers that are
present in the sample, and use the MinHash technique39 to
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measure the Jaccard similarity between two metagenomic
samples.40-43 We show that most metagenomic samples from
the same individual are significantly similar to each other but not
to those from different individuals, even after dramatic environ-
mental perturbations, such as antibiotic treatment44,45 or fecal
microbiota transplant (FMT).46-48

For each sample, GePMI computes an inter-individual similarity
distribution and uses it to test whether a query sample and the
given sample come from the same individual. We tested GePMI
over a large set of metagenomic data consisting of 612 samples
from 155 individuals with multiple sampling visits and 146
individuals with only one sample. We demonstrated that the
precision of PMI is improved by 10% by using GePMI compared
with directly using samples’ similarity, and if we set a proper
significance threshold for GePMI, we can almost eliminate all false
positives, even for some individuals who underwent medical
treatments, including antibiotic treatment and FMT. Although
these treatments significantly altered the microbial community,
>85% of the samples could still be accurately identified by GePMI.
These results showed that GePMI can characterize the personal
microbiome with accuracy, reliability, and efficiency.

RESULTS
Overview of GePMI
If two metagenomic samples are taken from the same individual
at different times, we hypothesize that their similarity will be much
higher, while samples collected from other individuals at different
times will have lower similarity.29 In GePMI, we use the MinHash
function to approximate the Jaccard similarity for pairwise
similarity calculation, and we fit a beta distribution to determine
the significance of the similarity in order to evaluate whether two
samples originated from the same individual.
For each metagenomic sample, we down-sampled the dataset

to eliminate the impact of different sequence depths and split
reads into k-mers. In general, K ≥ 15 can be regarded as long,49

and here we tested several values of k to balance the auROC (area
under receiver operating characteristic) and auPRC (area under
precision-recall curve). In GePMI, we used sourmash39 for similarity
calculation and showed the effects of different choices of k on the
results.
For each collected sample, we pre-computed its similarity

scores with other samples from unrelated individuals to generate
an inter-individual similarity distribution for this sample, which
was fitted into a beta distribution. For a newly acquired
metagenomic sample, we tested it against the fitted distribution
of a collected sample with the null hypothesis that the two
samples are from unrelated individuals. If the p value is small
enough, we reject this hypothesis, accepting that the test sample
belongs to the same individual. When a sample is queried against
many collected individuals, we control the multiple testing using
the false discovery rate (FDR) (Fig. 1).

Performance of GePMI
We collected 612 metagenomic samples covering 301 individuals
from five datasets, namely, Human Microbiome Project (HMP),
Metagenomics of the Human Intestinal Tract (MetaHIT), micro-
biome reshaping by antibiotics (MRA), FMT, and temporal and
technical variability of human gut metagenomes (TTV) (see
Methods and Supplementary Table 1). For each sample, we
extracted k-mer features, calculated the pairwise Jaccard similarity
scores of this sample against all other samples, except for those
from the same individual, and generated a similarity distribution
for which we fitted four models, including normal, truncated
normal on interval [0,1], gamma, and beta distributions. Under the
Kolmogorov–Smirnov (KS) test, we found that the beta

distribution performed the best among the four distributions.
(Supplementary Figure 1).
To determine whether two metagenomic samples come from

the same individual, we compared three metrics: (1) MinHash
similarity, (2) GePMI p value, and (3) GePMI q value. From the ROC
curve (Fig. 2a), we observed that GePMI p value outperforms the
other two for any length of k, with the improved ROC values
approximately between 0.05 and 0.06. Since the number of
samples from the same individual was far less than the aggregate
number of samples from different individuals, we also plotted the
precision-recall curve. As shown in Fig. 2b, both GePMI p value and
GePMI q value outperform the MinHash similarity by 0.11 and 0.12
on average. Since a query sample is tested against multiple
samples in GePMI, we need to account for multiple testing and
control the FDR. Here we used Benjamini and Yekutieli’s method
(BY)50 for correction of p values and observed that FDR obtained
by BY method was well controlled (Fig. 2c). The results of ROC,
PRC, and FDR suggest that GePMI q value had the overall best
performance, and thus we used the GePMI q values in the
subsequent analysis.
There are three parameters to be considered in PMI: (a) the

sequencing depth, denoted as s, the number of sequenced bases
per sample, (b) the length of k-mer, denoted as k, (c) the size of
hash table used for MinHash, denoted as n.39 We compared the
GePMI q values for different values of k (15, 18, 21, 24, 27, and 30
because there are few common k-mers within genera when k ≥
1551), s (10, 100, and 1000 millions), and n (1000 and 10,000) on
PMI. It should be noted that we down-sample the bases of a
sample from original “All” bases into 1000, 100, and 10 million
bases. As shown in Table 1, the ROC value tends to improve with
the increase of s except for the case of k= 15, and when K ≥ 18,
the increase of k has little effect on the results. Another
observation is that when s equals 1 billion, n= 1000 and 10,000
give similar results. We could have increased n= 100,000, but the
cost of computational time and space is too big to be practical. If
we increase s, many samples would not have enough bases to be
included in the study. Considering the above observations, we set
s= 1 billion, k= 18, and n= 10,000 as default parameters.

PMI before and after antibiotic treatment
We next investigated whether individuals could be identified after
medical treatments that are known to alter microbiomes. To
accomplish this, we analyzed the MRA dataset consisting of 18
individuals taking drug Cefprozil (a cephalosporin antibiotic) and 6
controls.45 Each subject in this dataset had three sampling visits,
right before treatment (E0), 7 days later (end of treatment, E7), and
90 days after the treatment (E90). Data from the same three time
points (without treatment) was collected for the controls. In Fig.
3a, we plot the average pairwise similarity scores (intra-individual)
among sampling visits from the same individual for the control
and case groups, respectively, and those (inter-individual) among
sampling visits from different individuals without distinguishing
control and treated samples. Previous studies using resistant
gene-related k-mers as features showed that the Jaccard intra-
individual similarities in the control group were higher than those
in the antibiotic treatment. In contrast, our results showed that
sample pairs of the same individual, irrespective of the treatment,
were much more similar to each other than the inter-individual
pairs, indicating the effectiveness of the GePMI metric for PMI. In
the inter-individual group, unrelated samples had consistently low
similarity scores, irrespective of medical treatment.
We then pooled all five datasets together (612 samples in total)

and applied GePMI to query each sample against all other samples
for identification. Setting the q value cutoff to 0.001, we
constructed a pairwise similarity network (Supplementary Figure
1). It should be noted that the edges in the network are directed
because testing sample a against sample b may yield different
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result from testing sample b against sample a. Figure 3b shows
the sub-network of the MRA dataset for an individual with three
sampling visits; we can propose an ideal situation in which testing
any sample against the other two in the same individual (intra-
individual) shows significance, whereas testing any sample against
the other two from other individuals (inter-individual) shows no
significance. Since each individual has three samples, there will be
six directed edges for each subject. 14 out of the 18 subjects from
the antibiotic-treated group were correctly connected with q
values <0.001, except for four subjects, MRA_P4, MRA_P5,
MRA_P11, and MRA_P12 (Fig. 3b), where some sample connec-
tions were not detected. In total, we were able to predict 98
connections out of 108 within the antibiotic-treated group,
achieving 90.74% accuracy, with no false positives. In comparison,
the network constructed by the MinHash similarity scores with an
optimal cutoff threshold (0.199) gave 2 false positives and missed
18 connections (83.3% accuracy) compared to GePMI (Fig. 3c).
Although it is well known that antibiotics can disrupt gut

microbial communities,52,53 GePMI’s results indicate that most
samples could still be correctly assigned to the original subjects
after antibiotic treatment with no false positives. We noticed that
some treated samples were no longer similar to the original

samples. For example, for subject MRA_P4 (Fig. 3d), sample
MRA_P4E90 was not significantly similar to either MRA_P4E0 or
MRA_P4E7, showing that the antibiotic treatment, or other
potential perturbations, had a significant impact on the subject,
most likely transforming the microbiota into another state. In the
study by Raymond et al.,45 samples MRA_P4E0 and MRA_P4E7
were both clustered into a subgroup that was dominated by
Prevotellaceae, while MRA_P4E90 belonged to another subgroup
with low diversity of Bacteroidaceae.45 Such changes could also be
observed in subjects MRA_P5, MRA_P11, and MRA_P12. Overall,
the results show that GePMI can robustly perform PMI.

PMI before and after FMT
FMT is an operation that can restore healthy microbiota in
patients. In this study, we obtained an FMT dataset containing
samples from five patients (metabolic syndrome) transplanted
with healthy donors’ microbiota (allogenic FMT).47,48 Samples
were taken prior to transplantation (Day-0) and at multiple time
points (Day-2, Day-14, Day-42, Day-84) afterwards. Three of the
patients recovered (FAT_006, FAT_008, and FAT_020) and two
retrogressed to disease (FAT_012 and FAT_015). Three of the five

Fig. 1 Overview of GePMI. (1) Each metagenomic sequencing dataset is processed into a k-mer set. (2) Each k-mer set is hashed into a subset
of size m using the MinHash function so that the Jaccard similarity of the two k-mer sets can be approximated by MinHash similarity. (3) Each
sample is then compared with other samples from unrelated individuals to generate a similarity distribution, which can be fitted by a beta
distribution. (4) A query sample can be tested against each distribution. If its p value is below a threshold, it will be assigned to the sample
with that distribution. (5) When testing in multiple distributions, p values are adjusted to control the false discovery rate
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patients, FAT_006, FAT_008, and FAT_015, were transplanted with
the same donor’s microbiota, while the other two were
transplanted with different donors’ microbiota. Another five
control patients, FAT_010, FAT_014, FAT_017, FAT_023, and

FAT_024, were transplanted with their own microbiota (placebo-
treated), and all of them remained unhealthy after FMT. For this
dataset, we asked (1) whether the microbiome of an allogenic FMT
recipient after treatment could be identified as that of the original,

0.0 0.2 0.4 0.6 0.8 1.0

MinHash (auROC = 0.8968)
p_value (auROC = 0.9459)
q_value (auROC = 0.8877)

k-mer length: 27
sketch number: 10,000

0.0 0.2 0.4 0.6 0.8 1.0
Recall

0.0

0.2

0.4

0.6

0.8

1.0

P
re
ci
si
on

Mash (auPRC=0.7465)
p_value (auPRC=0.8560)
q_value (auPRC=0.8674)

k-mer length: 21
sketch number: 10,000

Mash (auPRC=0.7523)
p_value (auPRC=0.8681)
q_value (auPRC=0.8726)

k-mer length: 27
sketch number: 10,000

0.0 0.2 0.4 0.6 0.8 1.0
Recall

0.0

0.2

0.4

0.6

0.8

1.0

P
re
ci
si
on

Mash (auPRC=0.6161)
p_value (auPRC=0.8053)
q_value (auPRC=0.7429)

k-mer length: 15
sketch number: 10,000

0.0 0.2 0.4 0.6 0.8 1.0
Recall

0.0

0.2

0.4

0.6

0.8

1.0

P
re
ci
si
on

MinHash (auPRC=0.5394)
p_value (auPRC=0.7907)
q_value (auPRC=0.7875)

k-mer size: 15
number of hashes: 1,000

0.0 0.2 0.4 0.6 0.8 1.0
values cutoff

0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

0.0 0.2 0.4 0.6 0.8 1.0
values cutoff

0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

0.0 0.2 0.4 0.6 0.8 1.0
values cutoff

0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

a

0.0 0.2 0.4 0.6 0.8 1.0

Tr
ue
P
os
iti
ve
R
at
e

MinHash (auROC = 0.9334)
p_value (auROC = 0.9584)
q_value (auROC = 0.8176)

k-mer size: 27
number of hashes: 1,000

0.0 0.2 0.4 0.6 0.8 1.0
Recall

0.0

0.2

0.4

0.6

0.8

1.0

P
re
ci
si
on

MinHash (auPRC=0.4754)
p_value (auPRC=0.8145)
q_value (auPRC=0.7977)

k-mer size: 21
number of hashes: 1,000

0.0 0.2 0.4 0.6 0.8 1.0
values cutoff

0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

0.0 0.2 0.4 0.6 0.8 1.0
values cutoff

0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

0.0 0.2 0.4 0.6 0.8 1.0
values cutoff

0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

p-value
q-value

False Positive Rate

0.0

0.2

0.4

0.6

0.8

1.0

MinHash (auROC = 0.8994)
p-value (auROC = 0.9470)
q-value (auROC = 0.8897)

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

P
re
ci
si
on

MinHash (auPRC=0.7466)
p-value (auPRC=0.8527)
q-value (auPRC=0.8679)

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

P
re
ci
si
on

MinHash (auPRC=0.7477)
p-value (auPRC=0.8580)
q-value (auPRC=0.8674)

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

P
re
ci
si
on

MinHash (auPRC=0.7546)
p-value (auPRC=0.8712)
q-value (auPRC=0.8746)

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

Tr
ue
P
os
iti
ve
R
at
e

MinHash (auROC = 0.8899)
p_value (auROC = 0.9440)
q_value (auROC = 0.8821)

k-mer length: 21
sketch number: 10,000

False Positive Rate

MinHash (auROC = 0.8909)
p-value (auROC = 0.9441)
q-value (auROC = 0.8812)

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

Tr
ue
P
os
iti
ve
R
at
e

MinHash (auROC = 0.8819)
p-value (auROC = 0.9408)
q-value (auROC = 0.8818)

k = 18 k = 24 k = 30

k = 18 k = 24 k = 30

k = 18 k = 30

0.0 0.2 0.4 0.6 0.8 1.0
0.0

0.2

0.4

0.6

0.8

1.0

FD
R p-value

q-value

k = 24

b

c

False Positive Rate

Recall Recall Recall

values cutoffvalues cutoff values cutoff

FD
R

Fig. 2 Overview the accuracy of GePMI using different values of k. a ROC curves of the three evaluation criteria: MinHash similarity, GePMI p
value, and GePMI q value. b Precision-recall curves of the three criteria. c False discovery rate of using GePMI p values and q values FDR-
corrected for PMI. MinHash was used with 10,000 hashes in all cases and 1 billion of sequenced bases were used per sample

Table 1. The impact of three parameters on performance based on FDR-corrected q values generated by GePMI

s/k (of bases) 15-mer 18-mer 21-mer 24-mer 27-mer 30-mer

Area under ROC curve (n= 1000/10,000 hashes)

10 millions 0.7049/0.7741 0.6661/0.7370 0.6610/0.7486 0.6219/0.7446 0.6008/0.7508 0.6085/0.7553

100 millions 0.8146/0.8383 0.8274/0.8486 0.8150/0.8477 0.8064/0.8442 0.8176/0.8448 0.8067/0.8616

1 billion 0.7394/0.7417 0.8762/0.8818 0.8640/0.8818 0.8664/0.8812 0.8792/0.8871 0.8915/0.8897

All 0.6663/0.6773 0.8524/0.8625 0.8488/0.8623 0.8455/0.8665 0.8728/0.8714 0.8577/0.8762

Area under precision-recall curve (n= 1000/10,000 hashes)

10 millions 0.3657/0.4324 0.3731/0.4074 0.3609/0.4212 0.3358/0.4192 0.4094/0.4262 0.3639/0.4337

100 millions 0.7875/0.8052 0.8049/0.8243 0.7977/0.8230 0.7923/0.8202 0.7990/0.8203 0.7872/0.8322

1 billion 0.7348/0.7378 0.8637/0.8679 0.8528/0.8680 0.8518/0.8674 0.8297/0.8726 0.8755/0.8746

All 0.6505/0.6725 0.8014/0.8294 0.7854/0.7949 0.7779/0.7574 0.7117/0.7559 0.7468/0.7412

The two values per cell are results for n= 1000 /10,000 hashes in MinHash. Bold markers correspond to the results used in Fig. 2. The ‘All’ rows show results
with all available data for each sample
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(2) whether samples of an allogenic-treated patient could be
assigned to the donor, and (3) whether recipients transplanted
with the same microbiota of the same donor could be matched.
For PMI, we counted a total of 206 (10�A2

5 þ A2
3) intra-individual-

directed comparisons between samples, 200 from 10 subjects,
each with 5 time-series samples, and 6 from comparing the three
samples from the same donor. We set q value <0.001, and we
found 128 related pairs and 5 donor pairs, including 86 out of the
100 pairs (86%) in the placebo-treated group but only 42 out of
the 100 pairs (42%) in allogenic FMT group. The difference shows
that the FMT had a noticeable impact on the microbiome.
Compared with the placebo-treated group, microbiomes of the

allogenic FMT recipients were most similar to those of the
corresponding donors, which posed a great challenge to
individual identification.48 At Day-2 after FMT, four out of the five
recipient samples were more similar to those of the corresponding
donors than to their own baseline samples before FMT (Fig. 4a).
However, by Day-84, all five recipient samples were more similar
to their own baseline samples than to their corresponding donors.
We observed that the samples from both FAT_012 and FAT_015,
representing the retrogressed patients, at Day-2, right after
transplant, had higher similarities to their original samples than
those from the three recovered patients.
According to GePMI, on day 2, the first visit after FMT, the

baseline samples from both FAT_012 and FAT_015 matched those
of their corresponding recipients (q value < 0.001, Table 2).
However, these two samples also matched the donor’s samples.
In other words, the posttransplanted samples at day 2 were
mixtures of two microbiomes; as such, these samples were similar
to both the original and donor samples. Analysis of species-level
OTUs also showed that FAT_012 and FAT_015 shared more

species proportionally with those of the donors at day 2 when
compared to the other three FMT subjects. In contrast, on the first
visit after FMT, the microbiomes of the three recovered were not
identified by GePMI to be significantly similar, either to their own
or their donors’ microbiome; however, at later visits, their samples
did match the baseline samples but did not match those of the
donors, which can be explained as donor-specific strains that
gradually disappeared in the recipients over time.48 As expected,
samples of the placebo-treated subjects were not similar to those
of the donors (Fig. 4b).
In summary, transplantation with other person’s microbiota

does, indeed, affect the recipient’s microbiome. To our surprise,
the results of data analysis using GePMI show (1) that samples
from failed transplantation initially matched samples of both
recipients and donors but deviated from both at the end, and (2)
that samples from successful transplantations did not initially
match those of either recipients or donors, but similarity to the
recipient’s original samples did return at the end of the
experiment.

Robustness of PMI: technical variability and complex treatment
The TTV dataset consists of 69 metagenomic samples of 7
individuals (Alien, Bugkiller, Daisy, Halbarad, Peacemaker, Scaven-
ger, Tigress) from Voigt et al.21 who investigated the impact of
temporal sampling and DNA storage methods on metagenomic
sequencing. Time series and replication data were produced for
each person. Analysis of this dataset by GePMI showed that DNA
sampling and storage methods had very little influence on PMI, as
all samples from the same individual at the same time matched.
As an example, alien-11, alien-12, and alien-13 all came from the
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Fig. 3 Similarities between metagenomic samples before and after antibiotic treatment. a The indigo bars represent similarity scores of two
samples from the same individual (intra-individual) without antibiotic treatment (control) and with antibiotic treatment (treated), and the pink
bars represent similarity scores of samples from different individuals (inter-individual). ‘E(C)0’, ‘E(C)7’, and ‘E(C)90’ represent samples before
treatment, 7 days after treatment, and 90 days after the end of the treatment, respectively. b Local clusters of the network of MRA
(microbiome reshaping by antibiotics) samples. A directed edge points from sample a to sample b if the q value of testing sample a against b
is <0.001. c Similarity network of MRA samples. An edge connects two samples if the MinHash similarity of two samples is >0.199. The gray
dashed box shows false positive pairs. d Some representative samples with MinHash similarity values, PCoA patterns (Supplementary Figure
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same individual at the same sampling time, but different sampling
methods were carried out. Nevertheless, their pairwise similarities
were high and GePMI test statistics were significant (Fig. 5).
However, temporal variation does have some impact on PMI. As

shown in Fig. 5, excluding samples from subject Alien, GePMI
identified 410 out of the 480 sample pairs (91.52%) using q value
<0.001, but for Alien, only 119 out of the 420 sample pairs could
be identified. The metagenomic samples of Alien not only
reflected technical variability, using different DNA extraction
methods, but also contained samples with antibiotic treatment
(Ceftriaxone, a broad-spectrum antibiotic) and bowel cleansing.
We had previously shown in the MRA dataset that antibiotic
treatment did not change PMI for most individuals, but alien’s
post-antibiotic treatment samples could not be matched to pre-
antibiotics samples because the adjusted GePMI q values were all
>0.001 (Fig. 5 and Supplementary Figure 4). However, the samples
after bowel cleansing (days 600–773) could be matched to those
before bowel cleansing but not after antibiotic treatment, a

finding that was not discovered in the original study. This suggests
that GePMI is more accurate than the standard distance/similarity
metrics.
It should be noted that GePMI produces two asymmetric values

for each pair of samples. Sample a may be statistically similar to
sample b, but the reverse may not be true. In this dataset, the
Alien sample at day 600 was statistically similar to the sample at
day 392, but the sample at day 392 was not statistically similar to
the sample at day 600 because the same similarity value was
tested against two different distributions, thus producing two
different results (Supplementary Figure 4). The samples collected
at day 392 were most likely still in the recovery/transition status
after antibiotic treatment, while samples at day 600 had regained
their stability.21 Moreover, since samples at the first 60 days were
not statistically similar to the samples at later days, we conclude
that the treatment did change the genome composition of the
microbial community.
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Fig. 4 Dynamics of temporal changes of fecal microbiota transplant (FMT) sample similarity (using MinHash). a Change of sample similarity
over time for the allogenic treatment group where five patients were transplanted with donor microbiota. The pink lines represent the
similarities of transplanted samples with the sample before FMT. The indigo lines represent the similarities of transplanted samples with the
donor’s sample. b Change of sample similarity over time for the autologous treatment group where five subjects were transplanted with their
own microbiota. The pink lines represent similarities to the first sample, while the indigo lines represent the average similarity the samples of
five separate donors, using FAT_DON as an average

Table 2. GePMI similarity q values of FMT samples to self-baseline sample and to donor sample

GePMI (q value) d2–d0 d14–d0 d42–d0 d84–d0 d0–dn d2–dn d14–dn d42–dn d84–dn

FAT_006 0.5119 0.0 0.0 0.0 1.0 1.0 1.0 1.0 1.0

FAT_008 1.0 0.0510 0.0064 0.0372 1.0 0.1051 0.1156 1.0 1.0

FAT_020 0.0031 4.752e-13 1.584e-13 1.583e-8 1.0 0.0362 1.0 1.0 1.0

FAT_012 1.517e-4 3.450e-4 1.0 0.0613 1.0 7.509e-4 1.0 1.0 0.4693

FAT_015 2.039e-4 0.0844 1.0 0.1182 1.0 9.532e-4 1.0 1.0 1.0

FAT_010 0.0 0.0 0.0 0.0 n/a n/a n/a n/a n/a

FAT_014 9.754e-7 8.483e-5 2.563e-4 3.275e-9 n/a n/a n/a n/a n/a

FAT_017 0.0 0.0 0.0 0.0 n/a n/a n/a n/a n/a

FAT_023 0.0 0.0 0.0 0.0 n/a n/a n/a n/a n/a

FAT_024 2.113e-5 1.558e-4 0.0068 0.1560 n/a n/a n/a n/a n/a

Last five subject did not transplant any donor’s microbiota
d2–d0 day 2 to baseline for the same individual, d2–dn individual to the donor, n/a not applicable
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Some extensions of GePMI applied to individual identification
Besides the TTV dataset, the samples listed are from different DNA
processing methods. A few of the metagenomic sequencing data
that we collected were sequenced by multiple sequencing
platforms, with different read length and using different DNA
extraction methods. For example, two subjects, s159490532 and
s159591683 from the HMP dataset, were sequenced by both 454
GS FLX Titanium and Illumina Genome Analyzer II. The read length
and error models were different for these two sequencing
platforms. However, both resulted in p values close to zero when
testing 454 samples of s159490532 against the inter-individual
distribution of Illumina’s samples and the same was true for the
reverse test. Therefore, we can confidently say that they were from
the same subject. We obtained a similar result for subject
s159591683. Although it was a small test, it suggests that
sequencing platforms did not affect the accuracy of the
identification if the error rates were small. As we have shown in
the TTV dataset, DNA extraction methods had little effect on PMI.
For comparison with read-based similarity measures, we

mapped the all 612 down-sampled reads of 5 collected datasets
to the NCBI microbes non-redundant database using DIAMOND
blastx,54 computed the species abundance, and calculated
similarities based on Bray–Curtis metric.55 The accuracy of
species-based similarity is 0.8308 (auROC), worse than that of
the k-mer-based GePMI method (0.8818). However, the difference
measured by auPRC was much larger (0.3759 vs. 0.8679). Hence,
using species as features for PMI appears to have a larger false
positive rate. Meanwhile, we also assembled these reads by

MEGAHIT56 and computed each sample’s contig similarity using
GePMI with 18-mers and 10,000 hashes. The accuracy, shown in
supplementary Figure 5a, is slightly lower with auPRC= 0.7513.
Compared to applying GePMI on the raw reads directly (Fig. 2),
assembling the reads first does not help GePMI, since a lot of
sequence variations are lost during assembly.
We also tested our approach on a 16S rRNA dataset. In general,

different projects may sequence different 16S rRNA gene
hypervariable regions, making it difficult to compare across
different projects. Nevertheless, we obtained the HMP gut
dataset,26 which consists of 325 samples for 222 individuals, 121
with one visit, 99 with two, and 2 with three. We used a 97%
similarity threshold for OTU definition (11,752 OTUs in total). To
identify samples from the same individuals, we applied both
Bray–Curtis similarity metric (auROC= 0.9401, auPRC= 0.4715)
and GePMI (auROC= 0.9604, auPRC= 0.5282) on this dataset, and
the results showed that GePMI performed slightly better.
However, the precision value for a fixed recall rate was worse
than that using metagenome sequencing data. This is because
16S rRNA gene sequences contain much less information than
genome sequences. However, considering that 16S rRNA sequen-
cing costs less, it could serve as a cheaper alternative for some
special application scenarios.
We also tested GePMI on data collected from tongue dorsum in

the HMP project.26 The dataset consists of 48 subjects with only
one sample visit, 38 subjects with two, and 4 subjects with three,
for a total of 136 samples. Applying GePMI to this dataset using
the same parameters as those in the gut dataset (see
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Fig. 5 The heat map of metagenomic samples from seven individuals in the TTV dataset21 and the asymmetric q values between test samples
and target samples. The sample label's convention is sample number-individual’s nickname-DNA sampling method number-day-repeat
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Supplementary figure 5b), we obtained auROC score 0.8749 and
auPRC score 0.8584. Using threshold q value ≤0.1, 52% of the
samples could be correctly identified with 2% false positives. The
results were not as good as those for the gut datasets. A possible
explanation is that microbiome of tongue dorsum has much
bigger variation than that of the guts. However, oral samples are
easy to obtain and can be used to explain some oral diseases,
which provide potential possibilities for individual identification
through oral metagenomic samples.

DISCUSSION
In this paper, we demonstrated that a personal microbiome could
be uniquely identified with high accuracy across several different
metagenomic data sets. We used Jaccard similarity, implemented
with MinHash approximation,39 to measure pairwise similarity. In
GePMI, Jaccard similarity was tested against the target sample’s
inter-individual distribution under the null hypothesis that
pairwise similarity arises from the target sample’s inter-individual
similarity distribution. The final score is an adjusted q value for
PMI. We proved that most metagenomic samples can be
identified, even after clinical treatments, such as antibiotic
treatment and FMT, although we saw some cases where the
microbiome had moved to a new state no longer similar to the
original one. In summary, the human microbiome has obvious
personal characteristics, and individual samples can be uniquely
identified in most cases.
For the MinHash strategy, length of k-mers and the number of

minimum hash values can influence similarity calculations. In
general, longer k-mers would be more sensitive to strain
variations, but they could also be more affected by sequencing
errors. On the other hand, the number of features increases
exponentially with k, meaning that we would need to store a
larger hash table. Before the similarity calculation, we do
subsampling to ensure that the samples have the same number
of k-mers. However, without the microbial genome references, it is
hard to identify strains underlying each microbiome.57 In general,
our results indicate that k-mers of size ≥18 were specific enough
to characterize a microbiome.
Temporal and microbiome variability can interfere with

individual identification. Our study showed that temporal variation
had a major impact on the consistency of our identification. As an
extreme example, human gut microbiota during infancy is
completely different from that of older age58; therefore, it is
unlikely an adult’s gut microbiome can be matched to his/her
infant gut microbiome. Inter-individual microbiome variation may
come many sources.20,59 We demonstrated that clinical treatments
could change microbial communities such that some individuals’
samples might become, in effect, a new “subject” similar to neither
self nor to others.
We compared GePMI to Metagenomic Codes that used

sequence markers as the features for 50 individuals with two
visiting stool samples and obtained a true positive rate
(individuals who were identified) of 86%, that is, 43 individuals
could be uniquely identified by 6–8 marker-based codes.30 For
GePMI, each sample was tested against the other 99 samples.
Following the same definition of Metagenomic Codes judgment
rules, GePMI with q value ≤0.1 produced 97% true positive rate
with no false positive (Supplementary figure 5c), better than that
using the Metagenomic Code. While the idea behind the
Metagenomic Code is quite elegant, the proposed “body site-
specific metagenomic codes” could be very hard to define as more
samples are added into the pool. On the other hand, because
human intestinal microbiome may experience significant changes
due to growth, antibiotic treatment, and FMT, defining metage-
nomic codes could be very challenging.
Whether PMI is based on the uniquely recognizable “finger-

prints”30 or based on the fact that samples from intra-individual

are significantly more similar than those from inter-individuals, we
believe that the personalized microbiome era has already arrived.
In the past decades, scientists have focused on defining the core
microbiota for each environment18,60–62; however, the focus has
been shifted to the study of specific features of each individual’s
microbiota and their relationship with the environment20,22,46,63,64

and the study of evolution of microbial communities over time
through time-series samples.23,33,65,66 A healthy individual’s
microbial community is robust against external perturbations,
demonstrated by its ability to maintain homeostasis and to
recover from disease.52,58,67 However, the exact process and path
of its moving between a healthy state and a disease state remains
a mystery, although we can distinguish the microbiota in an
individual’s health state from that in the disease state. PMI may be
applied to such cases to help us to understand this process and to
design efficient intervention methods to cure the disease. If we
observe that an individual’s two metagenomic samples can no
longer be linked through our method, this indicates that the
microbial community has changed its state. Although we cannot
determine whether or not the changes may lead to disease, GePMI
can serve as a monitoring tool (independent of obvious clinical
manifestations) for further examination of potential diseases.
Overall, GePMI provides a computational framework to measure
personalized microbiota, and we believe that it can be applied to a
wider range of applications in precision medicine.

METHODS
Data
DNA sequencing reads from 634 human fecal samples were downloaded
from the HMP,26 MetaHIT,16 MRA,45 FMT,47 and TTV.21 After quality control
by FaQC68 to remove low quality reads, we mapped reads to hg19 genome
reference 69 to remove human genome reads. Samples with at least 1
billion bases were selected, and as a result, 612 samples were retained for
further analysis, including 248 samples from 138 individuals in HMP,
168 samples from 119 individuals in MetaHIT, 72 samples from 24
individuals in MRA, 55 samples from 13 individuals in FMT, and 69 samples
from 7 individuals in TTV. Details can be found in Supplementary Table 1.

GePMI: personal microbiome identification
MinHash is a locality-sensitive hashing method for rapid calculation of
similarity between two sets based on Jaccard similarity. In this paper, we
used khmer70 for removing low abundance k-mers and we computed
approximated Jaccard similarity for every pair of samples by using
sourmash39; they were run as:

● k-mers error trimming: trim-low-abund.py –k 18 –C 2 sample.fa >
subject-sample.fa

● creating signatures: sourmash compute -k 18 -n 10000 subject-sample.
fa -o subject-sample.sig

● building distance matrix: sourmash compare -k 18 --csv output.csv -o
output *.sig

Similarity values between a sample and those of all other individuals
form an inter-individual similarity distribution for this specified sample. We
set the null hypothesis that the similarity value of a test sample to a target
sample is drawn from the target sample’s inter-individual similarity
distribution, i.e., the test and target samples came from different subjects.
The rejection of the null hypothesis means that the test and the target
samples are from the same subject.
The similarity values range from zero to one. We checked which of the

following distributions best fit the data: (1) a truncated normal distribution,
(2) a gamma distribution (because the Jaccard similarity for low diversity
samples is usually near zero), and (3) a beta distribution. We performed KS
test for these three distributions. Let X be the set of inter-individual
similarities. Under one sample’s distribution, the p value that the test
sample similarity to the target sample is equal to

p ¼ PrðX � sjH0Þ
where H0 is the null hypothesis. By using the p value, we can determine
whether two samples are from the same subject or not. To control the FDR
in multiple testing, Benjamini and Yekutieli’s method was used to
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transform p values to q values.50 By combining both the p and q values, we
can determine the subject to which a test sample belongs in the database.
GePMI script can be run as:

● python GePMI.py -i output.csv -p 0.001 -q 0.01 -s 0 -o outputDir –t
● -p, -q, -s are the parameters (p values, q values, and similarity) to set

thresholds for hypothesis testing in the final results.
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DATA AVAILABILITY
The datasets analyzed during the current study are available in ENA repository
(BioProject accession nos. PRJEB12357, PRJEB8094, PRJEB2054, PRJEB1220, and
PRJEB8347) and HMP dataset (https://www.hmpdacc.org/HMIWGS/all/).

ACKNOWLEDGEMENTS
This research was supported by the National Natural Science Foundation of China
(Grant numbers 61721003, 31600096, 61872218), the joint Israel Science Foundation-
NSFC program (NSFC grant 61561146396, ISF grant 2193/15), and Beijing National
Research Center for Information Science and Technology (BNRist) in Tsinghua. The
funders had no role in study design, data collection and analysis, decision to publish,
and preparation of the manuscript.

AUTHOR CONTRIBUTIONS
Z.W. designed method, collected and analyzed data, and wrote manuscript. H.L.
verified some results. Y.W. contributed to refining the ideas. R.J. provided assistance
in designing the study and statistical method advices. R.S. reviewed and edited the
manuscript. T.C. designed and supervised the studies and revised the manuscript.

ADDITIONAL INFORMATION
Supplementary information accompanies the paper on the npj Biofilms and
Microbiomes website (https://doi.org/10.1038/s41522-018-0065-2).

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.

REFERENCES
1. Turnbaugh, P. J. et al. A core microbiome in obese and lean twins. Nature 457,

480–484 (2008).
2. Schwartz, S. et al. A metagenomic study of diet-dependent interaction between

gut microbiota and host in infants reveals differences in immune response.
Genome Biol. 13, r32 (2012).

3. Kostic, A. D., Howitt, M. R. & Garrett, W. S. Exploring host–microbiota interactions
in animal models and humans. Genes Dev. 27, 701–718 (2013).

4. Goodrich, J. K., Davenport, E. R., Waters, J. L., Clark, A. G. & Ley, R. E. Cross-species
comparisons of host genetic associations with the microbiome. Science 352,
532–535 (2016).

5. Bäumler, A. J. & Sperandio, V. Interactions between the microbiota and patho-
genic bacteria in the gut. Nature 535, 85 (2016).

6. Clemente, J. C., Ursell, L. K., Parfrey, L. W. & Knight, R. The impact of the gut
microbiota on human health: an integrative view. Cell 148, 1258–1270 (2012).

7. Ley, R. E., Turnbaugh, P. J., Klein, S. & Gordon, J. I. Microbial ecology: human gut
microbes associated with obesity. Nature 444, 1022–1023 (2007).

8. Giongo, A. et al. Toward defining the autoimmune microbiome for type 1 dia-
betes. ISME J. 5, 82–91 (2011).

9. Qin, J. et al. A metagenome-wide association study of gut microbiota in type 2
diabetes. Nature 490, 55 (2012).

10. Kostic, A. D., Xavier, R. J. & Gevers, D. The microbiome in inflammatory bowel
disease: current status and the future ahead. Gastroenterology 146, 1489 (2014).

11. Qin, N. et al. Alterations of the human gut microbiome in liver cirrhosis. Nature
513, 59 (2014).

12. Honda, K. & Littman, D. R. The microbiota in adaptive immune homeostasis and
disease. Nature 535, 75–84 (2016).

13. Sivan, A. et al. Commensal Bifidobacterium promotes antitumor immunity and
facilitates anti-PD-L1 efficacy. Science 350, 1084–1089 (2015).

14. Vétizou, M. et al. Anticancer immunotherapy by CTLA-4 blockade relies on the
gut microbiota. Science 350, 1079–1084 (2015).

15. Jašarević, E., Howerton, C. L., Howard, C. D. & Bale, T. L. Alterations in the vaginal
microbiome by maternal stress are associated with metabolic reprogramming of
the offspring gut and brain. Endocrinology 156, 3265–3276 (2015).

16. Qin, J. et al. A human gut microbial gene catalogue established by metagenomic
sequencing. Nature 464, 59–65 (2010).

17. Lozupone, C. A., Stombaugh, J. I., Gordon, J. I., Jansson, J. K. & Knight, R. Diversity,
stability and resilience of the human gut microbiota. Nature 489, 220–230 (2012).

18. Arumugam, M. et al. Enterotypes of the human gut microbiome. Nature 506,
516–516 (2013).

19. Knights, D. et al. Rethinking “enterotypes”. Cell Host Microbe 16, 433–437 (2014).
20. Flores, G. E. et al. Temporal variability is a personalized feature of the human

microbiome. Genome Biol. 15, 1–13 (2014).
21. Voigt, A. Y. et al. Temporal and technical variability of human gut metagenomes.

Genome Biol. 16, 73 (2015).
22. Bashan, A. et al. Universality of human microbial dynamics. Nature 534, 259–262

(2016).
23. Caporaso, J. G. et al. Moving pictures of the human microbiome. Genome Biol. 12,

R50 (2011).
24. Gilbert, J. A. et al. Microbiome-wide association studies link dynamic microbial

consortia to disease. Nature 535, 94–103 (2016).
25. David, L. A. et al. Diet rapidly and reproducibly alters the human gut microbiome.

Nature 505, 559–563 (2014).
26. Methe, B. A. et al. A framework for human microbiome research. Nature 486,

215–221 (2012).
27. Claesson, M. J. et al. Gut microbiota composition correlates with diet and health

in the elderly. Nature 488, 178 (2012).
28. Jalankatuovinen, J. et al. Intestinal microbiota in healthy adults: temporal analysis

reveals individual and common core and relation to intestinal symptoms. PLoS
ONE 6, e23035 (2011).

29. Faith, J. J. & Gordon, J. I. The long-term stability of the human gut microbiota.
Science 341, 1237439 (2013).

30. Franzosa, E. A. et al. Identifying personal microbiomes using metagenomic codes.
Proc. Natl. Acad. Sci. USA 112, E2930 (2015).

31. Rajilić‐Stojanović, M., Heilig, H. G. H. J., Tims, S., Zoetendal, E. G. & De Vos, W. M.
Long‐term monitoring of the human intestinal microbiota composition. Environ.
Microbiol. 15, 1146–1159 (2012).

32. Maillet, N., Lemaitre, C., Chikhi, R., Lavenier, D. & Peterlongo, P. Compareads:
comparing huge metagenomic experiments. BMC Bioinformatics 13, 1–10 (2012).

33. Schloissnig, S. et al. Genomic variation landscape of the human gut microbiome.
Nature 493, 45 (2013).

34. Greenblum et al. Extensive strain-level copy-number variation across human gut
microbiome species. Cell 160, 583–594 (2015).

35. Segata, N. et al. Metagenomic biomarker discovery and explanation. Genome Biol.
12, R60 (2011).

36. Chor, B., Horn, D., Goldman, N., Levy, Y. & Massingham, T. Genomic DNA k -mer
spectra: models and modalities. Genome Biol. 10, R108 (2009).

37. Song, K. et al. Alignment-free sequence comparison based on next-generation
sequencing reads. J. Comput. Biol. 20, 64 (2013).

38. Fofanov, Y. et al. How independent are the appearances of n-mers in different
genomes? Bioinformatics 20, 2421–2428 (2004).

39. Ondov, B. D. et al. Mash: fast genome and metagenome distance estimation
using MinHash. Genome Biol. 17, 132 (2016).

40. Jiang, B. et al. Comparison of metagenomic samples using sequence signatures.
BMC Genomics 13, 730 (2012).

41. Seth, S., Välimäki, N., Kaski, S. & Honkela, A. Exploration and retrieval of whole-
metagenome sequencing samples. Bioinformatics 30, 2471 (2014).

42. Aflitos, S. A. et al. Cnidaria: fast, reference-free clustering of raw and assembled
genome and transcriptome NGS data. BMC Bioinformatics 16, 352 (2015).

43. Behnam, E. & Smith, A. D. The Amordad database engine for metagenomics.
Bioinformatics 30, 2949–2955 (2014).

44. Pérezcobas, A. E. et al. Gut microbiota disturbance during antibiotic therapy: a
multi-omic approach. Gut Microbes 5, 1591 (2013).

45. Raymond, F. et al. The initial state of the human gut microbiome determines its
reshaping by antibiotics. ISME J. 10, 707 (2016).

46. Weingarden, A. et al. Dynamic changes in short- and long-term bacterial com-
position following fecal microbiota transplantation for recurrent Clostridium dif-
ficile infection. Microbiome 3, 10 (2015).

47. Vrieze, A. et al. Transfer of intestinal microbiota from lean donors increases insulin
sensitivity in individuals with metabolic syndrome. Gastroenterology 143,
913–916 (2012).

GePMI: a statistical model for personal intestinaly
Z Wang et al.

9

Published in partnership with Nanyang Technological University npj Biofilms and Microbiomes (2018)    20 

https://github.com/princello/GePMI
https://doi.org/10.1038/s41522-018-0065-2


48. Li, S. S. et al. Durable coexistence of donor and recipient strains after fecal
microbiota transplantation. Science 352, 586 (2016).

49. Dubinkina, V. B., Ischenko, D. S., Ulyantsev, V. I., Tyakht, A. V. & Alexeev, D. G.
Assessment of k -mer spectrum applicability for metagenomic dissimilarity ana-
lysis. BMC Bioinformatics 17, 38 (2016).

50. Benjamini, Y. & Yekutieli, D. The control of the false discovery rate in multiple
testing under dependency. Ann. Stat. 29, 1165–1188 (2001).

51. Koslicki, D. & Falush, D. MetaPalette: a k-mer painting approach for metagenomic
taxonomic profiling and quantification of novel strain variation. mSystems https://
doi.org/10.1128/mSystems.00020-16 (2016).

52. Pallav, K. et al. Effects of polysaccharopeptide from Trametes Versicolor and
amoxicillin on the gut microbiome of healthy volunteers. Gut Microbes 5, 458
(2014).

53. Maurice, C. F., Haiser, H. J. & Turnbaugh, P. J. Xenobiotics shape the physiology
and gene expression of the active human gut microbiome. Cell 152, 39–50
(2013).

54. Buchfink, B., Xie, C. & Huson, D. H. Fast and sensitive protein alignment using
DIAMOND. Nat. Methods 12, 59 (2015).

55. Bray, J. R. & Curtis, J. T. An ordination of the upland forest communities of
southern Wisconsin. Ecol. Monogr. 27, 326–349 (1957).

56. Li, D., Liu, C. M., Luo, R., Sadakane, K. & Lam, T. W. MEGAHIT: an ultra-fast single-
node solution for large and complex metagenomics assembly via succinct de
Bruijn graph. Bioinformatics 31, 1674–1676 (2015).

57. Tu, Q., He, Z. & Zhou, J. Strain/species identification in metagenomes using
genome-specific markers. Nucleic Acids Res. 42, e67–e67 (2014).

58. Vaiserman, A. M., Koliada, A. K. & Marotta, F. Gut microbiota: a player in aging and
a target for anti-aging intervention. Ageing Res. Rev. 35, 36–45 (2017).

59. Costello, E. K. et al. Bacterial community variation in human body habitats across
space and time. Science 326, 1694 (2009).

60. Li, J. et al. An integrated catalog of reference genes in the human gut micro-
biome. Nat. Biotechnol. 32, 834–841 (2014).

61. Lewis, D. A. et al. The human urinary microbiome; bacterial DNA in voided urine
of asymptomatic adults. Front. Cell. Infect. Microbiol. 3, 41 (2013).

62. Human Microbiome Project Consortium. Structure, function and diversity of the
healthy human microbiome. Nature 486, 207–214 (2012).

63. Halfvarson, J. et al. Dynamics of the human gut microbiome in inflammatory
bowel disease. Nat. Microbiol. 2, 17004 (2017).

64. Meadow, J. F. et al. Humans differ in their personal microbial cloud. PeerJ 3, e1258
(2015).

65. Loudon, A. H. et al. Vertebrate hosts as islands: dynamics of selection, immigra-
tion, loss, persistence, and potential function of bacteria on salamander skin.
Front. Microbiol. 7, 333 (2016).

66. Aguirre, M. et al. Diet drives quick changes in the metabolic activity and com-
position of human gut microbiota in a validated in vitro gut model. Res. Microbiol.
167, 114–125 (2016).

67. Lloyd-Price, J., Abu-Ali, G. & Huttenhower, C. The healthy human microbiome.
Genome Med. 8, 51 (2016).

68. Lo, C. C. & Chain, P. S. Rapid evaluation and quality control of next generation
sequencing data with FaQCs. BMC Bioinformatics 15, 1–8 (2014).

69. Kent, W. J. et al. The human genome browser at UCSC. Genome Res. 12, 996–1006
(2002).

70. Crusoe, M. R. et al. The khmer software package: enabling efficient nucleotide
sequence analysis. F1000Res. 4, 900 (2015).

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
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 permitted 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) 2018

GePMI: a statistical model for personal intestinaly
Z Wang et al.

10

npj Biofilms and Microbiomes (2018)    20 Published in partnership with Nanyang Technological University

https://doi.org/10.1128/mSystems.00020-16
https://doi.org/10.1128/mSystems.00020-16
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	GePMI: A statistical model for personal intestinal microbiome identification
	Introduction
	Results
	Overview of GePMI
	Performance of GePMI
	PMI before and after antibiotic treatment
	PMI before and after FMT
	Robustness of PMI: technical variability and complex treatment
	Some extensions of GePMI applied to individual identification

	Discussion
	Methods
	Data
	GePMI: personal microbiome identification
	Availability statement

	Electronic supplementary material
	Acknowledgements
	Author Contributions
	Competing interests
	ACKNOWLEDGMENTS




