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The human microbiome plays a crucial role in providing meta-
bolic functions and protecting hosts against pathogens. Recent 
studies have revealed a significant association of the human gut 
microbiome with the development of obesity, type 2 diabetes, and 
inflammatory bowel disease [1,2]. Two large-scale international hu-
man microbiome projects, Metagenomics of the Human Intestinal 
Tract (MetaHit) and Human Microbiome Project (HMP), were orga-
nized to study the diversity and the functions of microorganisms in 
the human body. These efforts have also contributed significantly 
to the development of new computational methods to analyze mi-
crobiomes by using high-throughput sequencing data [3,4]. In recent 
years, the human gut microbiome has received increasing attention 
as a reservoir of  antibiotic resistance genes, which is transferred 
among and between communities.

In this issue, five groups of experts provide an overview of recent 
research on the human microbiome and resistome. Two review ar-
ticles describe the association of human microbiomes with the dis-
ease states. Dr. Min-Hye Kim describes how the microbiome impacts 
the development and pathology of atopic dermatitis [5]. This article 
also describes the difference in the bacterial composition in the skin 
and intestinal microbiomes of normal and atopic dermatitis. Drs. 
Yeseul Kim and Dongho Choi describe the composition and func-
tions of the microbiome in hepatobiliary and pancreatic diseases 
[6]. In particular, they discuss the association of  the microbiome 
in nonalcoholic fatty liver disease, alcoholic liver disease, cirrhosis, 
hepatocellular carcinoma, and gallbladder cancer. Currently, many 
compositional changes and dysbiosis in the human microbiome are 
observed according to the disease status, yet they need to be investi-
gated further to better understand the physiology and causal effect.

Drs. Jae Hong Shin and Mina Rho describe the diversity and ex-
change of resistome in the human microbiome based on the next-
generation sequencing data [7]. Pioneering studies on the human 
resistome have unveiled the profiles of  resistome mainly in the 
intestinal microbiome. In this article, the authors also discuss state-
of-the-art bioinformatics approaches and databases applied in recent 
resistome studies. For the current status of resistomes in the human 
microbiome, two articles describe the current status of antibiotics 
treatment and their resistance in Enterobacteriaceae and Corynebac-
terium. Dr. Jieun Kim describes carbapenem-resistant Enterobacteria-
ceae, which currently raises serious resistance issues in the world [8]. 
Drs. Sae Am Song and Jeong Hwan Shin discuss an emerging patho-
gen, Corynebacterium striatum, which has been known as a member 
of normal flora in the human microbiome [9]. Recent studies have 
discovered their association with respiratory infection, bacteremia, 
and endocarditis, in addition to the resistance to multiple antibiotics.

These five articles provide an excellent overview and future per-
spectives on the human microbiome and resistome of fundamental 
importance and significant medicinal implications.
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