
22. Leprosy Research Center
(Department of Mycobacteriology)

1) Duthie MS, Pena MT, Ebenezer GJ, Gillis TP, Sharma 

R, Cunningham K, Polydefkis M, Maeda Y, Makino M, 

Truman RW, Reed SG. 2018. LepVax, a defined 

subunit vaccine that provides effective pre-exposure 

and post-exposure prophylaxis of Mycobacterium 

leprae infection. NPJ vaccines 3: 12. doi: 

10.1038/s41541-018-0050-z

2) Benjak A, Avanzi C, Singh P, Loiseau C, Girma S, 

Busso P, Fontes ANB, Miyamoto Y, Namisato M, 

Bobosha K, Salgado CG, da Silva MB, Bouth RC, 

Frade MAC, Filho FB, Barreto JG, Nery JAC, 

Bührer-Sékula S, Lupien A, Al-Samie AR, Al-Qubati Y, 

Alkubati AS, Bretzel G, Vera-Cabrera L, Sakho F, 

Johnson CR, Kodio M, Fomba A, Sow SO, Gado M, 

Konaté O, Stefani MMA, Penna GO, Suffys PN, Sarno 

EN, Moraes MO, Rosa PS, Baptista IMFD, Spencer JS, 

Aseffa A, Matsuoka M, Kai M, Cole ST. 2018. 

Phylogenomics and antimicrobial resistance of the 

leprosy bacillus Mycobacterium leprae. Nat Commun.

9: 352. doi: 10.1038/s41467-017-02576-z

3) Cambau E, Saunderson P, Matsuoka M, Cole ST, Kai 

M, Suffys P, Rosa PS, Williams D, Gupta UD, Lavania 

M, Cardona-Castro N, Miyamoto Y, Hagge D, 

Srikantam A, Hongseng W, Indropo A, Vissa V, 

Johnson RC, Cauchoix B, Pannikar VK, Cooreman 

EAWD, Pemmaraju VRR, Gillini L; WHO surveillance 

network of antimicrobial resistance in leprosy. 2018. 

Antimicrobial resistance in leprosy: results of the first 

prospective open survey conducted by a WHO 

surveillance network for the period 2009-15. Clin 

Microbiol Infect. 24:1305-1310. doi: 

10.1016/j.cmi.2018.02.022

4) Oaku S, Nagata M, Miyamoto Y, Ishii N, Aozasa N. 

2017. Two cases of Mycobacterium marinum infection 

on the upper limbs. J Dermatol. 44: e270-e271. doi: 

10.1111/1346-8138

5) Yoshida M, Fukano H, Miyamoto Y, Shibayama K, 

Suzuki M, Hoshino Y. 2018. Complete genome 

sequence of a type strain of Mycobacterium abscessus

subsp. bolletii, a member of the Mycobacterium 

abscessus complex. Genome Announc. 6: e01530-17. 

doi: 10.1128/genomeA.01530-17

6) Yoshida M, Miyamoto Y, Ogura Y, Hayashi T, Hoshino 

Y. 2018. Complete chromosome sequence of a 

mycolactone-producing Mycobacterium, 

Mycobacterium pseudoshottsii. Genome Announc. 5:  

e01363-17. doi: 10.1128/genomeA.01363-17

7) Yoshida M, Izumiyama S, Fukano H, Sugiyama K, 

Suzuki M, Shibayama K, Hoshino Y. 2017. Draft 

genome sequence of Mycobacterium sp. strain 

shizuoka-1, a novel mycobacterium isolated from 

groundwater of a bathing facility in Shizuoka, Japan.

Genome Announc 5: e01309-17. doi: 

10.1128/genomeA.01309-17

8) Fukano H, Wada S, Kurata O, Katayama K, Fujiwara N, 

Hoshino Y. 2017. Mycobacterium stephanolepidis sp. 

nov., a rapidly growing species related to 

Mycobacterium chelonae, isolated from marine teleost 

fish, Stephanolepis cirrhifer. Int J Syst Evol Microbiol.

67: 2811-2817. doi: 10.1099/ijsem.0.002028

9) Nishimura T, Tamizu E, Uno S, Uwamino Y, Fujiwara 

H, Nishio K, Nakano Y, Shiono H, Namkoong H, 

Hoshino Y, Iwata S, Hasegawa N. 2017. hsa-miR-346 

is a potential serum biomarker of Mycobacterium 

avium complex pulmonary disease activity. J Infect 

Chemother. 23: 703-708. doi: 

10.1016/j.jiac.2017.07.015

10) Fukano H, Yoshida M, Katayama Y, Omatsu T, 

Mizutani T, Kurata O, Wada S, Hoshino Y. 2017. 

Complete Genome Sequence of Mycobacterium 

stephanolepidis. Genome Announc. 5: e00810-17. doi: 

10.1128/genomeA.00810-17

11) Morimoto K, Hasegawa N, Izumi K, Namkoong H, 

Uchimura K, Yoshiyama T, Hoshino Y, Kurashima A, 

Sokunaga J, Shibuya S, Shimojima M, Ato M, Mitarai 

S. 2017. A Laboratory-based Analysis of 

Nontuberculous Mycobacterial Lung Disease in Japan 

from 2012 to 2013. Ann Am Thorac Soc. 14: 49-56. 

doi: 10.1513/AnnalsATS.201607-573OC

12) Enany S, Yoshida Y, Tateishi Y, Ozeki Y, Nishiyama A, 

Savitskaya A, Yamaguchi T, Ohara Y, Yamamoto T, Ato 

M, Matsumoto S. 2017. Mycobacterial DNA-binding 

protein 1 is critical for long term survival of 

Mycobacterium smegmatis and simultaneously 

coordinates cellular functions. Sci Rep.  7: 6810. 

doi:10.1038/s41598-017-06480-w

13) Yano H, Iwamoto T, Nishiuchi Y, Nakajima C, Starkov 



DA, Mokrousov I, Narvskaya O, Yoshida S, Arikawa K, 

Nakanishi N, Osaki K, Nakagawa I, Ato M, Suzuki Y,

Maruyama F. 2017. Population structure and local 

adaptation of MAC lung disease agent Mycobacterium 

avium subsp. hominissuis. Genome Biol Evol. 9:

2403-2417. doi: 10.1093/gbe/evx183

14) Iwao Y, Nakata N. 2018. Roles of the three 

Mycobacterium smegmatis katG genes for peroxide 

detoxification and isoniazid susceptibility. Microbiol 

Immunol. 62: 158-167. doi: 10.1111/1348-0421.12574


