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Jingmen tick virus (JMTV) and the related jingmenvirus-

termed Alongshan virus are recognized as globally emerging 

human pathogenic tick-borne viruses. These viruses have 

been detected in various mammals and invertebrates, 

although their natural transmission cycles remain unknown. 

JMTV and a novel jingmenvirus, tentatively named Takachi 

virus (TAKV), have now been identified during a 

surveillance of tick-borne viruses in Japan. JMTV was 

shown to be distributed across extensive areas of Japan and 

has been detected repeatedly at the same collection sites over 

several years, suggesting viral circulation in natural 

transmission cycles in these areas. Interestingly, these 



jingmenviruses may exist in a host tick species-specific 

manner. Vertical transmission of the virus in host ticks in 

nature was also indicated by the presence of JMTV in unfed 

host-questing Amblyomma testudinarium larvae. Further 

epidemiological surveillance and etiological studies are 

necessary to assess the status and risk of jingmenvirus 

infection in Japan. 
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To assess the relative transmissibility of the SARS-CoV-2 

Alpha variant compared to the pre-existing SARS-CoV-2 in 

Japan, we performed a cross-sectional study to determine the 

secondary attack rate of COVID-19 in household contacts 

before and after the Alpha variant became dominant in Osaka. 

We accessed 290 household contacts whose index cases were 

diagnosed between 1 and 20 December 2020 (the third 

epidemic group), at a time when Osaka was free of the Alpha 

variant. We also accessed 398 household contacts whose 

index cases were diagnosed between 20 April and 3 May 

2021 (the fourth epidemic group), by which time the Alpha 

variant had become dominant. We identified 124 household 

contacts whose index case was determined positive for the 

Alpha variant (Alpha group) in this fourth group. The 

secondary attack rates in the fourth group (34.7%) and the 

Alpha group (38.7%) were significantly higher than that in 

the third group (19.3%, p < 0.001). Multivariable Poisson 

regression analysis with a robust error variance showed a 

significant excess risk in the fourth group (1.90, 95% CI = 

1.47-2.48) and the Alpha group (2.34, 95% CI = 1.71-3.21). 

This finding indicates that the SARS-CoV-2 Alpha variant 

has an approximately 1.9-2.3-fold higher transmissibility 

than the pre-existing virus in the Japanese population. 
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The analysis included 30 patients infected with the B.1.1.7 

variant strain in March 2021, of whom 28 were infected in 

bars and late-night restaurants (3C environments). The mean 

age of the 30 patients infected with the B.1.1.7 variant was 

32.4 years, and the mean (median) incubation period was 

3.53 (3.0) days. The mean age of the 42 patients infected with 

other strains was 56.2 years, and the mean (median) 

incubation period was 5.71 (5.0) days. Of the patients 

infected with other strains, 20 were infected in 3C 

environments, such as bars and late-night restaurants, and the 

other 22 were infected at workplaces or in households. The 

mean age of the 20 patients infected in 3C environments was 

53.2 years, and the mean (median) incubation period was 

4.30 (4.0) days. Poisson regression analysis showed that the 

incubation period of the B.1.1.7 variant was 0.66 times 

shorter than that of other strains (95% CI: 0.38, 0.71). Among 

the patients infected in 3C environments, the incubation 

period of the B.1.1.7 variant was 0.63 times shorter than that 

of other strains (95% CI: 0.504, 0.797). After adjusting for 

age and sex, the incubation period of the B.1.1.7 variant was 

0.62 times shorter than that of other strains in 3C 

environments (95% CI: 0.47, 0.82). 
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Genes conferring carbapenem resistance have spread 

worldwide among gram-negative bacteria. Subtyping of 

these genes has epidemiological value due to the global 

cross-border movement of people. Subtyping of blaIMP genes 

that frequently detected in Japan appears to be important in 



public health settings; however, there are few useful tools for 

this purpose. We developed a subtyping screening tool based 

on PCR direct sequencing, which targets the internal 

sequences of almost all blaIMP genes. The tool used bipartite 

multiplex primers with M13 universal sequences at the 5'-

end. According to in silico analysis, among the 78 known 

IMP-type genes, except for blaIMP -81, 77 detected genes were 

estimated to be differentiated. In vitro evaluation indicated 

that sequences of amplicons of IMP-1, IMP-6, IMP-7, and 

IMP-20 templates were identical to their respective subtypes. 

Even if the amplicons were small or undetectable through the 

first PCR, sufficient amplicons for DNA sequencing were 

obtained through a second PCR using the M13 universal 

primers. In conclusion, our tool can be possibly used for 

subtype screening of blaIMP, which is useful for the 

surveillance of bacteria with blaIMP in clinical and public 

health settings or environmental fields. 

Jpn J Infect Dis. 74(6): 592- 599 (2021)  

Arai S, Ohtsuka K, Konishi N, Ohya K, Konno T, Tokoi Y, 

Nagaoka H, Asano Y, Maruyama H, Uchiyama H, Takara T, 

Kudo Y. 

Escherichia albertii is an emerging foodborne pathogen. 

The source of the E. albertii infection in most foodborne 

outbreaks is unknown because E. albertii is difficult to isolate 

from suspected food or water. E. albertii has a broad host range 

among birds and can be isolated from chicken meat. In this 

study, PCR assay, enrichment, and isolation conditions for 

detecting E. albertii in chicken meat were evaluated. The 

growth of 47 E. albertii strains isolated in Japan between 1994 

and 2018 and a type strain was evaluated in modified EC broth 

(mEC) and mEC supplemented with novobiocin (NmEC) and 

on media containing carbohydrates. The enzyme used for the 

nested PCR, the enrichment conditions, the most-probable-

number (MPN) method, and agar media were also evaluated 

with chicken meat. To distinguish E. albertii from presumptive 

non–E. albertii bacteria, desoxycholate hydrogen sulfide 

lactose agar (DHL), MacConkey agar (MAC), and these agars 

supplemented with rhamnose and xylose (RX-DHL and RX-

MAC, respectively) were used. All E. albertii strains grew in 

mEC and NmEC at both 36 and 42  and did not utilize 

rhamnose, sucrose, or xylose. Both the first and nested PCRs 

with TaKaRa Ex Taq, which was 10 to 100 times more active 

than the other enzymes, produced positive results in 

enrichment culture of 25 g of chicken meat inoculated with 

>20 CFU of E. albertii and incubated in mEC and NmEC at 

42  for 22  2 h. Thus, the first PCR was sensitive enough 

to detect E. albertii in chicken meat. The MPN values in mEC 

and NmEC were 0.5- and 2.3-fold higher than the original 

inoculated bacterial levels, respectively. E. albertii in chicken 

meat was more efficiently isolated with enrichment in NmEC 

(70.1 to 100%) and plating onto RX-DHL (85.4%) and RX-

MAC (100%) compared with enrichment in mEC (53.5 to 

83.3%) and plating onto DHL (70.1%) and MAC (92.4%). 

Thus, optimized conditions for the surveillance of E. albertii 

contamination in food and investigations of E. albertii 

outbreaks, including the infectious dose, were clarified. 
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