
Elizabethkingia miricola: Discrepancies in identification
and antimicrobial susceptibilities

To the Editor,

Wereadwith interest the article entitled “rpoB gene sequencing high-
lights the prevalence of an E. miricola cluster over other Elizabethkingia
species among UK cystic fibrosis patients” by Kenna et al. (2018). We ap-
preciate the work and would like to add a few comments.

Accurate identification of this species is essential for better treat-
ment strategies. Commercially available identification systems based
on biochemical reactions such as MicroScan, Vitek2, API/ID32 v3.1 and
Phoenix100 ID/AST v5.51A lack database coverage for E. miricola,
hence have failed to identify this species accurately (Green et al.,
2008; Lin et al., 2017). MALDI-TOF MS, an excellent tool for microbe
identification, is also not without issues regarding Elizabethkingia spe-
cies identification. Although, E. miricola is included in the reference da-
tabase of Bruker BioTyper (Eriksen et al., 2017; Han et al., 2017; Lau
et al., 2016), both systems (VitekMS or Bruker) have been able to clinch
identification of E. miricola species with a good score after expansion of
their databases with species-specific spectra (Cheng et al., 2018; Han
et al., 2017; Lau et al., 2016). CDC's (Centre for disease control's)
microbenet database, launched in 2013 in collaboration with Bruker
Daltoniks, is a widely available tool and can be used with Bruker
bioTyper for identification purposes (https://microbenet.cdc.gov/).
However even with microbenet database, MALDI-TOF MS can discrimi-
nate the genus into E. anophelis and E. meningoseptica species and an
E. miricola group but cannot differentiate the isolates of E. miricola
group which include E. miricola, E. bruuniana, E. occulta and E. ursingii
species (Cheng et al., 2018; Nicholson et al., 2018).

16S rRNA and whole genome sequencing remains the gold standard
molecular identification techniques for genus Elizabethkingia including
E. miricola. More recently, rpoB gene sequencing has emerged as an ad-
ditional molecular identification tool differentiating the genus into
three clusters: E. anophelis, E. meningoseptica and E. miricola cluster
(comprising E. miricola, E. bruuniana, E. occulta and E. ursingii) (Cheng
et al., 2018; Kenna et al., 2018; Nicholson et al., 2018).

Presently, no antibiotic guidelines exist for Elizabethkingia species.
As the antimicrobial susceptibilities of this genus vary depending on
the species, discrimination of species is important. E. miricola, like
other Elizabethkingia species, has been resistant to beta-lactams,
extended-spectrum cephalosporins, aminoglycosides and carbapen-
ems. However, piperacillin has been observed as susceptible in a few
studies (Han et al., 2017; Lau et al., 2016). Contrary to the findings of
Kenna et al. (2018), piperacillin-tazobactam has been found sensitive
while cotrimoxazole and ciprofloxacin has been found resistant in
some studies (Cheng et al., 2018; Han et al., 2017). Newer quinolones
such as levofloxacin and tetracyclines such as doxycycline and

minocycline appear promising for E. miricola with their susceptibilities
(Cheng et al., 2018; Han et al., 2017). More studies are needed for better
insights into the susceptibility patterns of this organismaswell as to for-
mulate antibiotic guidelines.
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