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A case report of Aeromonas dhakensis bloodstream infection

ZHOU Xianyuan. HUANG Yingfeng, JIA Ashao. YU Mengqiu, DENG Li
Department of Laboratory Medicine s Shenzhen University General Hospital , Shenzhen 518055, Guangdong

Province, China

Abstract: There are few reports on bloodstream infections caused by Aeromonas dhakensis. This article
presented a case report of a patient with liver cirrhosis who developed Aeromonas dhakensis bloodstream
infection. The patient exhibited symptoms such as fever, cellulitis, necrotizing fasciitis, rhabdomyolysis,
and lesions resembling pyoderma gangrenosum, and suffered septic shock. The disease progressed rapidly
with a poor prognosis. During the species identification process, methods such as the bioMérieux VITEK 2
Compact identified the isolate as either Aeromonas hydrophila or Aeromonas caviae. The Bruker mass
spectrometer identified it as Aeromonas hydrophila , noting that the intragenus protein fingerprint was
similar and could not be differentiated from other species. Additionally, 16S rRNA sequencing failed to
unequivocally distinguish the species. All these methods including the bioMérieux VITEK 2 Compact,
Bruker mass spectrometer, and 16S rRNA sequencing were unable to provide accurate identification.
However, gyrB sequencing and metagenomic next-generation sequencing (mNGS) were able to yield
definitive species results. Through the comprehensive application of multiple methods, this study provides a

clear identification result for clinical diagnosis.
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1.1 fRBIER

BF L, 78 & A IR A NE AR R Ak
g S 13 4 BEAE R B B iRYT I 2 AERE = 1k
B PO ARE, 2023 4E 7 H 27 H. B EWE
i PR 2 Ktz TIFIRANEL , LI 46 2 A2 0l
HAPRE.

R a A AR DR i 21 B NTINY 35 2 L B NI = 3
JE AR TG HUAR B 28 P HOR B 2 R D8R & 1 IR 4
wbk kA . BRI UL ARG ST HUR IR D g

ABERT, B3 5 IR R T 7, 4 B ik
K IUBERH St v e, JE R | IR e K oy 5 o IR A R
RSPk E BHPE . LR A R DA S
1.2 874"

2023 4£ 8 J1 3 H HY SR K ITE RS O, T
VISHREVRT 5 G2 ff » 4 0 4 30 AT B Ji £ i 1 it
1M,2023 4F 8 F 4 H 1 BLA N RO w7 b ik W 4, 5K
JIECHTH L B R B . RIS 24 h R &
W @98/, 24 h JREE 550 mL. AR 38.9 C. kil
89 WK /41 s WPl 20 IR /43, ML 133/57 mmHg , B
FKIPECHTN H B S, SCEG KA IR RS A R
14 i (white blood cell, WBO) /(3. 61 % 10°/
L), #RIEFEAR N C [ 8 FH (C-reactive protein,
CRP) (21.78 mg/L) Fl k% 55 % it (procalcitonin,
PCT) (0. 733 ng/mL) ¥ Tk m . FFHIRESS bn 578 o 6
RH4T 2 (total bilirubin, TBiL) (188.0 pumol/L) &
FTt e, TN & R ¥4 A i (alanine transaminase, ALT)
(53 U/ L) PR A 2 iRk Z i (aspartate transaminase,
AST) (100 U/L) % £ Jt . JUL R ¥ i (creatine
kinase, CK)# 75 (8 000 U/L). B Thfigkbr il
fif (creatinine, CREA) (145.1 pmol/L) 1 JK & &
(urea nitrogen, UREA) (16.1 mmol/L)¥FtE ., 4
KA 35 77 B ROMAR B U R o =2 BT 1A
YRS . T LA R (1 g, q6h) BT/
Ye 2 BHRIT MM A TG BR SAE A AL B, 1S R
TP BT AUR IRBENE A B SIS i S A
INEPEGR MR, IF e A e B PEAR 5. 5 AR 4 2 Bt
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SEXRE LRFIRIT . IRE G 2 A D)
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BH 2023 4F 8 H 4 HIEKLIMEE IR, 3555 5 /)
fF 54 43 B WU A5 BEE U R o 8 2% [RGB MR AT
P AN SR LI 1) o K541 PH A 25 5 A9 1 55
TN 2 1P 22 BRI S 5e ), BT 35 € .5%
CO, 1A, 2 16 /NI RE SR ARG AR A B ¥ I
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B2 RIAMEAT I SR
Gram negative bacilli with a stout morphology.
1 EZREBETRA(10X100)

Fig. 1 Gram staining microscopic smear(10X100)
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Moist in appearance with 3 hemolysis.
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Fig.2 Colony morphology of blood plate
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2.2 REEEE

M H 3% VITEK 2 Compact( |75 ¥y HL R/
A S AE R B K AR /K BB TR L PRI
FAA & v Bt A ve (A aD BHEA PR /] X H:
HEATSERE 4 R B K SR B N B AR S B
il SHAMOARREIX 43 . Ak — 20 B e R b A
28 R bk 1 = L sUEE R R R A IR A kAT
16S rRNA . gyrB M J¥ , i& [0 45 R 7E BLAST W 3
R 1 16S rRNA MF bR
Tab. 1 Results of 16S rRNA sequencing

EHEXT 168 rRNA TP AR BE R 1X 3 1 B, 25 2R 4n
R 1R, gyrB M4 M T 25 08 S 3k R A TR
(Aeromonas dhakensis) » 25 F W3R 2 fir 7 5 8 o
Ji 7 FE 4l — AR I J¥ ( metagenomics next-
generation sequencing, mNGS) (ZHE) M 4 L =
SR A FRZA F AT RN A 10 TR AR 25 5 IR R R
PR P (B AR 99%) .

Description

Scientific name Per. Ident (%)

Aeromonas dhakensis strain SA 16S rbosomal RNA gene, partial sequence

Aeromonas dhakensis strain VITSMBJ1 16S ribosomal RNA gene, partial

sequence

Aeromonas dhakensis strain 0Z-1 16S ribosomal RNA gene, partial sequence
Aeromonas caviae strain QW14 16S ribosomal RNA gene, partial sequence

Aeromonas caviae strain PaKulO 16S ribosomal RNA gene, partial sequence

Aeromonas caviae GSH8M-1 DNA, complete genome

Aeromonas caviae strain QSRB4 16S ribosomal RNA gene, partial sequence

Aeromonas hydrophila subsp, hydrophila JCM 3990 gene for 16S ribosomal

RNA., partial seguence

Aeromonas dhakensis strain WW303 165 ribosomal RNA gene, partial sequence

Aeromonas ASNIH1 chromosome, comolete genome

Aeromonas dhakensis 100. 00
Aeromonas dhakensis 100.00
Aeromonas dhakensis 100.00
Aeromonas caviae 100. 00
Aeromonas caviae 100. 00
Aeromonas caviae 100. 00
Aeromonas caviae 100.00
Aeromonas hydrophila 100. 00
Aeromonas dhakensis 100. 00
Aeromonas ASNIH1 100. 00

*x2 gyrB MFLLITER
Tab. 2 Results of gyrB sequencing

Description

Scientific Name Per. Ident (%)

Aeromonas dhakensis RYu-Ah62 DNA, complete genome

Aeromonas aquariorum strain A2-961203 DNA gyrase subunit beta (gyrB)

gene, partial cds

Aeromonas dhakensis strain BC15 chromosome, complete genome

Aeromonas hydrophila subsp. dhakensis strain LMG 19564 DNA gyrase

subunit beta (gyrB), gene. partial cds

Aeromonas sp MCCB 113 gyrase B (gyrB)gene, partial cds

Aeromonas sp MTHB gyrase B (gyrB)gene, partial cds

Aeromonas sp MTHA gyrase B (gyrB)gene, partial cds

Aeromonas hydrophila gyrB gene for DNA gyrase subunit beta, partial cds
Aeromonas hydrophila strain AN-2 GyrB (gyrB) gene, partial cds

Aeromonas dhakensis strain 1P11S3 DNA gyrase subunit B (gyrB) gene,

partial cds

Aeromonas dhakensis 99.81
Aeromonas dhakensis 99.81
Aeromonas dhakensis 99.71
Aeromonas dhakensis 99.62
Aeromonas sp MCCB 113 99.62
Aeromonas sp MTHB 99.62
Aeromonas sp MTHA 99.62
Aeromonas hydrophila 99.52
Aeromonas hydrophila 99.52
Aeromonas dhakensis 99.52
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2.3 HEIABRER

i/l BD #: 2 [C B 25847 BD-Phoenix100
4 (£ E BD A D EHAT AR i S %%
[ R RS2 50 % AR E 1k B 25 (Clinical and
Laboratory Standards Institute, CLSI) M45-A3 3C
PFP 2 REE RN R 3 BRI BAR X DK AL
AN 5 (R (T AN RU) =S (11 AN S
FAMEIG ZE ER Y B VB2 TR SR B R TR
AR/ b B 3 % Sk R Wk~ SRS 0 IR R A s %
PR VURR R | LA g Bk ALY TR 2y AR
AR AR ST T R RIS R YT (R
A WL R 515
x3 EFRBERAHER

Tab. 3 Susceptibility results of Aeromonas dhakensis

Frs PR L5 MIC(pg/mL)
1 Bk R & U 16
2 EAi| U <2
3 WER U <4
4 S e UK <1
5 WRUE Rk <0.5
6 oAt U <1
7 A i U <1
8 PR i 8
9 e B [GES] 8
10 AR E fHk <1
11 WY il U <1/19
12 v Uk <0.125
13 PUFRE i 24 >3
14 TRBLVEAR/thsk [ 31 THURK <4/4
15 JE G R (] >2
16 KAk U 8
17 KAEFE T [EEZ] >16

153 18 CLSI M45-A3 MBI 5 3AT. MIC Ry e/ MM ik

J# (minimal inhibitory concentration)
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2 RAEF T T PR i T 1] 2 L K R

+ 235

YL P R P BRI B 38 S B T I R e A
T H R R A B T A M b TR AR
GRS T 1 6 R A R AR B | AR A M R I 9 R
e, HFE T 2023 4F 8 A 3 HITHA 30 & &I PR
FEAR , FE T H B0 5 40 5 IR BE M A 6 ¢ L R UL
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AN TR A A TR A R VE B3R 15 50% 1%, AR
WFFE A G BRI VITEK 2 REEHET 58 , 45 042
TSR B T BB P 7K R P B K R [
BF, ABFRE AT T4 0 S VP IR A as R 5
R E AT, 7 F 22 1, 16S rRNA
Wy 7 H 5 Z A A R IE AR 53 AE [R] (100 %) » 4
ANRENG L5 SR B S AR AT X . A OGRS
R gyrB M 0] DLKE K 4 B0 T 2 a2 )
Fpte10- 130 B eyrB I B R HE SR — o Ik R
AN HERIJE RS 45 2 99. 81% , 5 HAB A Fh
[ B Xy, BEAh, A ST 30 HEAT T 9 J 7 3
DR 20 25 A, 45 ST I B AR A iR R AR T . 5
gvrB M ¥ 25 SR AHAT o

IR R AP B 5 R A o R e R L X
HEFTPRORS 1 % 8 X TG R 1297 B B AN (E
H A AR SE 56 25 5 FH Y % 5 7 ik, an A4 il &
16S rRNA 44 G i i ok 55 52 2R, (0 gyrB
J¥ .mNGS fig 4 2 5 H Al A AT R 47 X 5. A
U, 7E H B R 56 S I Hh B X AR R S TR A 1 B
7 AT LAZRA A F 2 R0 4 s, MR IR —A K
THERY 5 45

FEZR I T 24 T AR TR X A2 T I v B
55 3 AR A0 P ZE N 25 T R I R N B A, R
PASTEABL AR R E AL R G 2 R A 2 R
PRI 17 AR 25 OB 25 SR A T MARIR YT . AR
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