Blood Culture Identification (BCID) Performance in Polymicrobial Bacteremia
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All cases of clinically confirmed polymicrobial
bacteremia at a large academic single center
from a 23-month period were evaluated Iin a
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monocytogenes, organisms requiring prompt therapy sometimes missing in empiric antibiotic regimens.

De-escalation from adequate empiric to Inadequate
step-down antibiotic coverage following incomplete
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Table 3. Among patients with inaccurate BCIDs, antimicrobial
changes and outcomes following return of BCID result are shown
below. P-values comparing the four groups are shown. There was no
significant association that could be seen in mortality and time to
discharge and patient’'s empiric therapy and de-escalation therapy
status.

. . . BCID/BCx BCID/BCx p value . . . . . ,
retrospective cohort analysis (figure 1). Concordant  Discordant assoclation with mortality was seen among patients
: % % .. : :
Samples were assorted into BCID/blood Number of samples 105 G0.T9) 102 (40.3)  — empiric coverage (p=0.07), although this analysis was
Average age of patient (mean, 58.6 (18.4) 54.1 (18.6) 0.08 . - ..
culture concordant and BCID/blood culture SD) limited by the small sample size. BCID frequently results in incomplete
: - F Length of stay (median, IQR)  13.0 (18.3)  12.0(21.9)  0.12 . - ; . .
discordant groups. Clinical characteristics of Death within 100 days 35(33.3%) 30 (294%)  0.54 identification of blood culture results in patients
the two groups were compared, missed S a2t with polymicrobial bacteremia, but clinical
organisms were characterized, and changes cu et characteristics and outcomes were similar to
In antimicrobial regimen in response to BCID R 0B (648%) 50 (56.8% those of patients with accurate BCID
results were characterized. Comorbidies oo seen  om identification. Clinical team de-escalation to
Solid malignancy 25(238%)  16(157%)  0.14 . iInappropriate antibiotic coverage following return
Liquid malignancy 7 (6.7%) 13 (12.8%) 0.14 Organism | No. | No.
On chemotherapy 12 (11.4%) 15 (14.7%) 0.48 On-panel organisms 49 | Other off-panel organisms 50 '[he BC|D assay was uancommon and was n()t
Neutropenia 13 (12.4%) 11 (10.8%) 0.72 Enterococcus spp. 11 | Achromobacter spp 2 : : : :
2750 cultures were Abdominal surgery within 30 12 (11.4%) 8 (7.8%) 0.38 Viridans group streptococci 8 | Acinetobacter spp 3 Cleal‘ly assoclated with inferior outcomes.
screened days Coagulase negative Staphylococci 7 Actinomyces spp 1
- % % | Staphyl 6 | Actinot haeli 1
24352c;£Iltures wer('je excluded Elglrlg a?cr)%i?ettzggfs:s rc]:te” é &gf;o ; 3 gg;o ; 30429 Klzgsi)élcl)ac?azc;uusrr?sr:;ues 3 B;é?gré?gg;n SISD(; - 6
. were pediatric ' ' ' Acinetobacter baumanii 2 Chryseobacterium spp. 5
» | e 2211 did not meet gi?rsepll?-l?—tpl\l use 9 (8.6%) 6 (5.9%) 0.46 Candida albicans 2 Cprynebacterium spp. 2
v microbiologic inclusion Presence of central venous 38 (36.2%) 41 (40.2%)  0.55 Egg;?sgcge;yigizcae complex g CEalgrenneTII:IiasSp%p %
criteria catheter T . '
- . Current hemodialysis 8 (7.6%) 7 (6.9%) 0.83 Eg)rfgi‘:jsarg:;ﬁgfa i f;?ﬂ)‘i)':gltﬂga;%p g
cultures were include Cirrhosis 6 (5.7%) 8 (7.8%) 0.54 . e . _ _ _
in the chart review Current immunosuppressant 17 (16.2%) 9 (8.8%) 0.11 gggﬁgi;ﬁg%gﬁhs 1 m;:crggggfeurisulr%tzubsscessus i We thank the Staﬂ: Of the UC DaV|S |\/|ICFObIO|0gy
medication use Strept lecti 1 Nei - bflavi 1 - - -
108 cultures were excluded gct)hneergl?trﬁgr:ti)cgt/ye ég 8153@) ;8((2397%?30/) ggg Off-hpraenpe(l)(c:)?;zfi'sar?l%i? EZh 28 Elgz%zbré?;gideiv;p. 1 Lab’ partICUIarIy Mefanie J. Rilloraza. We also
570 +970 . athogenic potentia uralibacter gergoviae " "
e 96 were clinically Pr(e:sut[neldl_source 17 (16.2% 17 (16.79%) P Clogstridiurlzl perfringens 5 Pseudomonag pStida qrp 5 thank B”an KOepnICk, PhD and Stacy MarSha”,
: entral line 2% 1% i i ilaqi
\ determ |'nedt;c'o lbe' th Gastroin?estinal 21 (20.0%) 31 (30.4%) I\B/I?)Crglgr?esllgpﬁworganii j \Ijgitlr(llr?erl?c":tJ (s::cl)?)gmosa IABr M D ]
MONOIIETORIa W Genitourinary 11 (10.5%) 9 (8.8%) Corynebacterium striatum 3 Wohlfahrtimonas spp. 1
ic;r]tarlzantff_ - FEQegpifatOWI :23880;03 igg(ﬁ); Aerococcus viridans 2 _
° acked sutficien ndovascular 9% 9% Candida dubli ' 2
e = SO 4500 Candida dublinensis 2 This work was supported by the departments of the
Y Skin and soft tissue 17 (16.2%) 12 (11.8%) Stenotrophomonas maltophilia 2 authors as well as the National Center for
Other 1 (1.0%) 1 (1.0%) Fusobacterium nucleatum 1 . . . .
207 cultures were included Multiple sources 19 (18.1%) 11 (10.8%) Fusobacterium necrophorum 1 Advancing Translational Sciences, National
in the final analysis Unknown 11 (10.5%) 7 (6.9%) Providencia stuartii 1

Figure 1. Screening and exclusion process. 207 cultures were included
In final analysis from a number screened of 2750 (constituting all positive
blood cultures over a 23-month period from February 2019 to January
2021).

Table 1. Comparison of the characteristics of the
BCID/blood culture (BCx) concordant and BCID/BCx

discordant groups.

Table 2. Organisms not identified by BCID but later identified
on blood culture phenotyping.
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