
• 174 patients diagnosed with COVID were at risk for CLABSI. 35 
(20.1%) developed a CLABSI (cases), 139 (79.9%) patients did 
not (controls)

• Median number of days of risk for CLABSI was 17 and 18 days 
for cases and controls, respectively (p=0.41)

• Cases were more commonly admitted to the ICU, but this trend 
was non-significant

Univariate analysis:
• The development of a CLABSI was associated in univariate 

analysis with non-white race (p=0.043) and diabetes (p=0.05)
• Among cases, there was a trend towards receipt of tocilizumab 

(p=0.09). Cases more frequently received vancomycin (p=0.004) 
and corticosteroids (p=0.05)

• Median number of days for length of stay (LOS) was 37 days for 
cases and 18 days for controls (p=0.001)

Multivariate analysis:
• In a multivariate analysis only the length of stay was significantly 

associated with development of a CLABSI (p=0.02), but the 
clinical relevance of this association is unclear given the odds 
ratio of 1.002 [95% CI 1.000-1.003]
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• Central line-associated bloodstream infections 
(CLABSI) are serious healthcare-associated 
infections (HAIs)

• During the COVID pandemic, we observed an 
increased incidence of CLABSIs in our 
healthcare system

• Identify risk factors for the development of a 
CLABSI in inpatients diagnosed with COVID 

.
• Single-center, matched case-control study 

between 3/2020 - 12/2020
• Included patients diagnosed with COVID who 

were at risk for developing a CLABSI 
• Patients at risk for developing a CLABSI had a 

central line present for >2 consecutive calendar 
days while admitted to an inpatient unit

• Cases: diagnosed with a CLABSI 
• Controls: not diagnosed with a CLABSI
• Cases and controls: 1:4 matched based on age 

at admission (+/- 5 years) and COVID diagnosis 
date (+/- 45 days) 

• Statistical analyses were performed using SAS 
version 9.4

• Univariate and multivariate analyses used 
generalized estimating equations to account for 
clustering by case-control matches

•

Table 1: Patient characteristics at time of COVID Diagnosis

Table 2: In-Hospital patient characteristics during admission for COVID 

Table 3: Multivariate logistic regression analysis for the outcome of CLABSI (cases) 
versus non-CLABSI (controls)

• Risk factors associated in univariate analysis for the development 
of a CLABSI among COVID patients include non-white race, 
diabetes, and receipt of vancomycin and steroids.

• COVID patients who develop CLABSI were more likely to have a 
prolonged length of stay and were less likely to be discharged 
home.

• Our multivariate analysis did identify LOS as a risk factor for 
CLABSI among patients with COVID but the clinical significance 
will need to be investigated further
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