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Abstract Tables and Figures
Background
We previously demonstrated frequent detection of HHV-6B 
DNA in bronchoalveolar lavage fluid (BALF) and its positive 
association with mortality in HCT recipients from 1992-2015 
with lower respiratory tract disease (LRTD). 
Whether these findings remain pertinent in contemporary 
patients, the additive value of testing for viral gene 
transcription, and the correlation of HHV-6 detection in blood 
and BALF, are unknown. 

Methods
We conducted a prospective study of allogeneic HCT 
recipients undergoing BAL for LRTD within 120 days of HCT 
at three cancer centers from 2015-2019.
We collected and tested paired blood and BALF for HHV-6B 
DNA by qPCR and HHV-6B mRNA (U38 and U90 gene 
transcripts) among DNA positive samples using RT-qPCR. 
We described the detection of HHV-6B DNA and mRNA in 
blood and BALF, generated receiver operating characteristic 
(ROC) curves to determine the ability of BALF HHV-6B DNA 
detection to predict HHV-6B mRNA detection, and analyzed 
the association of HHV-6B DNA detection with mortality.

Results
We enrolled 116 allogeneic HCT recipients who underwent 
125 BALs (Table 1).
HHV-6B DNA was detected in 45 of 122 BALF (37%) 
compared to 19 of 124 (15%) plasma samples. 
Among the 45 BALF samples with HHV-6B DNA detected, 
either HHV-6B mRNA transcript was detected in 22 (49%) 
(Figure 1). 
BALF HHV-6B DNA ≥218 copies/ml had an area under the 
curve of 0.93 for predicting detection of BALF viral mRNA 
(Figure 2).
 In turn, patients with BALF HHV-6B DNA ≥218 copies/mL 
had increased risk for mortality and death due to LRTD within 
60 days after the BAL (Figure 3). 
This association remained after adjustment for age, oxygen 
use, and steroid use at the time of BAL in a multivariable Cox 
model (Figure 3). 

Conclusions
 HHV-6B was detected more frequently in BALF than 
plasma, suggesting compartment-specific reactivation. 
 BALF HHV-6B DNA ≥218 copies/mL had high sensitivity 
and specificity for detection of viral gene transcription in BALF 
and was associated with increased mortality, suggesting 
HHV-6B is a clinically impt. pulmonary pathogen after HCT. 

A prospective multicenter study of HHV-6B genomic DNA and gene transcription 
in paired bronchoalveolar lavage fluid and blood from HCT recipients

Poster #2094 

RELEVANT DISCLOSURES
JAH: Consulting for Allovir, Gilead, Karius, Symbio; Research support from Allovir, Gilead, Karius, Oxford Immunotec, Deverra therapeutics. AW: Consulting for Kyorin
Pharmaceutical; Research support from Allovir, Ansun Biopharma, Pfizer, Vir/GSK. GH: Consulting for Generon, iTeos therapeutics, Napajen pharma, Neoleukin
therapeutics; Research support from Applied molecular transport, Compass therapeutics, Heat Biologics, Laevoroc Oncology, Serplus technology, Syndax pharmaceuticals; 
DMZ: Consulting for Allovir. MB: Consulting for Merck. All other authors report no dislcosures.

jahill3@fredhutch.org

*3 patients who did not have a BAL excluded from table
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