Appendices:
Supplemental Material
Whole Genome Sequencing Methodology
PCR-positive SARS-CoV-2 samples with a cycle threshold (CT) <28 were subjected to WGS using a fully automated Clear Dx system (Clear Labs, San Carlos, CA), which utilizes the Oxford Nanopore GridION Sequencer as recommended by the manufacturer. Fasta files generated for each sample by Clear Dx system were uploaded to nextclade (https://clades.nextstrain.org/) and pangolin (https://pangolin.cog-uk.io/) to detect clades and lineages, respectively. Single nucleotide polymorphism (SNP) detection was performed using staphb pipeline on github using default parameters (https://github.com/StaPH-B). A phylogenetic tree was generated using I-TOL software (https://itol.embl.de/upload.cgi). A clade was defined as a group of samples with ≤4 SNP difference. 
Excluded Patients
Two patients tested positive for SARS-CoV-2 during serial screening that were ultimately excluded from the investigation based on epidemiologic factors and a greater likelihood of convalescent stage viral shedding. One of these patients was located in a separate area of the unit. They had tested positive for COVID-19 nearly 2 months prior to admission. They had 2 prior negative COVID-19 tests, one on their day of admission and one on day 0. A positive test occurred on day +3 with a cycle threshold of 37, and a repeat test on day +4 was negative, suggestive of prior exposure and intermittent viral shedding. The second patient who was excluded tested positive on day +12. They had a prior negative admission screen on day +6. They had a prior exposure to a COVID-19 positive family member about 5 weeks prior to admission, but never underwent testing and never developed symptoms. They were admitted to the hospital on day +6 from the outbreak, so were felt unlikely to be exposed as a result of the outbreak. Additionally, their cycle threshold was 32, and they remained asymptomatic, so this was also felt to likely represent prior infection with intermittent shedding. Whole genome sequencing was unable to be performed on either specimen due to low viral loads.



Supplemental Figure 1: Transplant Unit Map
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Legend: Map of liver transplant unit quadrant in which outbreak occurred. P indicates patient with the number corresponding to the specific patient. V indicates visitor of P2.










Supplemental Figure 2: Phylogenetic Tree
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Legend: Phylogenetic tree of SARS-CoV-2 genomic sequences from the outbreak investigation. Clade defined as ≤4 SNP difference. Patients 1-6 and HCWs 1-3 had a shared viral introduction into the hospital setting based on WGS (clade 1). HCW 4 and HCWs 5-6 were each separate introductions of the virus (clades 2 and 3, respectively). 
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Supplemental Table 1: Patient Characteristics
	Patient
	Age/
Sex
	Admission Reason
	Significant Comorbidities
	Immuno-suppression
	Testing Indication
	COVID-19 Symptoms
	Concurrent Diagnoses
	COVID-19 Treatment
	Discharge Outcome

	1
	36/F
	Fistula repair
	Liver transplant, short bowel syndrome
	Everolimus, tacrolimus, prednisone
	Pre-procedure
	None
	E. coli bacteremia, intra-abdominal infection
	Casirivimab-imdevimab
	Alive

	2
	66/F
	Liver transplant
	Liver transplant
	Mycophenolic acid, tacrolimus, prednisone, recent anti-thymocyte globulin
	Exposure to COVID-19 positive visitor
	Fever, hypoxia
	Pleural effusion
	Remdesivir
	Alive

	3
	70/M
	Biliary stent obstruction with liver abscess
	Cirrhosis, hepatocellular carcinoma, COPD, DM
	Bevacizumab, atezolizumab
	Pre-procedure
	Dyspnea, hypoxia
	Citrobacter bacteremia, liver abscess
	Remdesivir
	Died

	4
	45/F
	Bowel surgery
	Short bowel syndrome
	N/A
	Symptomatic
	Fevers, hypoxia
	Intra-abdominal infection
	Remdesivir, dexamethasone
	Alive

	5
	51/M
	Gastric perforation
	Cirrhosis
	N/A
	Symptomatic
	Fevers, nasal congestion
	Intra-abdominal infection
	Casirivimab-imdevimab
	Alive

	6
	59/M
	
	HFrEF, DM, OSA
	N/A
	Pre-procedure
	Fevers, dyspnea, hypoxia
	MRSE bacteremia
	Remdesivir, dexamethasone
	Dead


Abbreviations: COPD: chronic obstructive pulmonary disease, DM: diabetes mellitus, HFrEF: heart failure reduced ejection fraction, OSA: obstructive sleep apnea, MRSE: methicillin-sensitive Staphylococcus epidermidis
Supplemental Table 2: Cycle Threshold (CT) Values from E gene for Patients and Healthcare Workers
	Patient/Healthcare Workers
	Cycle Threshold Value

	Patient 1
	28

	Patient 2
	26

	Patient 3
	18

	Patient 4
	23

	Patient 5
	19

	Patient 6
	18

	HCW 1
	22

	HCW 2
	18

	HCW 3
	23

	HCW 4
	28

	HCW 5
	18

	HCW 6
	16

	HCW 7
	20

	HCW 8
	32

	HCW 9
	28

	HCW 10
	33

	HCW 11
	38

	Visitor 1
	Unknown
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