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The genomic sequence data in this study have been deposited in the NCBI GenBank database under accession codes: MW775010https://www.ncbi.nlm.nih.gov/
nuccore/MW775010, MW775011https://www.ncbi.nlm.nih.gov/nuccore/MW775011 and MZ541881 https://www.ncbi.nlm.nih.gov/nuccore/
MZ541881. Tick samples: OL795929-OL795963 https://www.ncbi.nlm.nih.gov/nuccore/?term=ixodes+lloviu+hungary. The neutralization data generated in
this study are provided in the Source Data file. The background data of sampled animals is provided in the Supplementary Data. Sequencing protocol and materials
are listed here: https://www.protocols.io/view/lloviu-cuevavirus-sequencing-protocol-bmz3k78n.html. Source data are provided with this paper.

No statistical test was used to determine sample size. Sample sizes were variable between sampling events, depending on the actual colony

size and the availability of animals. During in vitro laboratory experiments, the LLOV positive sample number limited the number of

experiment replicates.

No data were excluded from the study

Depending on the available amount of bat sera different measurement and dilution strategies were applied: measured as duplicate with
repeated experiment - bat1,169,170,99,115,130; measured in duplicate with single experiment – bat2,102,138;
measured in single in one experiment – bat98,110,118,143. All dilutions were 1/40, 1/80, 1/160, 1/320, 1/640, 1/1280, 1/2560,
1/5120 except for bat143 where 1/100 starting dilution was applied.

In vitro isolation experiments were performed in triplicates with same results. The RNA FISH analysis was performed once. The probes in the
RNA FISH experiment were evaluated with recombinant LLOV and reliably detected positive and negative sense recombinant LLOV RNA in
infected cells (see Hume AJ, Heiden B, Olejnik J, Suder EL, Ross S, et al. (2022) Recombinant Lloviu virus as a tool to study viral replication and
host responses. PLOS Pathogens 18(2): e1010268.).

All attempts of replications were successful.

Randomization is not relevant in our study, since we sampled wild animals. This sampling is affected by multiple random factors, there is no

option for randomized sampling. Animal activity, number of animals for sampling and accessibility of animals are not predictable. We sampled
all animals which could be catched.

Blinding is not relevant in our study, since we sampled wild animals and performed screening on site. This sampling is affected by multiple
random factors, there is no

option for blinded sampling. Animal activity, number of animals for sampling and accessibility of animals are not predictable. Circumstances
are not applicable for blinded sampling. Study design and relevance do not requires blinded sampling.




