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Sequences of SARS-CoV-2 “Hybrids” with the Human Genome:
Signs of Non-coding RNA?
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ontroversial reports of human-virus chimeric reads (HVCRs) suggested a possible

integration of severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2)
sequences into human DNA (1-3). Its recent refutation (4) in this journal posited that
HVCRs are likely artifacts of library construction (often involving rRNAs and tRNAs), but
the subject continues to attract attention (5, 6).

We previously analyzed human non-coding regulatory small RNA (sRNA), including
microRNA, plus tRNA and rRNA fragments, paired with their putative targets in millions of
chimeric reads (7-9) obtained in CLASH experiments (10). Applying our computational pipe-
lines to the HVCR data sets, we observed many read ends matching human sRNA. Strikingly,
they were not chimeras (we will still use “HVCRs" here), but occurrences of common short
sequences in both genomes, human and SARS-CoV-2. This leads to multiple human-human
and two virus-virus joined sequences, matching sRNA and misinterpreted as HVCRs.

Most human-human cases contained sRNA paired with human transcripts. 1-100 nt
away from the sRNA in the read, a short match to SARS-CoV-2 appeared within that tran-
script (Fig. TA). Such short matches were always subsequences of longer human transcripts,
making HVCR unlikely, as such events occurred in both SARS-CoV-2 and corresponding
mock samples. Details of these non-viral chimeras are outside the scope of this letter.
Our observation that many short virus sequences co-occur in human genome and may
lead to false HVCRs is not surprising, because random 16-mers should appear once every
~4.5 gigabases of a sequence with 50% GC.

For virus-virus, the Spike gene harbored a 16-nt sequence (genome positions
22783-22798), a reverse complement of 18S rRNA, and the N gene (positions 28697—
28712) contained a reverse complement of 16 nts fragment from the mature human
microRNA, hsa-mir-8066. In the “hybrid” reads these 16-mers were always adjacent to
the surrounding virus sequence. As such HVCRs only occurred in samples with SARS-
CoV-2, not mock, they seem to be genuine SARS-CoV-2 reads (Fig. 1B), not chimeras.

These cases may have interesting (although speculative) implications. Why Spike
and N? Might these abundant SARS-CoV-2 subgenomic mRNAs somehow interact with
the host sRNA-based regulation? We observed in multiple samples 1-2 nt deletions in
numerous reads (3%-8% coverage in 28706-28711), corresponding to the hsa-mir-
8066 “seed” region (Fig. 1C). Does this indicate “attempts” of potential evasion of hsa-
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reported would perfectly hybridize with the 16-nt stretch of Spike mRNA. While it is
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FIG 1 Human-human and virus-virus “hybrid” cases, in genomic context of reads containing sRNA. “Virus match” (A) and “18S match” (B) are 16-mers
common between human and SARS-CoV-2 genomes. (C) An IGV display of the N gene region, containing a match to hsa-mir-8066 (nucleotides hybridizing
with the “seed” region are in red). In addition to the reads matching 18S at their ends, we detected many middle-match reads, traversing this part of the S
gene (B, not checked in A). Four sequencing samples (from our reanalysis of BioProject PRJIEB37886, SRA Study ERP121228), reveal 1-2 nt deletions within
the seed match, supported with many non-duplicate lllumina reads. Reads without these deletions are not shown. Some reads contain additional
substitutions (sample 3) or deletions (samples 2 and 4, green and blue notches, misaligned in read ends at the bottom of the display also, in fact, indicate
a deletion). Other deletions or insertions in nearby reads (not shown) may restore the reading frame as in sample 2.

tempting to speculate about Spike regulation by the host rRF, we observed few
changes in this gene region (unlike in Fig. 1C). Alternatively, this stretch of 18S might
hybridize with Spike mRNA affecting its translation (“ribosome filter” hypothesis) (11).
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