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correction: you fell into the pitfalls of bioinformatics research, and should learn how to
use BLAST first.

1, Due to data updating issue, the default BLAST search against nr database would not
return the hit of RaTG13 genome, which is a naturl Bat CoV (GenBank: MN996532.1),
there was no such long insertion as mention in this assay.

2, Due to the display issue of NCBI BLAST MSA VIEWER, if you choose the default hit
number settings, the matched alignment with natural sequence in the region socalled
“pShuttle-SN vector insertion” would not be shown in the MSA, even they actually exists.
You could find lot of natural virus sequnces with high homology to the pShuttle-SN
vector sequence (AY362402.1), e.g. ME211376.1,ME211375.1
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Jasen, thank you but that is incorrect. I never searched agzinst the default nr database.
I specifically excluded viral sequences using a query with what is now called the
“middle fragment” and found SARS spike proteins and pShuttle-SN. You don’t have to
worty about my bioinformatics skills. I teach classes on how to use NCBI's
bioinformatics teols and was scientific director of the Bioinformatics Analysis Core at
the University of Pittsburgh. Look up who Webb Miller was; he along with Dr. Nei were
my post-doctoral advisors at Penn State University during my AP Slean Computational
Melecular Biclogy Post-doctoral vears, and I've designed zlignment algorithms myself.
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Thanks for vour reply, could vou answer questions briefly and directly?

1, 2 naturl Bat CoV (GenBank: MN996332.1) genome contain the socalled “insertion
sequence”

2, we could identify highly homologous sequences of “insertion sequence” in
couple of natural virus sequences, e.g. ME211376.1, ME211375.1, AY864806.1,
AY278554.2 and et.al.. you could use the ENTREZ QUERY AS DATABASE SEARCH
SET: “entrez query: txid10239[0Organism:exp] not wuhan®.
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