First phylogenetic analysis of Malian SARS-CoV-2
sequences provides molecular insights into the
genomic diversity of the Sahel region

Table 1. Ct values of diagnostic PCRs and outcome of sequencing. Samples sequenced successfully are
highlighted yellow.

ID CtEgene CtRdRp gene sequencing succesfull

M002593 27,48 29,43 y
MO002615 28,51 32,83 y
M002616 35,14 32,71 y
M002618 30,2 32,21 y
M002644 26,6 27,62 y
M002659 28,03 30,27 y
M002663 34,08 34,2 y
M002667 28,1 29,08 y
M002672 22,96 24,37 y
M002673 21,23 21,93 y
M002675 29,55 30,06 y
M002698 30,19 32,61 y
M002700 30,02 31,85 y
MO002703 26,07 28,37 y
MO002704 27,13 30,16 y
M002707 16,5 19,05 y
MO002758 19,44 25,11 y
M002823 24,37 27,27 y
M002824 29,07 31,62 y
MO002826 30,21 32,07 y
M002830 21,42 24,43 y
M002609 38,61 37,01 n
MO002610 40,24 37,58 n
MO002627 35 38,98 n
M002634 34,44 35,9 n
M002635 34,38 36,09 n
MO002638 34,36 34,07 n
MO002652 34,35 36,23 n
M002656 34,57 37,15 n
M002658 32,01 33,94 n
MO002662 36,66 37,01 n
MO002664 34,44 33,97 n
M002676 35,42 35,14 n
M002680 34,82 35,13 n
MO002688 29,4 33,86 n




M002708 35,08 36,67 n
M002712 34,05 36,36
M002714 31,92 34,3

Table 2. Overview of patient information, sequencing results and used technology results of Malian samples
(M =Male, F = Female, n.d. =not determined, A = ARTIC Protocol, H = Hybrid assembly of ARTIC protocol and
bait-based enrichment using Illumina MiSeq, het = heterozygous, hp = highly homoplasic). Only non-synonymous
mutations and deletions are listed.

Patient Location AccNo Lineage  Seg- Referenc  SNPs (AA exchanges)
SampleID  Sex, GISAID (Nextstra Methods e covered
Age in Clade) positions
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