24 MIRU-VNTR loci
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Figure S1. MIRU-VNTR and spoligotype of Mycobacterium pinnipedii strains MP1 and MP2. A MIRU-VNTR-based dendrogram
was generated using Neighbor joining (NJ) tree analysis. Mycobacterium pinnipedii strains MP1 and MP2 (yellow boxes) were identified
using the MIRU-VNTRplus (http://www.miru-vntrplus.org) identification database. 24 loci MIRU-VNTR alleles and spoligotypes of
Mycobacterium microti isolates are also represented. MIRU-VNTR: mycobacterial interspaced repetitive units — variable number of

tandem repeats.

LI
IO
LI

OO

Spoligotype
ISSSSSRSEEEEE & SASRRERAEE AN
ISSSNARNERNEE 8 SASRARRARE AN
N R EEE B BERERREREE
ISSSSSNSSREEE & SESRASRN
I SSSRARNARARNARRRRRRRARRARE BN
I SESRNSRSENARNARNERRRRNEREEE A

R



MIRUO4 MIRU10
1 23 "B SS-CO R

Figure S2. PCR of loci MIRU04 and MIRU10 of Mycobacterium pinnipedii strains MP1 and MP2. SYBR safe-stained agarose gel
of MIRU-VNTR PCR products. Lane 1: Molecular weight marker (100bp, DNA ladder, ThermoFisher Scientific). Lanes 2 to 4: MIRU0O4
locus. Lane 3: negative control (ultrapure water). Lanes 6 to 8: MIRU10 locus. Lanes 2 and 6: Mycobacterium pinnipedii MP1. Lanes
3 and 7: M. pinnipedii MP2. Lanes 4 and 8: positive control (Mycobacterium bovis AN5). According to Supply et al., 2005, MIRU0O4



alleles of M. pinnipedii MP1 and MP2 are 7 (714 bp) and 5 (560 bp), respectively, and MIRU10 alleles of M. pinnipedii MP1 and M.
pinnipedii MP2 are 6 (802 bp) and 5 (749 bp). MIRU-VNTR: mycobacterial interspaced repetitive units — variable number of tandem
repeats. All 24 MIRU-VNTR loci were run; only the loci showing differences (MIRUO4 and MIRU10) between the M. pinnipedii strains
are shown for convenience.



