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[Abstract] Objective To understand the etiological characteristics and drug susceptibility of
Mycobacterium thermoresistibile and Mycobacterium elephantis isolated from a cow with mastitis and
provide evidence for the prevention and control of infectious mastitis in cows. Methods The milk
sample was collected from a cow with mastitis, which was pretreated with 4% NaOH and inoculated
with L-J medium for Mycobacterium isolation. The positive cultures were initially identified by
acid-fast staining and multi-loci PCR, then Mycobacterium species was identified by the multiple loci
sequence analysis (MLSA) with 16S rRNA, hsp65, ITS and SodA genes. The drug sensitivity of the
isolates to 27 antibiotics was tested by alamar blue assay. Results Two anti-acid stain positive strains
were isolated from the milk of a cow with mastitis, which were identified as non-tuberculosis
mycobacterium by multi-loci PCR, and multi-loci nucleic acid sequence analysis indicated that one
strain was Mycobacterium thermoresistibile and another one was Mycobacterium elephantis. The results
of the drug susceptibility test showed that the two strains were resistant to most antibiotics, including
rifampicin and isoniazid, but they were sensitive to amikacin, moxifloxacin, levofloxacin, ethambutol,
streptomycin, tobramycin, ciprofloxacin and linezolid. Conclusions  Mycobacterium thermoresistibile and
Mycobacterium elephantis were isolated in a cow with mastitis and the drug susceptibility spectrum of
the pathogens were unique. The results of the study can be used as reference for the prevention and
control the infection in cows.
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Mycobacterium nebraskense strain ATCC BAA-837
Mycobacterium triplex strain ATCC 700071
Mycobacterium simiae strain ATCC 25275
Mycobacterium malmoense strain ATCC 29571

— Mycobacterium pseudoshottsii

L Mycobacterium ulcerans
Mycobacterium parascrofulaceum strain ATCC BAA-614
Mycobacterium paraffinicum strain ATCC 12670

l——Mycobacterium chimaera strain CIP 107892
Mycobacterium intracellulare ATCC 13950

Mycobacterium avium subsp. avium ATCC 25291
4E|;— Mycobacterium arosiense strain ATCC BAA-1401
Mycobacterium colombiense strain CIP 108962

Mycobacterium canariasense
— Mycobacterium thermoresistibile strain CIP 105390

0.02

I ShannX15002

— Mycobacterium elephantis strain M202
L ShannX15001
Mycobacterium tuberculosis H3TRv
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R OFE G IRAT EAPTRRAT E 250

. . - SR H (ug/ml) P Fl (ug/ml)
i MR I 95080 ShannX15001 H 95124 ShannX15002 S I R
1 ARVA 64 ~0.031 1~2 1~2 1~2 0.125~0.25 - - 2
2 SEE 256 ~0.125 >256 >256 >256 >256 - - 5
3 FE 256 ~0.125 8~16 8~ 16 2~4 >256 - - 1
4 PPRRA 16 ~ 0.008 1~2 1~2 0.5~1.0 0.5~1.0 16 32 64
5 HihEE 16 ~ 0.008 1~2 1~2 1~2 1~2 - - 25
6 SIS 16 ~ 0.008 0.125 ~ 0.250 0.125 ~ 0.250 0.031 ~ 0.062 0.031 ~0.062 1 4
7 FIRE#E 64 ~0.031 1~2 1~2 1~2 1~2 - - 4
8 IR 16 ~ 0.008 0.25 ~ 0.50 0.25~0.50 0.125 ~ 0.250 0.031 ~0.062 - - -
9 LEHERUE 16 ~ 0.008 05~1.0 0.5~1.0 0.25~0.50 0.062 ~ 0.125 2
10  HLEFm 128 ~ 0.063 32~ 64 32~ 64 32~ 64 8~16 - - 50
11 XEIKIR 16 ~ 0.008 >16 >16 >16 >16 - - 2
12 LT 128 ~ 0.063 2~4 2~4 0.5~1.0 0.25 ~ 0.50 5 - 10
13 B 128 ~ 0.063 0.5~1.0 0.5~1.0 4~8 0.5~1.0 5 - 10
14 ZHER 64 ~0.031 0.5~1.0 1~2 0.5~1 0.25 ~0.50 2 8
15 Flfwms T 32~0.016 8~16 16 ~32 >32 0.062 ~ 0.125 - - -
16 Flfwsm T 32~0.016 1~2 2~4 1~2 <0.062 - - 2
17 HHEPE 32~0.016 0.25 ~ 0.50 0.5~1 2~4 0.062 ~ 0.125 1 2 4
18 Fllsme 64 ~0.031 1~2 1~2 1~2 0.5~1.0 8 16 32
19 A" A 16 ~ 0.008 0.25~0.50 0.25~0.50 0.25 ~0.50 0.015 ~ 0.031 - - -
20 JiwEhiliE 64 ~0.031 >64 >64 >64 >64 - - -
21 W 16 ~ 0.008 >16 >16 >16 0.5~1 - - -
22 SLIEPE TR 64 ~0.031 >64 >64 >64 1~2 16 32~64 128
23 EIKH 64 ~0.031 >64 >64 > 64 4~8 4 8~16 32
24 ERIER 32~0.016 2~4 2~4 1~2 0.062 ~ 0.125 2 4 8
25 K E 32~0.016 1~2 172 0.5~1 0.25 ~0.50 1 2~4 16
26 BEIETEH 256 ~0.125 >256 >256 >256 >256 38 - 76
27 RN g 256 ~0.125 >256 >256 >256 8~16 - -
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