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YP_001848963.1 - Mycobacterium marinum M

NP_302607.1 - Mycobacterium leprae TN

YP_705454.1 - Rhodococcus josti RHA1

Y¥P_121616.1 - Nocardia farcinica IFM 10152
YP_003658902.1 - Segniliparus rotundus DSM 44985
YP_249982.1 - Corynebacterium jeikeium K411
YP_001139588.1 - Corynebacterium glutamicum R
YP_005691303.1 - Corynebacterium pseudotuberculosis PA..
YP_005711566.1 - Corynebacterium ulcerans 809
YP_005143602.1 - Corynebacterium diphtheriae PW8
YP_003104583.1 - Actinosynnema mirum DSM 43827
YP_003135623.1 - Saccharomonospora viridis DSM 43017
YP_006555494.1 - Amycolatopsis mediterranei S699
YP_003645482.1 - Tsukamurella paurometabola DSM 20162
YP_006670783.1 - Gordonia sp. KTR9

YP_006513709.1 - Mycobacterium tuberculosis H37Rv
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YP_005165772.1 - Corynebacterium diphiheriae HOO2
'YP_005161141.1 - Gorynebacterium iphiheriae BHE
'VP_005139035.1 - Corynebacterium diphtharias HCO3
'YP_005141330.1 - Corynebacterium diphtheriae HCO4
YP_005158806.1 - Gorynebacterium diphtheriae 31A
'YP_005143602.1 - Gorynebacterium diphtheriae PWE.
YP_005134523.1 - Corynebacterium diphtherias CDCE 8392
YP_005128450.1 - Corynebacterium diphthoriae INCA 402

NP_840414.1 - Corynebacterium dihtheriae NCTC 13128
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| 55— YP-006407548.1 - Corynobacterum pseudotuborcuosis Cp1G2
YP_005693353.1 - Gorynebacterum pseudotubercuiosis 42002:A
T YP_005844741.1 - Gorynebacterum pseudotuberclasis 267
YP_005691303.1 - Corynebacterum psaudotubercuiosis PATIO
YP_00686308.1 - Gorynebacterum pseudotuberciiosis 119
YP_005684215.1 - Gorynebacterum pseudatuberciasis G231
| YP_005682122.1 - Gorynebacierum pseudotubercuiosis 1002
YP_005375893.1 - Gorynebacterum pseudotubercuiosis PS4B96
YP_00S124014.1 - Gorynebacterum pseudotuberciiosis 398-5
YP_003784256.1 - Gorynebacierum pseudotubercuiosis FRC41

o2l 'YP_006353437.1 - Gorynebacterium pseudotuberculosis 258
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VP 005697381.1 - Corynebacterium pseudatubercuiosis 1/06-A

YP_001138588.1 - Corynebacterium ghutamicum R
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YP_006450923.1 - Mycobacterium chubuense NBB4
5 YP_00H075075.1 - Mycobactorhum givum Spyr1
VP 951504.1 - Mycobacterium vanbaaleni PYR-1

'YP_001068771.1 - Mycobacterium sp. JLS
VP_936496.1 - Mycobacterium sp. KMS
¥P_637656.1 - Mycabacterium sp. MCS
‘g YP-004999150.1 - Mycobactorium rhodosiae NEES
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YP_883919.1 - Mycobacterium avium 104
1 INP_962789.1 - Mycobacterium avium subsp. paratuborcuiosis K-10

YP_002504237.1 - Mycobactarium lopras Br4g23
0631 | NP_302607.1 - Mycobacterium lepras TN

YP_001848963.1 - My cobacterium marinum M
00251 YP_904355.1 - Mycobacterium ulcerans Agy33

YP_006513709.1 - Mycobacterium tuberculosis H37R
YP_008471842.1 - Mycobacterium tuberculosis KZN 805
YP_005306729.1 - Mycobacterium tuberculosis UT205
YP_005921718.1 - Mycobacterium tuberculosis RGTE423
YP_005915452.1 - Mycobacterium tuberculosis CTRI-2
YP_005911781.1 - Mycobacterium tuberculosis CCDCSO79
YP_005908186.1 - Mycobacterium tuberculosis CCDCS180
YP_005359116.1 - Mycobacterium tuberculosis RGTB327
YP_005169862.1 - Mycobacterium bovis BCG str. Mexico
YP_005098855.1 - Mycobacterium tuberculosis KZN 4207
YP_004743866.1 - Mycobacterium canetti GIPT 140010059
YP_004722095.1 - Mycobacterium africanum GMO41182
YP_003030307.1 - Mycobacterium tuberculosis KZN 1435
YP_002643455.1 - Mycobasterium bavis BCG sir. Tokya 172
YP_001286333.1 - Mycobacterium tuberculosis F11
YP_001281672.1 - Mycobacterium tuberculosis H37Ra
YP_876512.1 - Mycobacterium bovis BCG str. Pastour 1173P2
NP_334804.1 - Mycobacterium tuberculosis GDG1551
NP_854053.1 - Mycobacterium bovis AF2122/67
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