Peptidyl-lysine N-acetyltransferase YjaB (IFKJJHLI_00004)
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Peptidyl-lysine N-acetyltransferase YjaB (NKKLJONL_00001)
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Pyruvate, phosphate dikinase (DNPOGODG_00026)
Pyruvate, phosphate dikinase (DNPOGODG_00027)
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Ribosomal large subunit pseudouridine synthase D (EBGAOECB_00002)
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19 \ Pyruvate, phosphate dikinase (KIHIIAKJ_00016)
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23S rRNA (uracil-C(5))-methyltransferase RImCD (GFOOBAND_00001)
Pyruvate, phosphate dikin‘ase (GFOOBAND_00002)
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Pyruvate, phosphate dikinase (LALGDLIP_00001)
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