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	1329
	+ Enolase OS=Bacillus clausii (strain KSM-K16)
+ Enolase [Bacillus Clausii KSM-K16]
	ENO_BACSK
	+ gi|56964781
	46 226
	4.66
	52 000
	4,32
	YNQLLRYHLAGEGK 
	21%

19%

	1416
	+ Flagellin protein.-
 Bacillus clausii (strain KSM-K16)
	No positive
	gi|5696546
	32 042
	4.52
	46 000
	3,82
	MIINNNLSAMNAHRAGDDAAGLSISEKLEHTISNLDNSSENLQAAESR 
	51%

	1394
	+ carbonic anhydrase [Bacillus clausii KSM-K16]
	No positive
	+ gi|56964946
	31 000
	4, 32
	29 268
	4.37
	EQSPINLFYDREIGFHYHDIYPQNYRPVQELGDR
	22%

	1569
	+ transaldolase OS=Bacillus clausii (strain KSM-K16)

+ manganese superoxide dismutase [Bacillus clausii KSM-K16]
	TAL_BACSK


No positive
	gi|56965640


gi|56963480
	23 034


22 330
	5.35


5.41
	28 000


25 000
	5,38


[bookmark: _GoBack]5,43
	TLAAISENITVKTNVTLIFSVPQALLAARAGATYVSPFLGR

LPELPYAANALEPHIDEATMNIHHGKHHNTYVTNLNAALEGHAALAEKSIEDLVANLDAVPENIR
 
NNGGGHANHTFFWQILSPNGGGEPTGALAEDIKSTFGSVEEFK

TPILGLDVWEHAYYLNYQNRRPDYIAAFWNVVNWDEVSK
	33%


79%



26%



5%

	1663
	+ Serine hydroxymethyltransferase OS=Bacillus clausii (strain KSM-K16
	GLYA_BACSK
	No positive
	45 668
	5.76
	20 000
	4,88
	NIDNEEALNSVR 
	2%

	1660
	+ cell wall lytic activity [Bacillus clausii KSM-K16]
	No positive
	+ gi|56963703
	31 398
	4.63
	19.500
	5,67
	TAQAIYDASAK 
	3%
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