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8.-Wzx
7.-ectoine hydroxylase
6.-SDR family oxidoreductase
5.-SDR family oxidoreductase

9.-glycosyltransferase 

2 34 5 6 7 8 9

4.-sugar phosphate isomerase/epimerase
3.-capsule biosynthesis phosphatase
2.-N-acetylneuraminate synthase
1.-hypothetical protein
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