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Accession Mass Score Description
1. gi|491275550 &4887 210 glutamine-fructose-6-phosphate transaminase, partial [Shigella flexneri]
2. gi|353251646 66690 207 Chain A, Cla Mutant Of E. Coli Glms In Complex With Glucose-6p And Glutamate
3. gi|17942686 66694 207 Chain A, Glucosamine 6-Phosphate Synthase With Glucose 6-Phosphate
4. gi|118138642 66722 207 Chain A, E. Coli Glucosamine-6-p Synthase In Complex With Glucose-6p And 5-oxo-l-norleucine
5. gi|16131597 66853 207 L-glutamine:D-fructose-6-phosphate aminotransferase [Escherichia coli str. K-12 substr. MG1655]
6. gi|24115032 66825 207 glucosamine--fructose-6-phosphate aminotransferase [Shigella flexneri 2a str. 301]
7. gi|187733589 668E3 207 glucosamine--fructose-6-phosphate aminotransferase [Shigella boydii CDC 3083-94]
8. gi|110644070 66795 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli 536]
9. gi|446256229 &6807 207 glucosamine--fructose-6-phosphate aminotransferase [Shigella dysenteriae]
10. gi|15833925 66844 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli 0157:H7 str. Sakai]
11. gi|43268 66825 207 unnamed protein product [Escherichia coli]
12. gi|73671334 66865 207 GlmS variant [Escherichia coli LW1655F+]
13. gi|117626002 &6807 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli APEC 01]
14. gi|218556300 66867 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli IAI1]
15. gi|218560804 66807 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli S88])
16. gi|218692017 66841 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli EDla]
17. gi|446256243 66823 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli]
18. gi|446256236 66851 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli]
19. gi|446256238 66779 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia]
20. gi|446256235 &6856 207 glucosamine--fructose-6-phosphate aminotransferase [Shigella boydii]
21. gi|446256234 66853 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli]
22. gi|446256248 66853 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli]
23. gi|446256250 &6837 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli]
24. gi|26250472 66737 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli CFT073]
25. gi|15804329 66867 207 glucosamine--fructose-6-phosphate aminotransferase [Escherichia coli 0157:H7 str. EDLS33]
26. gi|82546110 66857 207 glucosamine--fructose-6-phosphate aminotransferase [Shigella boydii S5b227]
27. gi|82779079 66863 207 glucosamine--fructose-6-phosphate aminotransferase [Shigella dysenteriae S5d197]
28. gi|290577 66833 207 glutamine amidotransferase [Escherichia coli]
29. gi|485801761 &6867 207 glutamine-fructose-é-phosphate transaminase [Escherichia coli]
30. gi|487413051 66924 207 glucosamine-fructose-6-phosphate aminotransferase [isomerizing] [Escherichia coli]
31. gi|485749535 &6825 207 glutamine-fructose-6-phosphate transaminase [Escherichia coli]
32. gi|487499164 66849 207 glutamine-fructose-é6-phosphate transaminase [Escherichia coli]
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Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 88 are significant (p<0.05).
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Protein scores greater than 88 are significant (p<0.05).
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1. gi|485791866 43042 129 P-protein [Escherichia coli]
2. gi|486039041 42476 115 P-protein, partial [Escherichia coli]
3. gi|485813730 42943 114 P-protein [Escherichia coli]
4. gi|26248962 43027 114 bifunctional chorismate mutase/prephenate
5. gi|15832716 43084 114 bifunctional chorismate mutase/prephenate
6. gi|443618652 43100 114 bifunctional chorismate mutase/prephenate
7. gi|170681627 43057 114 bifunctional chorismate mutase/prephenate
8. gi|218690717 43043 114 bifunctional chorismate mutase/prephenate
9. gi|387613243 42985 114 P-protein [includes: chorismate mutase; prephenate dehydratase]
10. gi|254547525 43080 114 chorismate mutase p-prephenate dehydratase [Escherichia coli]
11. gi|446122236 43041 114 bifunctional chorismate mutase/prephenate dehydratase [Escheric
12. gi|386620196 43085 114 Chorismate mutase I / Prephenate dehydratase [Escherichia coli
13. gi|446122235 43013 114 bifunctional chorismate mutase/prephenate
14. gi|446122266 43114 114 bifunctional chorismate mutase/prephenate
15. gi|446122238 42932 114 bifunctional chorismate mutase/prephenate
16. gi|446122270 43027 114 bifunctional chorismate mutase/prephenate
17. gi|446122241 43045 114 bifunctional chorismate mutase/prephenate
18. gi|446122254 43067 114 bifunctional chorismate mutase/prephenate
19. gi|446122278 43110 114 bifunctional chorismate mutase/prephenate
20. gi|446122248 43098 114 bifunctional chorismate mutase/prephenate
21. gi|446122268 43128 114 bifunctional chorismate mutase/prephenate
22. gi|446122252 42997 114 bifunctional chorismate mutase/prephenate
23. gi|15803121 43067 114 bifunctional chorismate mutase/prephenate
24. gi|82777952 42889 114 bifunctional chorismate mutase/prephenate
25. gi|486191345 43127 114 P-protein [Escherichia coli]
26. gi|446122267 43083 114 bifunctional chorismate mutase/prephenate
27. gi|487427427 43080 114 P-protein [Escherichia coli]
28. gi|487447371 43044 114 P-protein [Escherichia coli]
29. gi|487465026 43042 114 P-protein [Escherichia coli]
30. gi|490054935 43058 114 P-protein [Escherichia coli]
31. gi|485770556 42943 114 P-protein [Escherichia coli]
32. gi|485857517 42955 114 P-protein [Escherichia coli]



