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Position fGI# Cluster # RAST annotation BLAST top hit
258 2 L1839 Ty i EpsC ‘capsular i i in (O ]
259 12 L1838 capsular polysaccharide biosynthesis protein hypothetical protein [Oenococcus oeni]
260 12 L1837 Mang: yrosil (EC3.13.48) hypothetical protein [Oenococcus oeni]
261 12 L1836 phosph: EC2.7.86) sugar transferase [Oenococcus oeni]
262 12 L1835 Polysaccharide biosynthesis protein CpsF UDP-N- N transferase [O
263 12 L1834 Glycosyl transferase CpsG multidrug MFS transporter [Oenococcus oeni]
264 12 L1833 - protein AWRIBS76_968 [O AWRIBS76]
265 12 CL_1832_ glycosyltransferase [Oenococcus oeni]
26 12 L1831 glycosyltransferase family 2 [Oenococcus oeni]
267 12 CL_1830_ B glycosyltransferase family 2 [Oenococcus oeni]
268 12 L1829 B hypothetical protein [Oenococcus oeni]
269 12 L1828 Holliday junction DNA helicase RuvA glycosyltransferase family 1 [Oenococcus oeni]
270 12 L1827 - hypothetical protein [Oenococcus oeni]
271 12 CL_1826_ - hypothetical protein [Oenococcus oeni]
n 12 CL_1825_ hypothetical protein [Oenococcus oeni]
73 12 L1824 hypothetical protein [Oenococcus oeni]
274 12 L1823 B hypothetical protein [Oenococcus oeni]
275 12 cL182_ B transcriptional antiterminator [Oenococcus oeni]
276 12 cLs1_ 6-phospho-beta-glucosidase (EC 3.2.1.86) beta-glucosidase [Oenococcus oeni]
277 12 CL_1820_ Transcription antiterminator, BglG family transcriptional antiterminator [Oenococcus oeni]
278 12 L1819 - PTS mannose transporter subunit IIAB, partial [Oenococcus oeni] |
29 12 CL_1818_ PTS system, fructose-specific 1B component (EC 2.7.1.69) PTS fructose transporter subunit IIB [Oenococcus oeni]
280 12 L1817 PTS system, IIC component hypothetical protein [Oenococcus oeni]
281 12 L1816 PTS system, IIC component PTS mannose transporter subunit I1AB [Oenococcus oeni]
282 12 L1815 Alpha-mannosidase (EC 3.2.1.24) hypothetical protein [Oenococcus oeni]
283 12 L2082 - hypothetical protein [Oenococcus oeni]
284 12 L2081 ol tide ABC transporter, g protein OppA (TC3.A.15.1) peptide ABC protein [0 ]
285 12 CL_2040_ Deblocking aminopeptidase (EC3.4.11.-) peptidase M42 [Oenococcus oeni]
286 12 CL209_ FIG00628259: hypothetical protein peptidase [Oenococcus oeni]
287 12 CL 2038 Sub YKoE of thiamin-regulated ECF transporter for ine ABC transporter permease [Oer ni]
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509 2 CLioes_ E ypothetical protein [Oenococaus oeni]
610 28 L1706 Xylulose kinase (EC 27.1.17) xylulose kinase [Oenococcus oeni] | | |
611 8 clL1067_ Xylose isomerase (EC5.3.15) xylose isomerase [Lactobacilus casei]
612 2% cLigol Yylose repressor transcriptional regulator [Lactobacillus buchneri]
613 % clioes D-xylose proton-symporter XyIT hypothetical protein [Oenococcus oeni]
614 28 CL17069_ B hypothetical protein [Oenococcus oeni]
615 8 cLion_ PTS system, mannose-specificIlB component (EC 2.7.1.69) PTS sorbose transporter subunit 1B [Oenococcus oeni]
616 8 cmon. Alpha-xylosidase (EC32.1.) family 31 glucosidase (Oenococcus oeni]
617 8 cLon. PTS system, mannose-specific IC component PTS mannnose transporter subunit IIC [Oenococcus oeni]
618 28 CL17073_ PTS system, mannose-specific IID component PTS mannose transporter subunit 11D [Oenococcus oeni]
619 28 CLI17074_ Trehalose-6-phosphate hydrolase (EC 3.2.1.93) oligo-1,6-glucosidase [Oenococeus oeni]
620 8 o190 protoheme ferro-lyase (EC4.99.1.1) jensi
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Position _fGl# __Cluster# RAST annotation BLAST top hit
1525 [ CL_2097_ B transcriptional regulator [Oenococcus oeni]
1526 ) CL_2098_ Glutathione S-transferase (EC 2.5.1.18) glutathione S-transferase [Oenococcus oeni]
1527 2 €L2099_ Leribulose-5-phosphate 4-epimerase (EC 5.13.4) L-ribulose-5-phosphate 4-epi [0 oeni]
1528 @ CL2100_ L-xylulose 5-phosphate 3-epimerase (EC5.1.3-) L-xylulose 5-phosphate 3-epimerase [Oenococcus oeni]
1529 % cawl Lxylulokinase (EC2.7.1.53) carbohydrate kinase [Oenococcus oeni]
1530 2 a2 - ical protein [Oenococcus oeni)
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1718 111 CL 1765 PTS system, glucose/sucrose spedific lIA subunit [Oenococcus oeni]
1719 MW CL17655_ B phosphate hydrolase, partial i
1720 m CL176%._ Sucrose-6-phosphate hydrolase (EC 3.2.1.83) sucrose-6-phosphate hydrolase [Lactobacillus mali]
1721 1 CL17657_ PTS system, sucrose-specific IBC component (EC 2.7.1.69) PTS sugar transporter [Oenococcus oeni]
v2  m | e, - sucrose operon repressor Lactobacillus mal]
w3 e - sucrose operon repressor i
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