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1,70E+06 2,29E+06 2,28E+06 1,85E+06 0,00E+00 4,13E+05 2,42E+05 2,80E+05 3,85E+05 5,35E+05 | >tr | AOA099G7H8| AOA099G7H8_9RHOB Paracoccus sanguinis 2-isopropylmalate synthase 0 83775/ 6,91E+07 6 1 1 1 16 3,5 56,191 AOA099G7H8;A0A238X857;A0A1H AOA099G7H8;A0A238X857,A0A1HIYG 0 -1,21 0,00010
1,85E+06 1,95E+06 1,62E+06 1,42E+06 1,73E+06 3,05E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00|>tr| AOA1G5GDR1|AOA1G5GDR1_9RHOB Paracoccus tibetensis TRAP-type mannitol/chloroaromatic compour 0/ 12,736/ 6,08E+07 6 1 1 1 3 5,3 39,661 AOA1G5GDR1;A0A1G7GGS0;A0AQ!'AOA1G5GDR1;A0A1G7GGSO;A0A099E) 1 3,84 0,34674
2,12E+08 2,20E+08 1,77E+08 1,77E+08 1,66E+08 4,03E+05 4,31E+05 3,36E+05 3,85E+05 5,61E+05 >tr| Q9FOP2 | Q9FOP2_PARDE Paracoccus denitrificans S(+)-beta-hydroxybutyryl CoA dehydrogenase| 0,0083612  5,9068| 5,20E+07 4 1 1 1 15 52 31,918 Q9FOP2;A1B545;A0A238UMU8;A0 Q9FOP2;A1B545;A0A238UMU8;A0A1X 2 -0,41 0,00000
9,85E+07 1,07E+08 9,28E+07 1,24E+08 7,12E+07 5,18E+05 6,04E+05 1,49E+05 0,00E+00 2,34E+05 | >tr| AOAOD6T8P5 | AOAOD6T8P5_9RHOB Paracoccus sp. 228 Catalase 0 6,2834] 5,08E+07 2 1 1 1 6 31 55,062 AOAOD6T8P5;Q1QPY3;A0A1IN6WL{AOAOD6T8PS;Q1QPY3;A0AIN6WLA0;A 3 -1,09 0,02906
7,06E+07 7,80E+07 7,76E+07 1,03E+08 4,33E+07 0,00E+00 6,05E+04 0,00E+00 4,20E+04 0,00E+00 | >tr | AOA1X7LEU8|AOA1X7LEU8_9RHOB Paracoccus sp. J56 Chaperone protein ClpB 0 14,216 2,65E+07 6 2 1 1 51 4 95,707 |AOA1X7LEU8;A0A2A2GI38;A0A1G{AOALX7LEU8;A0A2A2GI38;A0A1GIME| 4 1,99 #ZAHL!
2,97E+07 3,73E+07 3,53E+07 3,46E+07 3,64E+07 3,66E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIN7KVF7 | AOA1IN7KVF7_9RHOB Paracoccus saliphilus Fructose-bisphosphate aldolase 0,0068966 5,98| 3,45E+07 1 1 1 1 25 3,6 32,617 |[AOAIN7KVF7;A0A2HSEWTS;A0A2 AOAIN7KVF7;A0A2H5EWTS;A0A2E3CF 5 5,95 H#ZAHL!
6,37E+07 6,79E+07 6,21E+07 4,45E+07 3,77E+07 1,18E+06 1,24E+06 2,71E+05 0,00E+00 7,07E+05|>tr| ALBAE3 | A1BAE3_PARDP Paracoccus denitrificans (strain Pd Phosphoglucomutase/phosphomannomutase 0 6,9005| 2,32E+08 9 1 1 1 22 2,2 57,236 A1BAE3;A0A2H5F2B3;A0A1X7JH6( A1BAE3;A0A2H5F2B3;A0A1X7JH60;AQ| 6 0,35 0,02395
2,97E+07 4,29E+07 4,06E+07 3,49E+07 2,03E+07 3,10E+05 3,68E+05 0,00E+00 1,05E+05 0,00E+00 | >tr| AOAO99F0Z1| AOA099F0Z1_9RHOB Paracoccus halophilus Nitrous-oxide reductase 0 11,933 4,84E+07 6 1 1 1 1 33 70,349 AOA099F0Z1 AOA099F0Z1 7 0,55/  #ZAHL!
1,77E+06 2,50E+06 1,95E+06 2,17E+06 1,48E+06 0,00E+00 1,65E+06 1,15E+06 1,43E+06 1,53E+06 >tr| ADAOC9Q3D7|AOAOC9Q3D7_9BACT Candidatus Brocadia sinica JAN1 |ATP-dependent Clp protease ATP-binding sub 07,5307 3,40E+08 8 1 1 1 85 3,5 41,193 ADA0C9Q3D7;A3WZB4;A0A177QJIA0A0CIQ3D7;A3WZB4;A0A177QJU2;A 8 1,08 #ZAHL!
9,00E+05 9,88E+05 9,51E+05 7,30E+05 9,13E+05 5,21E+05 6,07E+05 4,99E+05 6,48E+05 7,95E+05 | >tr|S5XZ67 | S5XZ67_PARAH Paracoccus aminophilus JCM 768€ Alanine racemase 0 11,284 7,78E+07 1 1 1 1 13 2,3 41,812 |S5XZ67,A0A2H5EVV5;A0A2D2C3C;S5XZ67;A0A2HSEVVS5;A0A2D2C3C2;AC 9 -1,58 0,00000
6,42E+06 7,90E+06 6,92E+06 8,69E+06 4,89E+06 0,00E+00 6,13E+05 1,32E+06 1,48E+06 5,53E+05 | >tr| S5XKS6 | SSXKS6_PARAH Paracoccus aminophilus JCM 768€ Glyceraldehyde-3-phosphate dehydrogenase 0 6,5647| 1,42E+08 6 1 1 1 31 4,5 35,873 |S5XKS6;Q9X7H5;A1BAIS;A0A2G1Z S5XKS6;Q9X7H5;A1BAI5;A0A2G1Z1V9; 10 -0,18 H#ZAHL!
3,65E+07 4,77E+07 0,00E+00 4,84E+07 0,00E+00 6,31E+05 5,28E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOAO99F3C6|AOA099F3C6_9RHOB Paracoccus halophilus Phosphoribosylaminoimidazole-succinocarbo) 0,0069085| 5,9849| 5,37E+07 5 1 1 1 1 4,3 28,646 AOA099F3C6 AOAO099F3C6 11 1,52 H#ZAHL!
2,21E+06 2,39E+06 1,48E+06 3,02E+06 1,54E+06 0,00E+00 0,00E+00 1,34E+06 1,21E+06 1,34E+06 >tr| AOA2G1Z1T8|A0OA2G1Z1T8_9RHOB Paracoccus sp. Phosphoenolpyruvate carboxykinase (ATP) 08,7974 9,35E+07 1 1 1 1 28 1,7 58,148 AOA2G171T8;A0A2E3CHV8;A0A2D A0A2G1Z1T8;A0A2E3CHV8;A0A2D8W; 12| #ZAHL! #ZAHL!
2,53E+06 1,94E+06 2,42E+06 4,29E+06 1,76E+06 1,85E+05 1,88E+05 1,96E+05 2,60E+05 4,40E+05 >tr|S5YR51|S5YR51_PARAH Paracoccus aminophilus JCM 768€ Acetyl-CoA C-acetyltransferase 0 11,08  2,49E+07 6 1 1 1 28 4,5 42,136 |S5YR51;A1B610;A0A2H5EYQ2;A0A S5YR51;A1B610;A0A2H5EYQ2;A0A2D2 13 -3,47|  #ZAHL!
3,21E+07 3,55E+07 1,72E+07 2,47E+07 2,50E+07 2,58E+05 2,71E+05 8,63E+04 1,46E+05 2,20E+05 | >tr|S5Y1P6|S5Y1P6_PARAH Paracoccus aminophilus JCM 768€ Succinate dehydrogenase flavoprotein subuni 0 11,689 8,56E+07 5 2 2 2 40 4,5 65,202 S5Y1P6;Q59661;A1AZ17;A0A2H5E\ S5Y1P6;Q59661;A1AZI7;A0A2HSEWL2 14 1,01 0,00052
0,00E+00 3,05E+06 5,18E+06 3,03E+06 1,30E+06 3,67E+07 2,66E+07 1,06E+07 1,74E+07 1,79E+07 >tr| AOA1Q3K2W6 | AOA1Q3K2W6_9BRAD Nitrobacter sp. 62-13 30S ribosomal protein S7 0 49,068 1,07E+09 12 1 1 1 37 10,3 14,161 AOA1Q3K2W6;A0A1M3CB42;S5YY|AOA1Q3K2W6;A0A1M3CB42;S5YYH7;( 15 -0,06 0,00126
3,39E+06 4,36E+06 3,58E+06 4,59E+06 2,33E+06 2,73E+07 2,76E+07 1,15E+07 2,45E+07 7,08E+06 | >tr|S5XY54|S5XY54_PARAH Paracoccus aminophilus JCM 768€ 30S ribosomal protein S10 0 16,491 8,08E+08 37 1 1 1 33 16,7 11,627 S5XY54;Q35SW7;Q1QN31;A3WVR!S5XY54;Q35SW7;,Q1QN31;A3WVR9;A] 16 -0,62 0,00187
1,36E+06 8,23E+05 4,86E+05 1,34E+06 7,62E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| A3WSHO| A3WSHO_9BRAD Nitrobacter sp. Nb-311A Dihydroxy-acid dehydratase 09,2967 3,16E+07 4 1 1 1 31 2,7 63,891 A3WSHO;S5YFZ1;A1B673;A0A2H5FA3WSHO0;S5YFZ1;A1B673;A0A2H5F014 17| #HZAHL! #ZAHL!
1,45E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | AOA2D8WXN4 | AOA2D8WXN4_9RHOB  |Paracoccus sp. DNA-directed RNA polymerase subunit beta 0 11,994 0,00E+00 0 3 2 0 35 2,8 153,5 AOA2D8WXN4;A0A239Q1P8;A0A2 AOA2D8WXN4;A0A239Q1P8;A0A238U 18|  #HZAHL! #ZAHL!
2,21E+07 2,61E+07 2,30E+07 2,01E+07 1,81E+07 2,16E+05 2,91E+05 7,56E+03 1,27E+05 2,44E+05 | >tr|S5Y3C4|S5Y3C4_PARAH Paracoccus aminophilus JCM 768€ Elongation factor G 0 11,936 4,95E+07 7 1 1 1 32 2,4 78,336 |S5Y3C4;A1B023;A0A2H5EYB6;A0A S5Y3C4;A1B023;A0A2H5EYB6;A0A2G1| 19 -1,09 0,00770
1,23E+05 1,26E+05 8,98E+04 0,00E+00 6,80E+04 7,56E+05 1,05E+06 2,36E+06 5,63E+05 6,93E+05 | >tr|S5YYG4|S5YYG4_PARAH Paracoccus aminophilus JCM 768€ 505 ribosomal protein L14 0 20,07, 1,01E+08 8 3 3 3 49 34,4 13,423 /S5YYG4;A1B037;A0A2H5EYS0;A0A|S5YYG4;A1B037;A0A2H5EYS0;A0A2G1 20 0,73 0,01074
4,69E+04 7,83E+04 3,93E+04 5,79E+04 0,00E+00 1,55E+06 6,81E+05 1,23E+06 0,00E+00 1,89E+06 >tr| AOA2H5EYU2 | AOA2H5EYU2_9RHOB Paracoccus zhejiangensis 30S ribosomal protein S5 0 8,0373| 8,12E+07 4 1 1 1 19 6,4 20,403 AOA2H5EYU2;A0A1X7KGG1;A0A1K AOA2HSEYU2;A0A1X7KGG1;A0A1K2BS 21 -0,94|  #ZAHL!
5,18E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,16E+06 1,37E+06 5,74E+05 0,00E+00 9,64E+05 | >tr| AOAO99F7V4 | AOAO99F7V4_9RHOB Paracoccus halophilus UPF0173 metal-dependent hydrolase IT41_01 0 61117 4,85E+07 4 1 1 1 1 5,7 25,156 AOA099F7V4 AOA099F7V4 22 -1,62|  #ZAHL!
1,06E+06 1,85E+06 1,48E+06 1,09E+06 7,12E+05 7,22E+06 8,29E+06 1,84E+06 6,34E+06 5,68E+06 >tr| AOA1K2F7M8|AOA1K2F7M8_PARPN Paracoccus pantotrophus 10 kDa chaperonin 0,0097879  5,8616| 3,85E+08 3 1 1 1 3 11,5 11,226 AOA1K2F7M8;A0A1I5ML22;A0A09 AOA1K2F7M8;A0A1I5ML22;A0A099F8| 23 0,25 0,00069
1,80E+07 2,09E+07 1,12E+07 1,10E+07 9,99E+06 3,78E+05 0,00E+00 0,00E+00 0,00E+00 3,85E+05 >tr|B1Y6G8|B1Y6G8_LEPCP Leptothrix cholodnii (strain ATCC fElectron transfer flavoprotein alpha subunit 0 17,443 9,17E+07 6 1 1 1 7 6,2 31,176 |B1Y6G8;B1Y4M5;B1Y4F2;B1Y1V0; B1Y6G8;B1Y4M5;B1Y4F2;B1Y1V0;A0A 24 2,81 0,14118
9,70E+05 1,42E+06 1,35E+06 7,95E+05 1,33E+06 1,23E+05 1,66E+05 0,00E+00 8,16E+04 6,59E+04 | >tr| AOA1M7F3S8| AOAIM7F3S8_9RHOB Paracoccus solventivorans Formate--tetrahydrofolate ligase 0/ 6,5471| 2,57E+07 1 1 1 1 18 2,9 58,764 | AOA1M7F358;A0A1H6NCAO;AOAO0l AOA1IM7F3S8;A0A1HE6NCAO;AOAODETH 25 -0,05 H#ZAHL!
1,60E+07 1,76E+07 1,27E+07 8,82E+06 4,82E+06 9,02E+06 1,03E+06 4,12E+06 2,22E+06 0,00E+00 | >tr|S5XY41|S5XY41_PARAH Paracoccus aminophilus JCM 768€ 30S ribosomal protein S8 0,0068259  5,9382| 3,10E+08 6 1 1 1 17 9,1 14,424 S5XY41;A1B041;A0A2A2GJ86;A0A|S5XY41;A1B041;A0A2A2G)86;A0A239( 26 0,77 0,07327
1,12E+08 1,22E+08 1,23E+08 1,09E+08 7,41E+07 0,00E+00 1,26E+06 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1G7EAL5|AOA1G7EAL5_9RHOB Paracoccus isoporae Glycine betaine/proline transport system subs 0,0069324 5,9859| 3,55E+07 2 1 1 1 23 3,9 32,71|A0A1G7EALS;A0A2A2GN92;A0A1VAOA1G7EALS;A0A2A2GN92;A0A1IWED 27 1,88 H#ZAHL!
6,21E+06 8,21E+06 8,18E+06 3,45E+06 3,84E+06 6,48E+05 6,99E+05 7,47E+05 5,80E+05 7,37E+05 | >tr| AOA1G7AD93 | AOA1G7AD93_9RHOB Paracoccus isoporae GMP synthase [glutamine-hydrolyzing] 0,0071301  6,0204| 9,34E+07 2 1 1 1 11 31 57,163 AOA1G7AD93;A0A2E3CFG5;A0A2C AOA1G7AD93;A0A2E3CFG5;A0A2D2C3 28 -6,14|  #ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 5,88E+05 6,89E+05 4,35E+05 5,19E+05 6,39E+05 | >tr| AOA099G4W7 | AOA099G4W7_9RHOB Paracoccus sanguinis Amino acid ABC transporter substrate-binding 0/ 6,8859| 4,31E+07 3 1 1 1 9 6,6 28,182 | AOA099G4W7;A0A099FGF3;S5XUF AOA099GAW7;A0A099FGF3;S5XURY;A 29 H#ZAHL! H#ZAHL!
1,28E+06 1,00E+06 4,01E+05 1,02E+06 1,88E+06 6,82E+05 6,67E+05 3,07E+05 0,00E+00 0,00E+00|>tr|Q93PWO|Q93PWO_PARPN Paracoccus pantotrophus Large subunit of nitrate reductase NarG (Frag| 0 14,621 4,17E+07 2 1 1 1 18 4,3 40,166 |Q93PW0;A0A1IM7HH15;A0A1H6M Q93PWO0;A0A1M7HH15;A0A1H6MU1Z 30 -1,06 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 5,18E+05 >tr|AOA239Q312|A0A239Q312_9RHOB Paracoccus seriniphilus Electron transfer flavoprotein beta subunit | 0,0082372  5,8827  6,73E+06 0 1 1 1 2 5,6 26,509 A0A239Q312;A0A099FHK9 A0A239Q312;A0A099FHK9 31 #ZAHL! #ZAHL!
1,79E+05 9,91E+04 0,00E+00 3,03E+05 4,55E+04 0,00E+00 4,50E+05 2,99E+05 3,12E+05 0,00E+00 >tr|S5YUY2|S5YUY2_PARAH Paracoccus aminophilus JCM 768€ Propionyl-CoA carboxylase beta chain 0/ 11,465| 9,36E+07 5 2 2 1 30 6,1 56,186 |S5YUY2;A1B8B1;A0A2H5EV73;A0AS5YUY2;A1B8B1;A0A2H5EV73;A0A2G] 32 1,42 0,04720
1,95E+06 2,48E+06 2,19E+06 1,95E+06 8,94E+05 8,10E+04 6,30E+04 0,00E+00 8,49E+05 7,55E+05 | >tr| ALBAF9|A1BAF9_PARDP Paracoccus denitrificans (strain Pd Carbohydrate ABC transporter ATP-binding pr 0 22,774 2,97E+07 3 1 1 1 12 4,8 36,827 |A1BAF9;A0A1K2B5Z5;A0A115D735 A1BAF9;A0A1K2B5Z5;A0A115D735;A0/ 33 -3,98 H#ZAHL!
3,78E+05 4,07E+05 3,48E+05 3,14E+05 2,77E+05 2,19E+06 2,18E+06 1,45E+06 1,62E+06 1,32E+06 | >tr| A1BOW7 |A1BOW7_PARDP Paracoccus denitrificans (strain Pd Carbohydrate ABC transporter ATP-binding pr 0 6,5144| 1,50E+08 5 1 1 1 4 3,9 38,992 |A1BOW7;A0A1K2EYK9;AOAOVOPZ); A1BOW7;A0A1K2EYK9;A0AOVOPZJ1;AC 34 -7,77 H#ZAHL!
5,56E+04 1,62E+05 1,05E+05 2,95E+04 1,66E+05 0,00E+00 0,00E+00 2,32E+05 1,94E+05 2,40E+05 | >tr | AOAOVOPZRO| AOAOVOPZRO_9RHOB Paracoccus sp. MKU1 Uncharacterized protein (Fragment) 0  6,3456) 4,66E+06 1 1 1 1 8 8,8 22,598 AOAOVOPZR0;A0A2D2BZ16;A0A1X|A0AOVOPZR0;A0A2D2BZ16;A0A1X7J08 35 #ZAHL! #ZAHL!
1,60E+07 2,01E+07 1,40E+07 2,25E+07 0,00E+00 4,90E+05 4,57E+05 1,83E+05 0,00E+00 0,00E+00 >sp |A1BO50|RS13_PARDP Paracoccus denitrificans (strain Pd30S ribosomal protein S13 0 6,1387| 4,21E+07 4 1 1 1 6 10,7 13,61 A1B050;A0A1N7N3C3;A0A1M7I3AA1B050;A0AIN7N3C3;A0A1M7I3A4;A| 36 2,11 0,06670
8,17E+06 1,24E+07 9,19E+06 1,07E+07 8,74E+06 1,58E+05 2,09E+05 7,93E+04 1,57E+05 0,00E+00 >tr| AOA1H2T324 | AOA1H2T324_9RHOB Paracoccus sanguinis Dihydroxy-acid dehydratase 0 64662 1,87E+07 1 1 1 1 4 2,8 60,894 AOA1H2T324;A0A1G91181;A0A09S A0OA1H2T324;A0A1G91181;A0A099GBE 37| #ZAHL! #ZAHL!
1,60E+05 9,08E+04 4,59E+04 1,03E+05 1,89E+05 1,37E+05 4,20E+05 6,86E+04 9,17E+04 1,05E+05 >tr| AOA177QJ83| A0OA177QJ83_9BACT Nitrospira sp. SCGC AG-212-E16 |Adenosylhomocysteinase 07,4007 9,91E+07 6 1 1 1 7 31 45,964 | AOA177QJ83;A0A054KQ19;A0A1VIA0A177QJ83;A0A0S4KQ19;A0A1VEM3 38 2,16 0,03499
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,79E+05 0,00E+00 0,00E+00 | >tr| AOA136LUF6 | AOA136LUF6_9BACT Candidatus Brocadia sinica V-type ATP synthase alpha chain 0 64664 1,00E+07 1 1 1 1 2 2,6 65,422 AOA136LUF6;A0A0CINSP2 AOA136LUF6;A0A0CINSP2 39 #ZAHL! #ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 3,10E+04 0,00E+00 8,50E+04 | >tr| ADA1V6M264 | AOA1V6M264_9BACT Candidatus Brocadia sapporoensis Enolase 0 154,87 9,01E+07 6 1 1 1 5 51 46,428 AOA1V6M264;A0A136M3Q6;A0A0 A0A1V6M264;A0A136M3Q6;A0A0M2| 40 4,91 0,19956
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1V6M1C1|AOA1V6M1C1_9BACT Candidatus Brocadia sapporoensis Uncharacterized protein 06,9354 0,00E+00 2 1 1 1 3 2,1 55,358 AOA1V6M1C1;A0A136MBQ6;A0ACA0A1V6M1C1;A0A136MBQ6;A0A0CIP 41 #ZAHL! #ZAHL!
5,62E+06 6,00E+06 4,23E+06 5,57E+06 4,21E+05 4,08E+05 4,92E+05 2,17E+05 2,84E+05 5,28E+05 | >tr| AOAIWSIWR7 | AOAIW9IWR7_9BACT Nitrospira sp. ST-bin4 Pyruvate, phosphate dikinase (Fragment) 0 66686 1,98E+08 10 1 1 1 22 1,4 91,366 AOA1W9IWR7;A0A0S4KV12;A0A1\AOATWIIWR7;A0A0S4KV12;A0A1V6M 42 0,35 0,00019
1,91E+06 1,67E+06 1,12E+06 1,48E+06 6,90E+05 1,61E+07 8,81E+06 5,69E+06 2,99E+06 1,26E+07 >tr| AOA136M6D6 | AOA136M6D6_9BACT Candidatus Brocadia sinica Putative cytochrome ¢ 0 13,613| 2,57E+09 8 2 2 2 7 51 53,545 A0A136M6D6;A0A0CIPEXS5;A0A1\ AOA136M6D6;A0A0CIPEXS;A0A1VEM 43 0,20 0,00429
1,22E+07 1,48E+07 9,81E+06 1,49E+07 1,31E+07 2,79E+07 4,13E+07 1,20E+07 2,66E+07 2,90E+07 | >tr | AOA136M369| AOA136M369_9BACT Candidatus Brocadia sinica 10 kDa chaperonin 0 66511 1,08E+09 9 1 1 1 3 12,6 10,315 A0A136M369;A0A0C9PI62;A0A0NM AOA136M369;A0A0C9PI62;,A0A0M2U7 44 -0,04|  #ZAHL!
1,11E+07 0,00E+00 6,75E+06 1,44E+07 1,34E+07 3,46E+04 4,27E+04 2,46E+04 3,75E+04 3,59E+04 >tr|Q1Q128|Q1Q128_KUEST Kuenenia stuttgartiensis DNA-directed RNA polymerase subunit beta | 0,0036364  6,0458| 2,95E+07 1 1 1 1 5 1,3 138,75/Q1Q128;A0A1V6M1L4;A0A136MB Q1Q128;A0A1V6M1L4;A0A136MBB4;/ 45 0,56/ #ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 6,21E+04 1,05E+05 0,00E+00 0,00E+00 0,00E+00 >tr|Q1Q3H0|Q1Q3HO_KUEST Kuenenia stuttgartiensis ATP synthase subunit beta 0 44,637 2,79E+08 18 1 1 1 6 4,5 51,691 Q1Q3H0;A0A1V6LY92;A0A1V4ASV Q1Q3HO;A0ATV6LY92;A0A1VAASV2;A( 46 5,99 0,15975
3,41E+05 2,40E+05 0,00E+00 4,07E+05 1,21E+05 2,49E+06 3,04E+06 2,17E+06 3,13E+06 4,38E+06 >tr|S5XQX9|S5XQX9_PARAH Paracoccus aminophilus JCM 768€ Electron transfer flavoprotein, subunit beta 0 76,307| 3,58E+08 9 1 1 1 6 4,8 26,854 S5XQX9;A0A1IN7POD7;A0A1M7K4:S5XQX9;A0AIN7POD7;A0AIM7K417;A 47 -1,08 0,00004
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 9,71E+04 2,15E+04 1,65E+05 >tr| AOA1L9BSU1|AOA1L9BSUL_9RHOB Paracoccus sp. SM22M-07 Enolase 0 12,115/ 1,18E+08 4 2 2 2 19 7,1 45,162 |AOA1L9BSU1;A0A110GT77,A0A0DE AOA1LIBSU1;A0A1I0GT77;A0A0D6TGE 48 4,46 0,11830
7,47E+06 1,01E+07 8,32E+06 8,95E+06 9,80E+06 5,46E+05 9,04E+05 1,26E+05 4,17E+05 5,34E+05 | >tr|AOAIN7KUW2 | AOAIN7KUW2_9RHOB |Paracoccus saliphilus Succinate--CoA ligase [ADP-forming] subunit k 0 13,632| 9,90E+07 6 1 1 1 4 5 42,509 |[AOAIN7KUW?2;A0A1E4EUMS8;AOA(AOAIN7KUW2;A0A1E4EUMS;A0AOD6| 49 -0,82 #ZAHL!
2,03E+05 1,97E+05 0,00E+00 1,62E+05 1,71E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA114PBJ7|AOA1I4PBJ7_9PROT Nitrosomonas communis ATP synthase subunit alpha 06,2894 0,00E+00 0 5 1 0 17 12,5 55,578 AOA114PBJ7;A0A1I3JRM8;A0A1H3| AOA1I14PB)7;A0A113JRM8;A0A1H3KTLE 50|  #ZAHL! #ZAHL!
1,38E+06 1,39E+06 1,22E+06 1,47E+06 1,15E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4SEC9| AOA1I4SEC9_9PROT Nitrosomonas nitrosa Ribulose-phosphate 3-epimerase 0 6,1634] 2,37E+07 2 1 1 1 10 7,6 24,322 AOA1I4SEC9;A0A114MPZ6;A0A113)N AOA1I4SECI;A0A114MPZ6;A0A113MK9 51|  #ZAHL! 0,00000
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,21E+06 1,04E+06 2,30E+05 3,61E+05 2,62E+05 | >tr| AOA1I4MJAS |AOA1I4MJAS_9PROT Nitrosomonas communis Ketol-acid reductoisomerase (NADP(+)) 0 11,669 1,37E+08 5 2 2 2 26 8,3 37,091 | ADA1I14MJAS;A0A1I4KYWS;A0A1I3 AOALI4AMIAS;A0ALI4KYWS;A0A1I3K16 52 0,40 0,01787
1,35E+05 2,14E+05 1,90E+05 1,62E+05 6,89E+04 1,42E+06 1,93E+06 6,32E+05 7,70E+05 2,11E+06 >tr| AOA1I4RY26 | AOA1I4RY26_9PROT Nitrosomonas communis Catechol 2,3-dioxygenase 0 24,62 1,83E+08 9 1 1 1 6 9,4 14,776 AOA114RY26;A0A1H3P7X9;A0A1HZ AOA1I4RY26;A0A1H3P7X9;A0ATH3HYY 53 0,97| #ZAHL!
2,53E+05 3,38E+05 2,67E+05 1,97E+05 1,35E+05 1,04E+06 7,98E+05 4,02E+05 6,19E+05 8,52E+05 | >tr| AOA286ABW7|AOA286ABW7_9PROT Nitrosomonas ureae Succinate dehydrogenase flavoprotein subuni| 0,0082102  5,8738| 3,27E+08 2 1 1 1 24 1,9 62,739 | A0A286ABW7;A0A1H3LHY7;FOZEK AOA286ABW7;A0A1H3LHY7;F9ZEK7;F¢ 54 1,18 0,00013
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,14E+06 0,00E+00 0,00E+00 7,80E+05 0,00E+00 | >tr|F9ZHS1|F9ZHS1_9PROT Nitrosomonas sp. AL212 Succinate--CoA ligase [ADP-forming] subunit £ 0 63514 1,15E+08 4 1 1 1 25 2,6 41,615 |F9ZHS1;A0A286AFZ5;A0A285BUVS F9ZHS1;A0A286AFZ5;A0A285BUV9;A0 55 0,68 #ZAHL!
2,96E+07 2,20E+07 3,08E+07 2,22E+07 1,85E+07 2,02E+07 1,30E+07 8,62E+06 1,17E+07 1,90E+07 >sp|Q82XS9|RS15_NITEU Nitrosomonas europaea (strain AT30S ribosomal protein S15 0 323,31 4,28E+08 12 1 1 1 10 20,2 10,376 Q82XS9;A0A114RRL7;A0A114PPI1;/Q82XS9;A0A114RRL7;A0A1I14PPI1;A0A] 56 -0,05 0,00017
5,54E+06 4,28E+06 7,62E+05 1,82E+06 1,76E+06 3,62E+05 4,82E+05 2,57E+05 0,00E+00 3,82E+05 | >tr| AOA114PV90| AOA1I4PV90_9PROT Nitrosomonas communis 30S ribosomal protein S1 0 150,79| 6,70E+07 8 1 1 1 7 2,6 63,732 AOA114PV90;A0A114LVU2;A0A113J|A0A1I4PV90;A0A114LVU2;A0A113)Y99; 57 -0,44|  #ZAHL!
3,66E+07 2,98E+07 2,70E+07 3,46E+07 1,30E+07 1,73E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA114SW40|AOA114SW40_9PROT Nitrosomonas communis Phosphoribulokinase 0 11,383 5,84E+07 2 2 2 2 33 9 32,494 | AOA114SW40;A0A114NEMO;A0A1IZ AOA1I4SW40;A0A1I4NEMO;A0ALI3KY( 58 -0,36 0,34662
0,00E+00 1,06E+06 5,53E+05 0,00E+00 0,00E+00 2,25E+06 1,62E+06 0,00E+00 0,00E+00 0,00E+00 >sp | Q82XV5|NDK_NITEU Nitrosomonas europaea (strain ATNucleoside diphosphate kinase 0 11,557| 1,42E+08 4 1 1 1 24 8,5 15,541 Q82XV5;Q0AE38;F9ZHA8;FBGCQ2; Q82XV5;Q0AE38;F9ZHA8;F8GCQ2;B1X| 59 2,67 0,14863
1,61E+08 1,81E+08 1,48E+08 1,42E+08 6,10E+07 1,90E+05 2,09E+05 0,00E+00 1,01E+05 1,29E+05 >tr| AOA114UA01| AOA114UA01_9PROT Nitrosomonas nitrosa Lipoprotein NIpD 0,0036563  6,0501| 5,17E+07 4 1 1 1 5 3,5 39,84 ADA114UA01;A0A1H2YDS8;A0AOF; AOA114UA01;A0A1H2YDS8;A0AO0F 7KD( 60 1,84 0,00952
1,13E+08 1,07E+08 9,19E+07 1,08E+08 1,02E+08 4,77E+05 2,83E+05 1,04E+05 3,71E+05 2,93E+05 | >tr| AOA114VG17 |AOA114VG17_9PROT Nitrosomonas communis DNA-directed RNA polymerase subunit beta 0/ 279,51 1,10E+08 5 4 4 3 28 5,2 151,81 |A0A114VG17;A0A114UIA8;A0A1I3NAOA1I4VG17;A0A114UIA8;A0A1I13MB8I 61 H#ZAHL! H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 5,43E+04 5,97E+04 0,00E+00 0,00E+00 0,00E+00 >tr| AOA114RA81|AOA1I4RA81_9PROT Nitrosomonas communis Cytochrome P450 0 10,95 1,41E+07 3 1 1 1 5 32 70,313 | AOA114RA81;A0A1I13HHJO;A0A1H2 AOA114RA81;A0A113HHJ0;A0ATH2R00/ 62 1,52]  #ZAHL!
3,78E+06 3,96E+06 3,29E+06 5,03E+06 7,59E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOA1I14MVF5 | AOA1I4MVF5_9PROT Nitrosomonas communis 10 kDa chaperonin 0 12,457 5,32E+07 3 1 1 1 3 26 10,518 AOA1I14MVF5;A0A113LW90;A0A0F]AOA1I4MVFS5;A0A113LW90;A0A0F 7KE( 63|  HZAHL! 0,00000
5,43E+06 8,87E+06 5,91E+06 5,84E+06 1,11E+07 4,10E+05 8,94E+04 3,48E+05 4,03E+05 2,46E+05 >tr| AOA114NJ68| AOA1I4NI68_9PROT Nitrosomonas nitrosa Cell division protein FtsZ 0 13,649 3,55E+07 10 1 1 1 5 55 39,746 | AOA114NJ68;A0A1145183;A0A113JA A0A1I4NI68;A0A1145183;A0A1I3JAG6; 64 -2,02 0,00108
1,57E+06 1,67E+06 0,00E+00 1,65E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA114V4YO|AOA114V4Y0_9PROT Nitrosomonas communis N-acetyl-gamma-glutamyl-phosphate reducta 0/ 6,2621| 0,00E+00 1 1 1 1 10 4,7 37,355 |A0A114V4AY0;A0A114QVF7;A0A113NAOA114V4Y0;A0A114QVF7;A0A1I13M42] 65 #ZAHL! H#ZAHL!
4,41E+05 4,29E+05 3,43E+05 5,87E+05 3,99E+05 6,98E+06 5,98E+06 3,28E+06 4,27E+06 4,29E+06 >tr| AOA114QQL1|A0A114QQL1_9PROT Nitrosomonas nitrosa 50S ribosomal protein L16 0 6,2093] 1,07E+08 9 1 1 1 6 10,1 15,677 AOA114QQL1;A0A1I3LSY5;A0A1H3| AOA114QQL1;A0A1I3LSYS5;A0ATH3PWI 66 -3,71|  #ZAHL!
9,12E+05 9,42E+05 7,14E+05 2,77E+05 8,97E+05 4,07E+04 0,00E+00 0,00E+00 1,48E+05 8,81E+04 >tr| AOA114L207 | AOA114L207_9PROT Nitrosomonas nitrosa Adenosylhomocysteinase 0 66396 5,70E+07 6 1 1 1 20 2,6 51,916 AOA114L207;A0A1H3K333;A0A1H3 AOA114L207;A0A1H3K333;A0A1H3FUV 67 2,66 0,08631
1,80E+06 1,61E+06 1,95E+06 1,68E+06 1,74E+06 1,57E+06 4,11E+05 1,34E+06 1,85E+06 1,90E+06 >tr| AOA114Q9J8 | AOA114Q9)8_9PROT Nitrosomonas nitrosa Acyl carrier protein 0 46,449 3,29E+08 12 3 3 3 6 49,4 9,1509 |A0A114Q9)8;A0A1H3ISD4;A0A1G8 AOA114Q9)8;A0A1H3ISD4;A0A1G8DT8 68 3,86 0,00079
3,83E+05 1,20E+06 1,13E+06 9,43E+05 7,47E+05 1,23E+07 7,41E+06 7,23E+06 1,04E+07 8,85E+06 >tr|F9ZJ90|F92J90_9PROT Nitrosomonas sp. AL212 Bacterioferritin 0 99756 6,03E+08 13 1 1 1 7 7,1 17,835 F97J90;A0A114UJJ5;A0A114U5B9;A F9Z7J90;A0A114UJJ5;A0A114U5B9;A0AT 69 -2,43|  #ZAHL!
1,72E+07 2,03E+07 1,14E+07 2,48E+07 1,31E+07 2,19E+05 3,09E+05 2,53E+05 2,33E+05 2,61E+05 >tr|Q82TR3|Q82TR3_NITEU Nitrosomonas europaea (strain ATSuccinate--CoA ligase [ADP-forming] subunit ¢ 0,0082919  5,8942| 3,82E+07 1 1 1 1 29 4,4 30,879 |Q82TR3;Q0AIE9;F9ZCTO;F8GFB2;A Q82TR3;Q0AIE9;FOZCTO;F8GFB2;,A0A2 70 -0,20 0,00000
2,44E+06 3,71E+06 2,33E+06 2,70E+06 1,36E+06 1,69E+06 1,76E+06 6,75E+05 1,09E+06 1,76E+06 >tr| Q820Q2|Q820Q2_NITEU Nitrosomonas europaea (strain AT/Ferric uptake regulation protein 0 7,7862| 1,04E+08 6 1 1 1 27 8,9 16,862 Q820Q2;F97168;F8GE82;A0A285C(Q820Q2;F97)68;F8GE82;A0A285C0BO; 71 -0,22 #ZAHL!
1,32E+07 2,18E+07 2,17E+07 1,20E+07 3,40E+07 8,19E+05 8,86E+05 0,00E+00 5,44E+05 6,97E+05 | >tr | AOA286AAZ9 | AOA286AAZ9_9PROT Nitrosomonas ureae Chaperone protein ClpB 0 31,797 1,52E+08 2 3 3 1 61 4 96,012 | AOA286AAZ9;A0A285BWV4;A0A1H AOA286AAZ9;A0A285BWV4;,A0ATHIBI 72 -3,73|  #ZAHL!
2,69E+06 3,70E+06 3,45E+06 3,43E+06 2,44E+06 0,00E+00 3,83E+06 0,00E+00 0,00E+00 0,00E+00 >tr|F9ZHQO|F9ZHQO_9PROT Nitrosomonas sp. AL212 Bacterioferritin 08,2092 4,97E+07 2 1 1 1 10 9,7 17,89 F9ZHQO;A0A285C0P6;A0A114UJH1 F9ZHQO;A0A285C0P6;A0A114UJH1;A0) 73 -1,74|  #ZAHL!
1,53E+05 2,08E+05 7,35E+04 1,05E+05 9,86E+04 0,00E+00 0,00E+00 0,00E+00 6,99E+05 0,00E+00|>tr| AOAOF7KH95 | AOAOF7KH95_9PROT Nitrosomonas communis Glycerate dehydrogenase 0/ 11,303| 8,88E+07 1 1 1 1 1 6,4 36,359 AOAOF7KH95 AOAOF7KH95 74 2,90 H#ZAHL!
3,67E+05 4,88E+05 3,99E+05 6,98E+05 0,00E+00 1,39E+05 9,63E+04 3,87E+04 0,00E+00 0,00E+00 | >tr | AOALI4TEX3| AOALI4TEX3_9PROT Nitrosomonas communis DNA gyrase subunit A 0 6,2223| 1,18E+07 1 1 1 1 8 1,5 95,277 |AOA1I4TEX3;A0A114QDES;A0A1I3) AOA1I4TEX3;A0A114QDE8;A0ALI3JWI§ 75 #ZAHL! #ZAHL!
6,21E+05 9,17E+05 6,41E+05 8,39E+05 6,70E+05 1,62E+07 9,54E+06 8,83E+06 9,26E+06 1,17E+07 >tr| AOA114QR54 | AOA114QR54_9PROT Nitrosomonas nitrosa 30S ribosomal protein S8 0 64,287 5,94E+08 5 1 1 1 4 9,2 14,373 AOA114QR54;A0A114Q080;A0A1131 AOA114QR54;A0A114Q080;A0A1I3LTI3 76 -1,56 0,00004
5,00E+06 3,20E+06 4,53E+06 4,47E+06 5,24E+06 3,24E+06 3,68E+06 1,96E+06 2,22E+06 2,52E+06 >tr| F9ZFZ0|F9ZFZ0_9PROT Nitrosomonas sp. AL212 3-isopropylmalate dehydratase small subunit 06,3968 2,24E+08 2 1 1 1 25 5,2 24,397 F9ZFZ0;F8GF24;A0A285BY39;A0A1FOZFZ0;F8GF24;A0A285BY39;A0A1NGI 77 -3,40 H#ZAHL!
8,86E+05 1,45E+06 1,00E+06 1,12E+06 0,00E+00 6,55E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|Q82TY4|Q82TY4_NITEU Nitrosomonas europaea (strain AT Cold-shock DNA-binding domain 0 32,286 2,00E+09 8 1 1 1 14 14,9 7,232|Q82TY4;Q0AEG3;A0A117IE74;,A0ATQ82TY4;Q0AEG3;A0A1171E74;A0A114S| 78 6,23 0,34660
1,01E+06 1,06E+06 7,18E+05 9,07E+05 1,03E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA114QSV5| AOA1I14QSV5_9PROT Nitrosomonas nitrosa 30S ribosomal protein S11 0 63072 9,22E+07 4 1 1 1 7 11,6 13,785 A0A114QSV5;A0A114Q251;A0A1131 AOA114QSV5;A0A114Q251;A0A1I3LTW 79| #ZAHL! 0,00000
2,11E+05 1,57E+05 1,55E+05 1,07E+05 0,00E+00 3,97E+06 3,02E+06 9,41E+05 2,27E+06 1,64E+06 >tr| AOA114QR23| AOA114QR23_9PROT Nitrosomonas nitrosa 50S ribosomal protein L3 0 121,27 2,71E+08 25 1 1 1 5 9,2 23,364 AOA114QR23;A0A114Q0C8;A0A1I31 AOA114QR23;A0A114Q0C8;A0A1I3LTF4 80 -0,66 0,00201
8,70E+06 1,58E+07 6,40E+06 7,24E+06 9,75E+06 2,57E+05 5,25E+05 0,00E+00 3,07E+05 9,68E+04 | >tr| AOA114MMR7 | AOA1I4MMR7_SPROT Nitrosomonas nitrosa Periplasmic serine endoprotease DegP-like (Fr 0/ 6,8638| 6,62E+07 5 1 1 1 6 3,5 52,172 |AOA114AMMR7;A0A114K864;A0A11Z A0OA1I4AMMR7;A0A114K864;A0A1I3)VX| 81 0,96 0,03069
3,41E+05 5,27E+05 3,37E+05 4,21E+05 4,28E+05 2,52E+06 4,80E+06 2,80E+06 3,14E+06 3,03E+06 >tr| AOA1P8VZPO|AOA1P8VZPO_9PROT Nitrosomonas communis Ammonia monooxygenase A (Fragment) 0/ 52,762| 1,30E+08 5 1 1 1 9 6,9 26,943 | AOA1P8VZP0;A0A1P8VZM6;A0AOF AOA1P8VZPO;A0A1P8VZM6E;A0AOF7KK| 82 H#ZAHL! H#ZAHL!
0,00E+00 0,00E+00 4,84E+04 0,00E+00 0,00E+00 5,00E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1G55CQ7 | AOAL1G55CQ7_9PROT Nitrosomonas mobilis Glutamine synthetase 0 7,4122| 1,14E+08 3 1 1 1 15 3 51,54 AOA1G5SCQ7;A0A114P189;A0A113/ AOA1G55CQ7;A0A114P189;A0A1I3WY¢ 83 3,16/ #ZAHL!
1,82E+05 2,47E+05 2,35E+05 3,33E+05 1,78E+05 7,38E+04 0,00E+00 0,00E+00 3,77E+04 1,91E+04 |>sp|Q82XY7|ILVD_NITEU Nitrosomonas europaea (strain AT Dihydroxy-acid dehydratase 07,7284 1,04E+07 2 1 1 1 28 4,5 59,06/ Q82XY7;Q0ADX6;F9ZGC3;F8GDC6; Q82XY7;Q0ADX6;FIZGC3;F8GDCH;A0A 84 0,97 H#ZAHL!
9,12E+05 1,13E+06 1,17E+06 1,16E+06 6,45E+05 5,61E+05 5,74E+05 0,00E+00 3,17E+05 0,00E+00 | >tr| D8PIN1|D8PON1_9BACT Nitrospira defluvii Putative pterin-4-alpha-carbinolamine dehydr 0 10,105/ 1,12E+08 5 1 1 1 12 12,2 12,724 D8PIN1;A0A1WIGD39;A0AIW1H| D8PIN1;A0AIWIGD39;A0A1WIHUV2 85 3,11 0,05166
1,75E+06 2,20E+06 1,68E+06 1,35E+06 1,59E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 6,62E+05 >tr| AOA177QHP6|AOA177QHP6_9BACT Nitrospira sp. SCGC AG-212-E16 | Acetyl-CoA acetyltransferase 0,0084459 5,9246| 1,32E+07 1 1 1 1 7 53 40,041 |A0A177QHP6;A0A1WI9GDM6;A0A AOA177QHP6;A0ATWIGDME;A0ATIWY 86/ #ZAHL! #ZAHL!
4,15E+05 5,81E+05 2,98E+05 2,70E+05 2,54E+05 5,29E+05 7,00E+05 6,66E+05 6,93E+05 6,72E+05 >tr| D8PA0O| D8PAOO_9BACT Nitrospira defluvii Nucleoid-associated protein NIDE0279 0 27,935 2,93E+08 6 1 1 1 11 10,3 11,214 D8PA00;A0A256WUBS5;A0A1W9IP| DSPAOD;A0A256WUBS5;A0A1WIIPB2;A 87 3,35 0,00000
9,56E+04 1,36E+05 7,71E+04 1,61E+05 0,00E+00 0,00E+00 4,18E+05 0,00E+00 4,09E+05 9,13E+05 | >tr| D8PAS53| D8PA53_9BACT Nitrospira defluvii Uncharacterized protein 0 67429 2,88E+07 2 1 1 1 13 9,8 13,873 D8PA53;A0A256WRJ4;A0A1W9J2L D8PA53;A0A256WRJ4;,A0ATWIJ2L7;A( 88 0,45  #ZAHL!
0,00E+00 0,00E+00 0,00E+00 5,82E+05 0,00E+00 2,75E+07 3,16E+07 1,31E+07 1,74E+07 2,62E+07 | >tr| D8P140| D8PI40_9BACT Nitrospira defluvii Putative Nitrate oxidoreductase, beta subunit| 0 323,31 7,15E+09 100 6 6 6 102 20 49,985 |D8PI40;A0A1W9J2R7;A0A1W9GZ5 D8PI40;A0A1W9J2R7;A0A1WIGZ52;A( 89 0,17 0,00014
0,00E+00 8,14E+06 8,72E+06 0,00E+00 0,00E+00 8,45E+04 1,02E+05 0,00E+00 7,94E+04 0,00E+00 >tr | AOA1W9J317| AOA1W9J3I7_9BACT Nitrospira sp. ST-bin5 Probable cytosol aminopeptidase 0,0054446  6,0432| 8,45E+07 5 1 1 1 15 2,4 53,598 AOA1W9)317;,A0A1W91Q03;A0A0K/AOA1W9)317;A0A1W91Q03;A0A0K2G6 90 3,31 0,04239
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,00E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOAOK2G7B1|AOAOK2G7B1_NITMO Nitrospira moscoviensis GYD family protein 0,0071685  6,0236| 7,36E+08 5 1 1 1 1 7,9 11,313 AOAOK2G7B1 AOAOK2G7B1 91 2,67 #ZAHL!
8,23E+05 2,01E+06 0,00E+00 8,47E+05 7,01E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA256WVX3 | AOA256WVX3_9BACT Nitrospira sp. UW-LDO-01 Pyruvate ferredoxin oxidoreductase 0 16,557 4,33E+08 8 2 2 2 14 26,1 9,9126 | AOA256WVX3;A0ATWIIRC4;A0A1AOA256WVX3;A0A1W9IRC4;A0AIWII| 92|  #ZAHL! 0,00000
0,00E+00 0,00E+00 0,00E+00 4,96E+06 0,00E+00 1,86E+05 1,81E+05 5,05E+04 0,00E+00 0,00E+00 >tr| AOA256WVR6| AOA256WVR6_9BACT Nitrospira sp. UW-LDO-01 Transcription termination factor Rho 0,0082237 5,8822| 3,47E+07 1 1 1 1 14 34 46,854 | AOA256WVR6;A0A1WIIRF5;A0A1\AOA256WVR6;,A0A1WIIRF5;,A0ATWII| 93 1,05/  #ZAHL!
3,73E+06 3,99E+05 0,00E+00 2,70E+07 0,00E+00 1,70E+05 1,81E+05 0,00E+00 1,00E+05 1,51E+05 >tr| D8PBJ7 | D8PBJ7_9BACT Nitrospira defluvii Succinate--CoA ligase [ADP-forming] subunit £ 07,8846 1,45E+07 3 1 1 1 14 4,6 42,062 |D8PBJ7;A0A256X344;A0A1W9)85¢ D8PBJ7;A0A256X344;A0A1W9)858;A0 94| #ZAHL! #ZAHL!
0,00E+00 1,20E+05 0,00E+00 8,06E+04 7,10E+04 1,26E+07 5,46E+06 3,69E+06 6,72E+06 8,37E+06 >tr| D8PCV1|D8PCV1_9BACT Nitrospira defluvii 30S ribosomal protein $10 0 23,938 3,25E+08 25 1 1 1 8 16,5 11,998 D8PCV1;A0A1W9IZ97;A0A1WIGG| D8PCV1;A0A1W9IZ97;,A0A1WIGGX3;A 95 0,27 0,00129
2,39E+06 2,45E+06 2,24E+06 2,01E+06 1,07E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | AOAOK2G9K8| AOAOK2G9K8_NITMO Nitrospira moscoviensis 50S ribosomal protein L1 07,0075/ 8,13E+07 5 2 1 1 10 9,6 24,73 AOAOK2G9K8;D8PCU2;A0A256WWAOAOK2G9K8;D8PCU2;A0A256 WWK2;, 96,  #ZAHL! 0,00000
6,92E+05 5,94E+05 4,98E+05 5,27E+05 6,16E+05 0,00E+00 2,20E+06 1,07E+06 8,75E+05 1,68E+06 >tr| ADAOK2G9L3 | AOAOK2GI9L3_NITMO Nitrospira moscoviensis 30S ribosomal protein S7 0 66,151 1,28E+08 8 1 1 1 4 10,9 17,754 AOAOK2G9L3;D8PCU8;A0A1W1HR|AOAOK2GIL3;D8PCU8;A0ATIW1HR20;A 97 0,80 0,01411
2,04E+07 1,45E+07 1,53E+07 1,70E+07 0,00E+00 1,25E+06 1,31E+06 0,00E+00 8,15E+05 1,07E+06 >tr|D8PD04|D8PD04_9BACT Nitrospira defluvii Glutamine synthetase 0 6,569 2,02E+08 5 1 1 1 7 3,4 52,883 D8PD04;A0A1WIIW39;A0A1W116|D8PD04;,A0ATWIIW39;A0A1W1I6GO;/ 98 0,09 0,00575
8,50E+05 9,03E+05 0,00E+00 8,06E+05 7,61E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| ADAOK2G9S5 | AOAOK2G9S5_NITMO Nitrospira moscoviensis 60 kDa chaperonin 0 323,31 0,00E+00 0 14 14 0 1 27,7 58,328 AOAOK2G9S5 AOAOK2G9S5 99|  #ZAHL! #ZAHL!
0,00E+00 1,24E+06 5,01E+05 0,00E+00 0,00E+00 2,37E+07 2,56E+07 2,45E+07 2,03E+07 2,81E+07 | >tr| D8PCU7|D8PCU7_9BACT Nitrospira defluvii 30S ribosomal protein $12 0 140,69 1,15E+09 9 1 1 1 17 6,5 13,666 D8PCU7;A0A256WY34;A0A1W9IW D8PCU7;A0A256WY34;,A0A1WIIWB7;, 100 0,43 0,00000
3,85E+05 3,93E+05 2,03E+05 3,66E+05 1,14E+05 4,78E+06 3,71E+06 1,71E+06 3,56E+06 2,87E+06 >tr| D8PC59 | D8PC59_9BACT Nitrospira defluvii Uncharacterized protein 0 63475 3,83E+08 5 1 1 1 8 6,9 17,944 D8PC59;A0A256WRY1;A0A1W9ITHD8PC59;A0A256 WRY1;A0A1WIITHO;A 101 0,13|  #ZAHL!
5,61E+05 1,05E+06 7,32E+05 7,72E+05 5,67E+05 0,00E+00 0,00E+00 0,00E+00 1,73E+05 0,00E+00 | >tr | AOAOK2G9X7 | ADAOK2G9X7_NITMO Nitrospira moscoviensis Putative Thiol:disulfide interchange protein D/ 09,9998 8,30E+07 3 1 1 1 1 7,9 18,97 | AOAOK2GIX7 AOAOK2G9X7 102 5,56 H#ZAHL!
5,14E+05 3,62E+05 3,33E+05 4,82E+05 6,65E+04 9,39E+05 2,22E+06 3,62E+05 1,65E+06 1,75E+06 >tr| AOA1W9IV85| AOA1WIIV85_9BACT Nitrospira sp. ST-bin5 10 kDa chaperonin 0 23,793 1,39E+08 4 4 4 2 16 37,4 10,993 AOATWIIV85;A0A0K2GAU8;A0A1\AOA1WIIV85;A0A0K2GAUS;A0ATW1I¢ 103 0,90 0,00288
1,90E+05 0,00E+00 0,00E+00 0,00E+00 4,77E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOAOK2GB35| AOAOK2GB35_NITMO Nitrospira moscoviensis 30S ribosomal protein S9 0,0018484  6,0796| 3,30E+07 2 1 1 1 1 12,3 14,171 AOAOK2GB35 AOAOK2GB35 104|  #ZAHL! 0,00000
9,26E+05 8,25E+05 7,44E+05 8,67E+05 7,35E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| D8PGP7|D8PGP7_9BACT Nitrospira defluvii Glycine cleavage system H protein 0 6,1341 1,20E+07 1 1 1 1 4 10,2 13,967 D8PGP7;A0A1W9J078;A0A1W1HN D8PGP7;A0A1W9J078;A0ATW1HNW4 106/  #ZAHL! #ZAHL!




3,85E+05 4,03E+05 2,63E+05 2,64E+05 0,00E+00 1,94E+07 1,14E+07 1,21E+07 1,34E+07 1,63E+07 >tr| AOAOK2GBQ6 | AOAOK2GBQ6_NITMO Nitrospira moscoviensis Sulfurtransferase 0 37,734 1,09E+09 23 1 1 1 1 9,8 13,911 AOAOK2GBQ6 AOAOK2GBQ6 107 0,18 0,00001
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,07E+06 1,42E+06 3,20E+05 7,20E+05 3,84E+05 | >tr| ADAOK2GCL8 | ADAOK2GCL8_NITMO Nitrospira moscoviensis Uncharacterized protein 0 63,72| 4,86E+08 10 1 1 1 1 9 14,959 AOAOK2GCL8 AOAOK2GCL8 108 3,86 0,00551
3,00E+04 7,73E+04 3,25E+04 1,15E+05 0,00E+00 1,27E+05 1,71E+05 6,27E+04 1,39E+05 0,00E+00 | >tr| AOAOK2GCW2 | AOAOK2GCW2_NITMO  Nitrospira moscoviensis Uncharacterized protein 0,0054152  6,0393| 7,75E+06 2 1 1 1 13 12,5 11,215 AOAOK2GCW2;A0A1W118D1;A0A1/AOAOK2GCW2;A0A1W1I8D1;A0A1W9( 109 1,53| #ZAHL!

1,57E+05 2,13E+05 1,49E+05 1,51E+05 1,33E+05 0,00E+00 8,45E+05 4,82E+05 5,91E+05 8,36E+05 >tr| DSPE89| DBPE8Y_9BACT Nitrospira defluvii Threonine synthase 0,0082781 5,8925| 1,38E+08 1 1 1 1 13 3,6 44,49  D8PE89;A0A1W1I1893;A0A0S4L218 D8PESY;A0AIW11893;A0A054L218;A0, 110 0,24 0,00736
7,17E+05 7,89E+05 7,99E+05 8,69E+05 7,02E+05 0,00E+00 1,88E+06 0,00E+00 0,00E+00 9,87E+06 >tr| AOAOK2GF07 | AOAOK2GFO7_NITMO Nitrospira moscoviensis Rubrerythrin 0 27,053| 4,30E+08 11 3 3 3 2 22 15,701 AOAOK2GF07;A0A2C9CI92 AOAOK2GF07 111 2,35 0,25450
0,00E+00 0,00E+00 3,92E+05 4,71E+05 4,29E+05 9,55E+05 7,00E+05 4,05E+05 1,52E+05 0,00E+00 >tr| ADAOK2GG72|AOAOK2GG72_NITMO Nitrospira moscoviensis Carboxy-terminal-processing protease 0 11,287 2,79E+08 3 2 2 2 11 6,3 47,922 |AOAOK2GG72;A0A136)Q63;D8PHN AOAOK2GG72;A0A136JQ63;D8PHMS3;A 112 2,17 0,03509
0,00E+00 0,00E+00 0,00E+00 2,68E+05 2,23E+05 6,62E+05 2,31E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIW1HZT2 | AOAIW1HZT2_9BACT Nitrospira japonica Metal-binding protein SmbP 0 166/ 1,98E+07 3 2 1 1 2 19,5 11,883 AOA1W1HZT2;A0A0K2GGBO AOAIW1HZT2;A0A0K2GGBO 113 0,29| #ZAHL!

1,50E+06 2,08E+06 1,25E+06 1,58E+06 1,27E+06 1,08E+07 8,19E+06 3,18E+06 4,40E+06 6,50E+06 >tr| AOAIW9G6C0 | AOAIWIG6CO_9BACT Nitrospira sp. SG-bin2 Uncharacterized protein 0 323,31 2,69E+09 70 3 3 3 5 14,2 34,071 AOAIW9G6ECO;A0AOK2GGES;A0AL AOA1WI9G6CO;A0AOK2GGES;A0ATWII 114 3,01 0,00120
2,86E+05 4,49E+05 6,22E+05 8,04E+05 3,47E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOAOK2GHAG | AOAOK2GHA6_NITMO Nitrospira moscoviensis Uncharacterized protein 07,3647 2,20E+07 4 1 1 1 1 16,2 11,68 AOAOK2GHAG AOAOK2GHA6 115/ #ZAHL! H#ZAHL!

1,53E+06 1,52E+06 1,32E+06 1,34E+06 1,75E+06 1,04E+06 9,99E+05 6,59E+05 8,80E+05 1,62E+06 >tr| AOA1W1HZY7 |AOAIW1HZY7_9BACT Nitrospira japonica Uncharacterized protein 0 61381 6,00E+08 5 1 1 1 2 53 28,404 AOAIW1HZY7;A0A0K2GHF5 AOAIW1HZY7;A0A0K2GHF5 116 825 0,00018
4,43E+06 2,76E+06 2,41E+06 3,90E+06 3,76E+06 1,15E+07 1,51E+07 3,19E+06 6,45E+06 9,49E+06 >tr | AOAOK2GHH6|AOAOK2GHH6E_NITMO Nitrospira moscoviensis Putative Monoheme cytochrome ¢ 0 323,31 3,19E+09 9 4 4 1 1 43 15,99 AOAOK2GHH6 AOAOK2GHH6 117 3,16 0,00212
1,95E+06 1,85E+06 1,07E+06 1,54E+06 1,58E+06 3,67E+06 5,26E+06 4,96E+06 3,67E+06 7,46E+06 >tr| AOA256WY47| AOA256WY47_9BACT Nitrospira sp. UW-LDO-01 Histidine kinase 0,0069204 5,9859| 2,62E+09 8 1 1 1 13 16 84,792 | ADA256WY47;A0A1WIGJQ9;A0A0 AOA256WY47;A0A1WIGJQI;A0A0SALI 118 0,46 0,00009
8,10E+04 1,11E+05 2,65E+05 6,55E+04 1,44E+05 9,20E+06 8,27E+06 4,72E+06 7,39E+06 5,92E+06 >tr| D8PJHI | D8PJHI_9BACT Nitrospira defluvii Uncharacterized protein 0 286,09 8,00E+08 47 1 1 1 12 13,4 12,52 D8PJHI;A0A256WSI6;A0A1W9IIKI4 D8PJHI;A0A256WSI6;A0A1WIIKI4;A0, 119 1,15 0,00002
5,27E+05 7,43E+05 5,52E+05 7,70E+05 6,65E+05 0,00E+00 0,00E+00 0,00E+00 2,47E+05 1,94E+05 >tr| AOA1W9J574| AOA1W9J574_9BACT Nitrospira sp. ST-bin5 Iron-sulfur cluster assembly scaffold protein I¢ 0 32331 2,21E+08 15 2 2 2 15 18,9 13,779 AOA1W9J574;,A0A1W11185;A0A25A0A1W9J574;A0A1W11185;A0A256 WY 120 594| HZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,67E+06 4,12E+06 3,90E+06 3,16E+06 4,14E+06 >tr| D8P865 | D8P865_9BACT Nitrospira defluvii Chaperone protein HscA (Hsc66) 06,5014 8,84E+08 6 1 1 1 13 2,3 65,432 D8P865;A0A256WVL8;A0AIWIJ4F D8P865;A0A256WVL8;A0A1W9J4R7;A 121 -1,42 0,00039
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 8,05E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| D8P8HO | D8P8HO_9BACT Nitrospira defluvii Transcription termination/antitermination pr¢ 0 11,546 1,11E+08 2 2 2 2 13 74 42,058 D8P8HO;A0A1W1HVM7;A0A1W9J: D8P8HO;A0AIW1HVM7;A0A1WIJ4LS5; 122 2,32 0,34665
1,28E+06 1,67E+06 1,18E+06 9,69E+05 1,18E+06 1,25E+07 1,29E+07 9,37E+06 8,08E+06 1,36E+07 >tr| AOAOK2GIT2| AOAOK2GIT2_NITMO Nitrospira moscoviensis Uncharacterized protein 0 88569 1,21E+09 22 2 2 1 4 13,6 17,752 AOAOK2GIT2;A0A1W9)4I8;A0A177 AOAOK2GIT2;A0A1W9J418;A0A177QH\ 123 1,72 0,00001
3,24E+05 5,96E+05 0,00E+00 3,89E+05 9,25E+04 1,47E+07 1,07E+07 4,26E+06 1,04E+07 1,44E+07 >tr|AOA136JNW2|ADA136JNW2_9BACT Nitrospira sp. OLB3 Rubrerythrin 0 323,31 3,57E+09 27 2 2 2 14 27 15,607 AOA136/NW2;A0A0K2GJA4;D8P87 AOA136JNW2;A0A0K2GJA4;D8P878;A( 124 g2 0,00042
2,67E+06 3,15E+06 2,37E+06 2,61E+06 2,48E+06 5,42E+06 5,18E+06 1,32E+06 3,34E+06 3,54E+06 >tr| AOA1V6M208 | AOA1V6M208_9BACT Candidatus Brocadia sapporoensis Malate dehydrogenase 0 81127 1,75E+09 11 1 1 1 2 39 33,413 AOA1V6M208;A0A0M2UVM4 AOA1V6M208;A0A0M2UVM4 125 1,96 0,00095
0,00E+00 0,00E+00 9,36E+05 7,25E+05 8,67E+05 4,08E+06 2,58E+06 1,67E+06 1,74E+06 2,69E+06 >tr| AAOM2UWM9 | AOAOM2UWMS9_9BACT Candidatus Brocadia fulgida Adenylate kinase 0 61225 1,95E+08 2 1 1 1 1 4,4 25,532 AOAOM2UWM9 AOAOM2UWM9 126 -2,48 0,00038
1,31E+06 8,86E+05 1,65E+05 6,10E+05 3,77E+05 1,61E+06 1,34E+06 5,78E+05 1,06E+06 1,21E+06 >tr| AOAOM2UYH7 | AOAOM2UYH7_9BACT Candidatus Brocadia fulgida ATPase 0 11,831 1,96E+08 4 1 1 1 1 3,6 37,584 AOAOM2UYH7 AOAOM2UYH7 127 0,50|  #ZAHL!

1,71E+06 3,10E+06 3,77E+05 1,42E+06 2,35E+05 0,00E+00 5,08E+05 3,21E+05 0,00E+00 4,33E+05 >tr| AOA1V4AXP1|AOAIV4AXP1_9BACT Candidatus Brocadia caroliniensis |2-dehydro-3-deoxyphosphooctonate aldolase 09,9393 8,84E+07 4 1 1 1 3 52 29,891 AOA1V4AXP1;A0A1V6MO0Q9;A0A0 AOA1V4AXP1;A0A1VEMOQI;A0A0M2\ 128 2,76 0,04642
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 3,34E+05 1,11E+05 8,34E+04 9,89E+04 2,14E+05 >tr| F9ZFQ9|F9ZFQ9_9PROT Nitrosomonas sp. AL212 Rubrerythrin 0 17,683 1,84E+08 7 3 3 3 11 18,7 15,15 F9ZFQY;F8GF27;A0A114DMZ7;A0A FOZFQ9;F8GF27;A0A114DMZ7;A0A1HY 129 315 0,00745
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,21E+05 5,22E+05 2,73E+05 3,64E+05 3,14E+05 >tr| F9ZEES|F9ZEE9_9PROT Nitrosomonas sp. AL212 Lysine--tRNA ligase 0 20,375| 1,66E+08 8 1 1 1 17 3,6 57,583 FOZEE9;A0A286A533;A0A285BYRS5 FOZEE9;A0A286A533;A0A285BYRS;A0/ 130 1,17 0,00002
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,37E+07 1,53E+07 3,20E+06 4,00E+05 1,66E+07 >tr|F9ZE90|F9ZESO_9PROT Nitrosomonas sp. AL212 Cold-shock DNA-binding domain protein 0 81127 1,69E+09 10 1 1 1 10 14,9 7,218 F9ZE90;F8GFU9;A0AINGFIO7;A0A] F9ZESD;F8GFU9;AOAINGFI07;A0A1I4C 131 2,92 0,01864
7,88E+05 7,95E+05 1,26E+06 9,08E+05 1,14E+06 2,14E+06 1,83E+06 1,82E+06 0,00E+00 2,86E+06 >tr|F9ZDJ9|F9ZDJ9_9PROT Nitrosomonas sp. AL212 Ribulose-phosphate 3-epimerase 0 67162 3,76E+08 5 1 1 1 5 53 24,334 F9ZDJ9;A0A286A5V4;A0A1H8ZPD4 FIZDJ9;A0A286A5V4;A0A1H8ZPD4;A0 132 1,74 0,00638
1,22E+06 1,05E+06 6,76E+05 1,79E+06 7,99E+05 0,00E+00 2,98E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA286A5B8 | AOA286A5B8_9PROT Nitrosomonas ureae Acyl carrier protein 07,5407 8,00E+07 4 1 1 1 2 17,5 8,9038 AOA286A5B8;A0A0S3AGN4 AOA286A5B8;A0A0S3AGN4 133 572 0,34676
0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,59E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|F9ZDG3 | F9ZDG3_9PROT Nitrosomonas sp. AL212 ATP synthase subunit alpha 0,0098039 5,8645| 0,00E+00 0 5 1 0 10 11,7 55,311 F9ZDG3;A0A286A636;A0A285BYG|F9ZDG3;A0A286A636;A0A285BYG1;AC 135/ #ZAHL! H#ZAHL!

7,43E+06 7,74E+06 5,22E+06 7,49E+06 6,51E+06 2,32E+06 2,25E+06 1,94E+06 2,10E+06 2,97E+06 >tr| F9ZIM9 | F9ZIM9_9PROT Nitrosomonas sp. AL212 Glutamate dehydrogenase 0 279,8 7,52E+08 41 1 1 1 7 4,5 48,526 |F9ZIM9;F8GLW9;A0A285C053;A0A FOZIM9;F8GLW9;A0A285C053;A0A1I1) 136 0,49 0,00000
2,56E+06 3,25E+06 1,55E+06 1,21E+06 2,00E+06 4,21E+07 4,03E+07 1,49E+07 3,00E+07 2,87E+07 | >tr| F9ZIM7 | F9ZIM7_9PROT Nitrosomonas sp. AL212 Glyceraldehyde-3-phosphate dehydrogenase 0 27,456 5,97E+09 8 3 3 3 37 10,5 36,078 F9ZIM7;F8GHX2;A0A285C095;A0A FIZIM7;F8GHX2;A0A285C095;A0A1NE 137 -0,28 0,00021
1,30E+07 2,04E+07 1,23E+07 9,24E+06 1,46E+07 0,00E+00 0,00E+00 0,00E+00 8,92E+04 0,00E+00 | >tr|F9ZGJ2|F9ZGJ2_9PROT Nitrosomonas sp. AL212 0-acetylhomoserine/O-acetylserine sulfhydry| 0,0083893| 5,9087  2,36E+07 1 1 1 1 6 2,8 45,706 |F9ZGJ2;A0A286A1F6;A0A1HIBS60 FOZGJ2;A0A286A1F6;A0A1HIBSE0;A0/ 138 3,53| #ZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,47E+06 3,99E+06 4,95E+06 3,78E+06 5,45E+06 >tr|F9ZGW2|F9ZGW2_9PROT Nitrosomonas sp. AL212 305 ribosomal protein S8 0 82672 5,82E+08 11 1 1 1 13 9,2 14,48 F9ZGW2;F8GHLS8;B1Y8C3;A0A286/F9ZGW2;F8GHLS;B1Y8C3;A0A286AH3; 139 1,34 0,00004
1,73E+06 1,98E+06 1,69E+05 1,44E+06 6,07E+05 6,40E+06 6,36E+06 6,51E+06 5,00E+06 9,15E+06 >tr| AOA1I7FYD8|AOA1I7FYD8_9PROT Nitrosomonas eutropha Acetolactate synthase, small subunit 0 56,493 4,67E+08 11 1 1 1 21 12,3 17,315 AOA1I7FYD8;A0A114KYZ7;A0A1I3Y|AOA1I7FYD8;A0A1I4KYZ7;A0A1I3YQE1 140 -1,33 0,00001
1,57E+07 1,00E+07 7,79E+06 9,58E+06 7,45E+06 3,99E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1H8LGL3|AOA1H8LGL3_9PROT Nitrosomonas oligotropha 50 ribosomal protein L11 0,0083333  5,9041| 4,19E+07 3 1 1 1 3 9,8 14,999 AOA1H8LGL3;A0A1H5Y494;A0A0S: A0OA1HBLGL3;A0A1H5Y494;A0A0S3AK: 141 3,10 0,34670
4,25E+06 4,49E+06 3,92E+06 4,44E+06 2,21E+06 5,81E+05 2,87E+05 4,66E+05 3,65E+05 7,76E+05 >tr| F9ZD08 | F9ZD08_9PROT Nitrosomonas sp. AL212 Urease subunit alpha 0 62796 1,37E+08 4 1 1 1 6 2,5 61,58 F9ZD08;A0A285BW55;A0A114P9H: F9ZD08;A0A285BWS55;A0A114P9H4;AC 142 0,60 0,00042
2,47E+07 2,51E+07 1,04E+07 2,51E+07 1,57E+07 3,44E+05 2,38E+05 0,00E+00 2,65E+05 2,70E+05 | >tr| F9ZEI8 | F9ZEI8_9PROT Nitrosomonas sp. AL212 Glutamine synthetase 0 83765 4,19E+07 6 1 1 1 9 38 51,639 FOZEI8;F8GE25;A0A286ABZ4;A0A2 FIZEI8;F8GE25;A0A286ABZ4;A0A285B 143 -0,83|  #ZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,21E+04 9,19E+04 0,00E+00 1,34E+05 2,73E+05 | >tr| F9ZEYS5|F9ZEY5_9PROT Nitrosomonas sp. AL212 GMP synthase [glutamine-hydrolyzing] 0 7,7552| 4,36E+07 4 1 1 1 7 3,5 57,861 FOZEYS5;F8GG22;A0A285BVNO;AOA FOZEYS5;F8GG22;A0A285BVNO;A0A1I4/ 144 1,04 0,03569
2,16E+06 2,26E+06 1,60E+06 1,50E+06 1,69E+06 0,00E+00 0,00E+00 1,20E+06 0,00E+00 0,00E+00 | >tr| F9ZHV3|F9ZHV3_9PROT Nitrosomonas sp. AL212 Arginine--tRNA ligase 06,1387 3,71E+07 1 1 1 1 4 31 66,168 F9ZHV3;A0A285BV05;A0A1HIDILZ F9ZHV3;A0A285BV05;A0A1HIDIL2;A0! 145  #ZAHL! H#ZAHL!

1,49E+05 1,70E+05 5,87E+05 7,42E+05 7,54E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOAOS3AN88|AOAOS3AN88_9PROT Nitrosomonas ureae Urease subunit beta 0 64551 7,03E+07 1 1 1 1 6 10,8 11,352 AOAOS3AN88;A0A1I4POM6;A0A1IZ AOAOS3ANSS;A0A1I4PIME;A0ALI2DR? 146)  #ZAHL! 0,00000
8,57E+05 1,06E+06 3,15E+05 6,89E+05 3,36E+05 1,70E+06 1,05E+06 1,34E+05 5,59E+05 9,65E+05 | >tr| D8P870| D8P870_9BACT Nitrospira defluvii Peroxiredoxin 0 28,169 1,45E+09 10 2 2 2 4 10,3 17,523 D8P870;A0A1W1HVZ2;A0A136JNV D8P870;A0A1W1HVZ2;A0A136JNWE;/ 147 5,00 0,00986
2,00E+06 2,06E+06 1,65E+06 2,48E+06 0,00E+00 1,07E+07 8,50E+06 0,00E+00 1,16E+06 9,93E+06 >tr| AOAOS4KND2 | AOAOS4KND2_9BACT Candidatus Nitrospira inopinata |Malate dehydrogenase 0 12,9 3,17E+09 14 2 1 1 1 9,4 36,228 AOAOS4KND2 AOAO0S4KND2 148 2,47| #ZAHL!

2,85E+06 3,32E+06 2,60E+06 0,00E+00 3,37E+06 7,25E+06 1,12E+07 6,62E+06 8,30E+06 1,00E+07 >tr| AOA256WU97 | AOA256WU97_9BACT Nitrospira sp. UW-LDO-01 ATP synthase subunit beta 0 120,1] 2,71E+09 38 3 1 1 23 10 52,216 AOA256WU97;A0A1WIGS62;A0AC AOA256WU97;A0A1WIGS62;A0A0S4L. 149 0,68 0,00001
0,00E+00 1,11E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 8,89E+06 1,55E+07 >tr| AOAOS4KRW9 | AOAOS4KRWI_9BACT Candidatus Nitrospira inopinata |Putative RNA-binding protein RbpA 0 311,22 5,85E+08 5 1 1 1 2 13 10,707 AOAOS4KRW9;A0A0S4LH30 AOAO0S4KRW9;A0A0S4LH30 150 2,32 0,16172
0,00E+00 0,00E+00 0,00E+00 4,02E+04 0,00E+00 2,79E+06 2,54E+06 1,16E+06 0,00E+00 0,00E+00 | >tr| AOAOS4KTS7 | AOAOS4KTS7_9BACT Candidatus Nitrospira inopinata |Uncharacterized protein 0 27,825| 5,22E+09 0 2 2 1 1 8,4 25,918 AOA0S4KTS7 AOAQ0S4KTS7 151 6,04 0,06175
0,00E+00 0,00E+00 0,00E+00 2,39E+05 2,31E+05 1,38E+06 1,68E+06 1,28E+06 1,52E+06 2,05E+06 >tr| AOA136K8A5 | AOA136K8A5_9BACT Nitrospira sp. OLB3 Elongation factor Tu 0 165,3| 2,49E+08 10 3 3 1 10 11 43,814 | AOA136K8AS5;A0A0S4KU72;A0A25(A0A136K8AS5;A0A0S4KU72;A0A256 W\ 152 -1,45 0,00000
5,11E+07 7,09E+07 4,52E+07 6,05E+07 3,88E+07 1,80E+07 2,02E+07 1,48E+06 8,36E+06 3,62E+06 >tr| AOAOS4KUCE | AOAOS4KUC6_9BACT Candidatus Nitrospira inopinata |10 kDa chaperonin 0 24,586 1,13E+09 15 3 1 1 1 31,7 11,171 A0A0S4KUCE AOA0S4KUCE 153 1,08 0,02522
4,71E+06 5,38E+06 4,66E+06 5,41E+06 0,00E+00 6,46E+05 1,29E+06 2,05E+05 5,72E+05 4,85E+05 >tr| AOA0S4KV82 | ADAOS4KV82_9BACT Candidatus Nitrospira inopinata |Putative Nitrite oxidoreductase, cytochrome ¢ 0 84,353 1,47E+08 13 1 1 1 1 39 66,641 AOA0S4KV82 AOAQ0S4KV82 154 -0,64|  #ZAHL!

8,59E+06 7,54E+06 5,34E+06 6,39E+06 6,67E+06 0,00E+00 9,18E+04 6,38E+05 2,33E+06 0,00E+00 >tr | AOAIWSIM91|AOAIWIIMI1_9BACT Nitrospira sp. ST-bin4 Uncharacterized protein 0 43,189 4,22E+08 7 1 1 1 6 19,7 8,666 AOA1W9IM91;A0A1WIH3B0O;A0ATA0AIWIIMI1;A0A1WIH3BO;A0AIWY 155 4,73 0,20699
0,00E+00 0,00E+00 0,00E+00 2,90E+05 0,00E+00 0,00E+00 4,32E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA256WQCO0| AOA256WQC0_9BACT Nitrospira sp. UW-LDO-01 Peroxidase 0 9,5454| 1,75E+08 9 1 1 1 10 9 23,575 AOA256WQC0;A0A1W9J454;A0A1 AOA256WQCO;A0ATW9J454;,A0ATWII 156 5,03 0,34670
1,13E+06 1,10E+06 7,31E+05 8,44E+05 7,30E+05 2,40E+06 2,21E+06 1,80E+06 2,05E+06 2,30E+06 >tr| ADAOS4L3G7 | ADA0S4L3G7_9BACT Candidatus Nitrospira nitrosa Peptidyl-prolyl cis-trans isomerase 0  6,3058 4,15E+08 2 1 1 1 2 7,8 19,33 AOA0S4L3G7;A0A256X0W9 AOA0S4L3G7;A0A256X0W9 157 0,98 0,00000
6,91E+05 1,04E+06 8,89E+05 9,16E+05 7,37E+05 2,80E+05 2,72E+05 3,30E+05 2,49E+05 3,50E+05 >tr | AOAIW1I0H2 | AOA1W1I0H2_9BACT Nitrospira japonica Glutamate synthase [NADPH] small chain 0 94262 1,17E+08 9 1 1 1 8 4,2 52,038 AOAIW1I0H2;A0A136KBQ8;A0A25 AOA1IW1I0H2;A0A136KBQ8;A0A256 W 158 0,95 0,00000
2,89E+05 5,07E+05 4,55E+05 3,05E+05 1,85E+05 9,58E+05 1,16E+06 0,00E+00 6,06E+05 0,00E+00 >tr| ADAOSA4L7J5 | AOA0S4L7J5_9BACT Candidatus Nitrospira nitrosa Glutaredoxin 0 11,489 1,85E+08 2 2 2 2 7 21,5 12,246 AOA0S4L7)5;,A0A1IWIG8NI;A0A1V AOADS4AL7J5;A0A1WIG8NI;A0AIWIG 159 8412 0,05243
5,57E+05 6,90E+05 4,28E+05 4,91E+05 5,63E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOAIW9GYB6 | AOAIWIGYB6_9BACT Nitrospira sp. HN-bin3 Uncharacterized protein 0,0071556  6,0228| 2,31E+08 1 1 1 1 3 7,6 16,698 AOAIWIGYB6;A0A0S4L9H1;A0A25 AOA1WIGYB6;A0A0S4LIH1;A0A256XC 160|  #ZAHL! H#ZAHL!

3,81E+05 6,84E+05 3,78E+05 0,00E+00 3,47E+05 3,11E+05 3,43E+05 2,18E+05 2,26E+05 0,00E+00 | >tr | AOAIW9OHEX4 | AOAIWSHEX4_9BACT Nitrospira sp. HN-bin3 ATP citrate lyase (Fragment) 0 7,5335| 5,73E+07 1 1 1 1 5 2,3 65,022 AOATWOHEX4;A0A256X2ES5;A0A1V AOA1WIHEX4;A0A256X2E5;A0A1W9G 161 -0,78 0,00638
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,63E+05 1,66E+06 0,00E+00 1,77E+05 0,00E+00 >tr| D8PI96 | D8PI96_9BACT Nitrospira defluvii Uncharacterized protein 0,0084602 5,9257| 4,36E+07 2 1 1 1 8 3,5 39,086 D8PI96;A0A256WSP0;A0A1W9J7B| D8PI96;A0A256WSPO;AOAIWIJ7B3;A( 162 -1,51|  #ZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,29E+05 0,00E+00 6,09E+05 0,00E+00 0,00E+00 1,00E+06 >tr| AOA1W9J3LO| AOAIW9J3LO_9BACT Nitrospira sp. ST-bin4 Iron-sulfur cluster assembly accessory protein 0 65,047 2,24E+08 4 1 1 1 3 10,4 11,35 AOAIW9J3L0O;A0ATWIG8FO;A0A0S AOA1W9J3L0;A0ATWIGEFO;A0A0SALF 163 4,47 0,15800
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,73E+05 4,27E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOAOS4LG89 | ADAOS4LG89_9BACT Candidatus Nitrospira nitrosa Uncharacterized protein 0 15,415 1,42E+08 10 2 2 2 6 25,4 14,42 AOAOS4LG89;A0A256X1N2;A0AIWAOA0S4LG89;A0A256X1N2;A0A1WIHE 164 4,83 0,18965
1,00E+06 1,22E+06 0,00E+00 8,08E+05 1,12E+06 2,53E+05 2,72E+05 6,88E+04 1,58E+05 2,72E+05 | >tr| ADAOS4LGM6 | AOAOSALGM6_9BACT Candidatus Nitrospira nitrificans _|Nitrite oxidoreductase, alpha subunit 0 17,616 7,67E+07 3 7 3 1 6 8,7 116,26 AOAOS4LGM6;A0A0S4LQF4;A0A0S| AOA0SALGME;A0A0S4LQF4;A0A0S4LD| 165 -1,67| #ZAHL!

0,00E+00 2,50E+05 2,00E+05 2,20E+05 1,98E+05 3,93E+05 3,54E+05 3,83E+05 2,80E+05 2,77E+05 >tr| AOA256XON8| AOA256X0N8_9BACT Nitrospira sp. UW-LDO-01 Isocitrate dehydrogenase (NADP(+)) 0 19,833] 1,16E+08 2 2 2 2 14 4,8 81,47 |/AOA256X0N8;A0A0SALI35;A0A1W¢AOA256X0ON8;A0A0SALI35;A0AIWIGE| 166 -1,21 0,00000
1,47E+05 1,86E+05 1,63E+05 9,64E+04 1,44E+05 0,00E+00 0,00E+00 0,00E+00 8,35E+05 8,79E+05 >tr| AOAIW9IZ25| AOAIW9IIZ25_9BACT Nitrospira sp. ST-bin5 Two-component system response regulator 0 116,39 1,04E+09 4 3 3 1 4 17,4 15,948 AOA1W9IZ25;A0A0S4L1Z9;A0A1WSAOAIWIIZ25;A0A0S4LJZ9 167 6,23 0,14133
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,11E+05 0,00E+00 0,00E+00 0,00E+00 7,44E+04 | >tr | AOAOS4LND6 | AOAOS4LND6_9BACT Candidatus Nitrospira nitrificans |Amidohydrolase 0,0072072  6,0293| 1,77E+07 1 1 1 1 1 3,6 48,391 AOAOS4LNDE AOAQS4LND6E 168 1,57 0,15229
0,00E+00 0,00E+00 3,57E+04 0,00E+00 0,00E+00 1,96E+07 1,20E+07 5,44E+06 1,68E+07 1,46E+07 >tr| D8PGGO| D8PGGO_9BACT Nitrospira defluvii Cold shock protein CspA 0 323,31 3,06E+09 9 3 3 3 15 31,9 7,8498 D8PGGO;A0A256WYR4;A0A1WIG(D8PGGO;A0A256WYR4;A0A1WIGQRS 169 3,80 0,00047
3,06E+05 3,38E+05 0,00E+00 2,51E+05 2,00E+05 0,00E+00 0,00E+00 3,89E+04 0,00E+00 0,00E+00 | >tr | AOA256WX69 | AOA256WX69_9BACT Nitrospira sp. UW-LDO-01 Uncharacterized protein 0 233,78 5,28E+07 4 1 1 1 2 55 34,423 AOA256WX69;A0A0S4LP90 AO0A256WX69;A0A0S4LP90 170 6,48 0,34773
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 9,57E+05 0,00E+00 4,57E+05 0,00E+00 | >tr| AOA1E4DJH7 | AOA1E4DIH7_9BACT Nitrospira sp. SCN 59-13 Uncharacterized protein 0 66864 1,85E+08 4 1 1 1 6 51 26,956 AOA1E4DJH7;A0A1W1HVI3;D8P8LAOA1E4DJH7;A0AIW1HVI3;D8P8L1;A( 171 g2 0,17574
1,00E+07 1,56E+07 1,29E+07 1,16E+07 1,34E+07 0,00E+00 1,03E+06 0,00E+00 0,00E+00 0,00E+00 >tr| AOAIW9GK18|AOAIWIGK18_9BACT Nitrospira sp. SG-binl RNA-binding protein 0 62,352 1,69E+08 6 3 1 1 22 53,5 10,035 AOAIWIGK18;A0A0S4LSL3;A0AIWAOA1IWIGK18;A0A0S4LSL3;A0A1W1I0 172 52 0,34664
7,54E+06 1,19E+07 9,38E+06 8,03E+06 7,44E+06 1,29E+06 1,23E+06 5,09E+05 0,00E+00 0,00E+00 >tr| AOA2H5EW94 | AOA2H5EW94_9RHOB Paracoccus zhejiangensis Serine hydroxymethyltransferase 0 65989 2,19E+08 6 1 1 1 2 3 46,165 AOA2HSEW94;A0A0VOPWBO AOA2HSEW94;A0A0VOPWBO 173 1,10| #ZAHL!

3,21E+06 4,48E+06 3,15E+06 2,31E+06 2,21E+06 9,28E+05 6,45E+05 6,97E+04 5,12E+05 1,15E+06 >tr| AOA1W1HT42|AOA1W1HT42_9BACT Nitrospira sp. ND1 Uncharacterized protein 0 323,31 5,92E+08 10 1 1 1 2 14,8 12,612 AOAIW1HT42;A0A136JLX5 AOAIW1HT42;A0A136JLX5 174 4,42 0,00716
1,43E+06 1,37E+06 9,93E+05 1,30E+06 8,02E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,97E+05 >tr| AOA136JNW8|AOA136/NW8_9BACT Nitrospira sp. OLB3 Iron-sulfur cluster assembly protein IscA 0 26,138 6,72E+07 4 1 1 1 3 11,9 12,545 A0A136/NW8;D8P863;A0A1W1HV AOA136JNWS8;D8P863;A0AIW1HW15 175 4,77 0,34675
3,16E+07 2,87E+07 3,25E+07 3,06E+07 4,10E4+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA136JNY7|AOA136JNY7_9BACT Nitrospira sp. OLB3 Uncharacterized protein 0 116,69 0,00E+00 1 1 1 1 1 16,7 9,8242 |ADA136JNY7 AOA136JNY7 176) #ZAHL! H#ZAHL!

1,38E+06 1,28E+06 5,22E+05 8,59E+05 8,43E+05 0,00E+00 3,16E+06 0,00E+00 0,00E+00 6,64E+05 >tr| AOA136JP04|AOA136JP04_9BACT Nitrospira sp. OLB3 Transcriptional dual regulator HU-beta 0 65989 1,53E+07 1 1 1 1 1 15,8 10,24 AOA136JP04 AOA136JP04 177  #ZAHL! H#ZAHL!

1,42E+07 1,64E+07 9,59E+06 1,65E+07 1,34E+07 6,12E+07 4,13E+07 2,61E+07 4,00E+07 5,40E+07 | >tr| D8PDK8 | D8PDK8_9BACT Nitrospira defluvii Thioredoxin 0 323,31 5,49E+09 19 3 3 3 15 22,6 12,714 D8PDK8;A0A1W1HQC3;A0A136JQ/ D8PDK8;A0AIW1HQC3;A0A136)Q12;A 178 1,64 0,00008
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,76E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | AOAIW1HY84|AOAIW1HY84_9BACT Nitrospira sp. ND1 Uncharacterized protein 0 10,528 5,28E+07 4 1 1 1 3 3,7 47,001 AOA1IW1HY84;A0A136JQL9;D8PI9TA0AIW1HY84;A0A136)QLI9;D8PIS7 179 3,59| #ZAHL!

5,34E+05 6,98E+05 0,00E+00 1,34E+06 5,31E+05 0,00E+00 0,00E+00 7,50E+04 0,00E+00 0,00E+00 >tr| AOA136JR24|AOA136JR24_9BACT Nitrospira sp. OLB3 Multicopper oxidase 06,2869 5,14E+07 1 1 1 1 1 0,8 181,46 AOA136JR24 AOA136JR24 180 2,86| #ZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 3,41E+05 3,98E+05 0,00E+00 >tr | AOAIW1HLQO|AOAIW1HLQO_9BACT Nitrospira sp. ND1 Uncharacterized protein 0 10,478 3,81E+08 5 1 1 1 2 7,8 15,75 AOA1IW1HLQO;A0A136JRX3 AOAIW1HLQO;A0A136JRX3 181 5,81 0,14289
1,90E+06 2,08E+06 2,05E+06 7,64E+05 9,73E+05 1,53E+05 9,30E+04 5,24E+04 1,07E+05 1,02E+05 >tr|D8PFE1|D8PFE1_9BACT Nitrospira defluvii Chaperone protein ClpB 0 14,738 2,46E+07 4 3 1 1 6 52 96,511 | D8PFE1;A0A1IW1HLI5;A0A136JRYS D8PFE1;A0A1W1HLI5;A0A136JRY5;A0, 182 -3,29| #ZAHL!

9,25E+05 7,54E+05 5,01E+05 5,99E+05 0,00E+00 0,00E+00 0,00E+00 1,06E+06 0,00E+00 0,00E+00 | >tr | D8PFL5 | D8PFL5_9BACT Nitrospira defluvii Flagellin 0 15,504| 1,04E+08 3 1 1 1 4 55 28,495 D8PFL5;A0A1IW1HMH4;A0A1E4DL D8PFL5;A0A1W1HMH4;A0A1E4DLAS;/ 183 2,84| #ZAHL!

1,73E+06 2,24E+06 1,74E+06 1,75E+06 1,06E+06 0,00E+00 3,11E+06 1,49E+06 1,71E+06 0,00E+00 >tr|D8P754|D8P754_9BACT Nitrospira defluvii Uncharacterized protein 0 34,869 1,24E+09 5 2 2 2 6 26,4 8,2885 | D8P754;,A0A1W1HWWS8;A0A136J1D8P754;A0A1WIHWWE;A0A136JT69;) 184 5,26 0,06318
2,06E+07 2,43E+07 2,08E+07 2,20E+07 1,73E+07 1,01E+06 6,86E+05 5,69E+04 5,38E+05 0,00E+00 >tr|AOA136JVD2|A0A136JVD2_9BACT Nitrospira sp. OLB3 Uncharacterized protein 0 35835 6,39E+08 11 1 1 1 3 54 26,734 AOA136JVD2;D8PGR8;A0A1W1HP!AOA136JVD2;D8PGR8;A0A1W1HP53 185 4,61 HZAHL!

2,09E+06 2,12E+06 1,77E+06 2,09E+06 2,07E+06 4,46E+06 3,90E+06 2,27E+06 2,83E+06 3,25E+06 >tr| D8PGS9| D8PGS9_9BACT Nitrospira defluvii Ribosome-recycling factor 0 209,5 7,23E+08 9 1 1 1 3 8,6 21,45 D8PGS9;A0AIW1HNZ3;A0A136)VI D8PGS9;A0A1WIHNZ3;A0A136)VI0 186 1,22 0,00002
8,79E+06 2,77E+06 8,51E+06 8,59E+06 5,13E+06 2,26E+07 1,97E+07 1,41E+07 2,05E+07 2,27E+07 | >tr| D8PI25| D8PI25_9BACT Nitrospira defluvii Metal-binding protein SmbP 0 167,77| 7,41E+09 48 5 5 4 4 40,7 12,027 D8PI25;A0A1W1HYF8;A0A136JVQ(D8PI25;A0A1W1HYF8;A0A136JVQ0 187 2,69 0,00000
8,60E+06 8,20E+06 3,17E+06 4,16E+06 3,77E+06 3,71E+06 4,37E+06 9,12E+05 2,10E+06 3,19E+06 >tr| D8PAF3 | DSPAF3_9BACT Nitrospira defluvii Uncharacterized protein 0 13,864 8,82E+08 13 2 2 2 4 74 19,505 D8PAF3;A0A1W1HTV4;A0A136JXY D8PAF3;A0A1IW1HTV4;A0A136JXY2;A( 188 2,05 0,00160
3,11E+06 2,61E+06 3,45E+06 4,10E+06 5,51E+06 5,00E+06 5,75E+06 2,29E+06 5,14E+06 5,91E+06 >tr| AOA136JYVO|AOA136JYVO_9BACT Nitrospira sp. OLB3 Uncharacterized protein 0 155,38 7,72E+08 16 1 1 1 1 10,7 12,815 A0A136JYVO AOA136JYVO 189 2,44 0,00008
1,24E+07 1,34E+07 6,71E+06 1,03E+07 9,38E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| ADA136JYV5|AOA136JYV5_9BACT Nitrospira sp. OLB3 Putative blue copper protein 0,0070423 5,9989| 1,46E+08 2 1 1 1 1 8 15,096 AOA136JYVS AOA136JYV5 190|  #ZAHL! H#ZAHL!

1,30E+06 1,26E+06 1,32E+06 1,89E+06 8,41E+05 1,47E+05 1,61E+05 1,22E+05 0,00E+00 1,78E+05 >tr| AOA136K7W9| AOA136K7W9_9BACT Nitrospira sp. OLB3 Inosine-5-monophosphate dehydrogenase 0,0082508  5,8888| 2,97E+07 1 1 1 1 1 2,9 52,158 AOA136K7W9 AOA136K7W9 191 -0,18 0,00505
2,65E+06 3,07E+06 1,67E+06 3,91E+06 1,81E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| ADA136K836 | AOA136K836_9BACT Nitrospira sp. OLB3 60 kDa chaperonin 0 34,144 2,01E+07 1 4 3 1 5 28,4 58,364 A0A136K836;08PD19;A0A1W1HQ AOA136K836;,D8PD19;A0A1IW1HQWS3; 192|  #ZAHL! H#ZAHL!

4,96E+05 5,84E+05 4,35E+05 4,05E+05 4,63E+05 4,32E+05 7,02E+05 0,00E+00 0,00E+00 0,00E+00 >tr| ADA136K854 | AOA136K854_9BACT Nitrospira sp. OLB3 DNA-directed RNA polymerase subunit alpha 0 11,254| 3,76E+07 2 2 2 2 3 6 36,512 AOA136K854;D8PCY0;A0A1WI1HREAOA136K854;D8PCY0;AOAIW1HREG 193 -0,79|  #ZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 3,90E+05 5,84E+05 6,62E+04 3,73E+05 3,23E+04 >tr| AOA136K960 | AOA136K960_9BACT Nitrospira sp. OLB3 3-oxoacyl-ACP reductase 0 124,74 6,22E+08 16 4 4 4 1 20 29,179 A0A136K960 AOA136K960 194 4,52 0,02477
6,82E+06 7,28E+06 7,93E+06 6,85E+06 4,25E+06 5,44E+05 3,00E+05 0,00E+00 3,52E+05 0,00E+00 >tr| ADA136KB92|AOA136KB92_9BACT Nitrospira sp. OLB3 Putative CheY-like response regulator 0 62198 1,93E+08 3 3 1 1 2 17,4 16,195 A0A136KB92;A0A0K2GHPO AOA136KB92 195 4,26 0,05361
9,97E+06 9,33E+06 6,76E+06 7,80E+06 7,66E+06 5,78E+05 3,66E+05 0,00E+00 0,00E+00 6,68E+05 >tr| AOA136KBG3|AOA136KBG3_9BACT Nitrospira sp. OLB3 Putative RNA-binding protein RbpA 0 13,647 2,04E+08 3 3 2 2 6 35,5 11,445 AOA136KBG3;A0A1W9)834;A0A1V AOA136KBG3;A0A1W9J834 196 4,33 0,05088
1,68E+07 2,06E+07 0,00E+00 1,66E+07 1,86E+07 3,22E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA136KBG9 | AOA136KBG9_9BACT Nitrospira sp. OLB3 Putative cytochrome ¢ 0 128,75| 1,37E+08 4 4 2 1 3 42,7 15,936 AOA136KBG9;D8PIFO;A0ATIWIGAS AOA136KBGI;D8PIFO;A0AIWIGASE 197 2,34 0,34661
5,02E+05 5,56E+05 1,71E+06 3,04E+06 1,59E+06 2,34E+06 2,23E+06 0,00E+00 1,30E+06 2,04E+06 >tr| AOA136KDL4|AOA136KDL4_9BACT Nitrospira sp. OLB3 Cytochrome c peroxidase 0 12,192 3,48E+08 8 2 2 2 4 4,8 54,114 AOA136KDL4;A3WXMS;A0A0K2GE AOA136KDL4;A3WXMS5;A0A0K2GE90;/ 198 -0,40|  #ZAHL!

3,93E+06 4,71E+06 2,81E+06 4,64E+06 2,87E+06 0,00E+00 4,32E+04 0,00E+00 1,06E+05 1,40E+05 >tr| AOA136KDZ6|AOA136KDZ6_9BACT Nitrospira sp. OLB3 Peptidyl-prolyl cis-trans isomerase 0 19,598 6,49E+08 15 2 2 2 14 15,7 23,224 A0A136KDZ6;A0A1IWIGPF4;A0A1VAOA136KDZ6;A0A1WIGPF4;A0A1WOJ¢ 199 7,22 0,07494
1,68E+07 2,07E+07 1,30E+07 6,42E+06 4,86E+06 3,62E+05 4,59E+06 0,00E+00 2,70E+06 0,00E+00 >tr| AOA136KEJ8|AOA136KEI8_9BACT Nitrospira sp. OLB3 Fused 50S ribosomal protein L10 and L7/L12 (| 0 56,256 1,71E+08 9 1 1 1 1 10,8 14,366 AOA136KEJ8 AOA136KEJ8 200 0,57 0,13330
0,00E+00 1,83E+05 0,00E+00 0,00E+00 0,00E+00 2,51E+06 4,13E+06 9,22E+05 1,93E+06 2,72E+06 >tr | AOAIW9GANS5 | AOAIWIG4N5_9BACT  |Nitrospira sp. SG-binl Chaperone protein Dnak 0 120,35| 1,93E+09 52 7 7 7 22 14,2 69,549 AOATWIG4NS5;A0A1W11822;A0A1|AOA1WIG4ANS;A0A1W11822;A0A136KI| 201 1,87 0,00162
8,62E+05 7,89E+05 6,89E+05 7,17E+05 3,54E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA177Q8A4|A0A177Q8A4_9BACT Nitrospira sp. SCGC AG-212-E16 |Uncharacterized protein 0,0081967  5,8721| 2,60E+07 2 2 1 1 5 21,9 7,8116 AOA177Q8A4;A0A1WIGMKS;A0AIA0A177Q8A4;A0ATIWIGMKS;A0AIWY 202|  #ZAHL! H#ZAHL!

8,50E+05 1,10E+06 0,00E+00 6,97E+05 7,91E+05 5,04E+06 4,12E+06 4,03E+06 2,89E+06 5,28E+06 >tr| ADA177Q9Q7|A0A177Q9Q7_SBACT Nitrospira sp. SCGC AG-212-E16 |Uncharacterized protein 0,0036832 6,0701| 4,30E+08 7 1 1 1 1 4,9 29,323 A0A177Q9Q7 AOA177Q9Q7 203 -0,87 0,00001
1,74E+06 2,21E+06 2,67E+06 7,84E+05 1,61E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1E4DM75 | AOA1EADM75_9BACT Nitrospira sp. SCN 59-13 Biotin carboxyl carrier protein of acetyl-CoA ci 0 69786 1,76E+07 1 1 1 1 2 10,7 17,323 AOA1E4DM75;A0A177QAU6 AOA1E4DM75;A0A177QAUE 204|  #ZAHL! #ZAHL!

2,67E+06 3,23E+06 3,21E+06 3,45E+06 2,19E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOAIW9H162 | AOAIW9H162_9BACT Nitrospira sp. HN-bin3 Uncharacterized protein 0,0069686  5,9918| 1,98E+07 2 1 1 1 2 4 32,245 AOAIW9H162;A0A177QJP1 AOAIWIH162;A0A177QJP1 205 #ZAHL! 0,00000
6,25E+06 0,00E+00 7,62E+06 8,53E+06 3,37E+06 0,00E+00 5,07E+06 2,89E+06 0,00E+00 0,00E+00 | >tr| AOA177QK70|A0A177QK70_9BACT Nitrospira sp. SCGC AG-212-E16 |Uncharacterized protein 0,0070299  5,9989| 2,99E+08 5 1 1 1 1 9,3 13,068 A0A177QK70 AOA177QK70 206 2,70 0,16232
7,17E+05 0,00E+00 4,87E+05 6,89E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA177QLP8|AOA177QLP8_9BACT Nitrospira sp. SCGC AG-212-E16 |ATP synthase subunit beta 0 12,971 0,00E+00 0 4 1 0 1 14,4 52,226 A0A177QLP8 AOA177QLP8 207 #ZAHL! #ZAHL!

3,69E+07 3,55E+07 2,37E+07 2,56E+07 2,11E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 9,65E+04 >tr|AOA177QQE4|A0A177QQE4_9BACT Nitrospira sp. SCGC AG-212-E16 | Dihydrolipoamide acetyltransferase compone 0 6,534 5,16E+07 5 1 1 1 2 5,2 41,027 AOA177QQE4;A0A1W1HYR2 AOA177QQE4;A0ATIW1HYR2 208 4,69 0,34704
1,08E+07 1,07E+07 5,54E+06 9,27E+06 1,09E+07 3,45E+06 2,76E+06 5,61E+05 1,01E+06 1,18E+06 >tr| AOA1E4ADGWO|AOA1E4DGWO_9BACT Nitrospira sp. SCN 59-13 Uncharacterized protein 0 53,576 2,57E+08 4 1 1 1 3 2,2 60,703 AOA1E4DGWO;A0AIW1HWS8;D8P AOA1E4DGWO;A0A1W1HWS8;D8P8B(Q 209 -2,01|  #ZAHL!

1,02E+06 2,28E+06 9,28E+05 3,32E+06 2,28E+06 2,50E+05 7,91E+05 3,78E+05 7,08E+05 1,10E+06 >tr| AOA1EADGY7|AOA1E4DGY7_9BACT Nitrospira sp. SCN 59-13 Serine protease 0 37,664 2,13E+08 10 2 2 2 6 8,8 53,262 AOA1E4DGY7;A0A1W1I0C2;A0A17 AOA1E4DGY7;A0A1W1I0C2;A0A177QA 210 1,20 0,00276
5,10E+06 8,05E+06 6,20E+06 4,34E+06 5,99E+06 3,55E+05 2,29E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1E4DKG2 | AOA1E4DKG2_9BACT Nitrospira sp. SCN 59-13 Uncharacterized protein (Fragment) 07,8904 6,92E+07 6 1 1 1 3 10,3 16,954 AOA1E4DKG2;D8P8L6;A0A1W1HVIAOA1E4DKG2;D8P8LE;A0AIWIHVHE 211 BHS) 0,15446
3,13E+06 4,12E+06 2,77E+06 3,14E+06 2,74E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|D8PJ31|D8PJ31_9BACT Nitrospira defluvii Putative Response regulator, CheY-like 0 13,977| 1,52E+08 5 3 1 1 6 16 16,122 D8PJ31;A0A1W1HXDO;A0A1E4DL3 D8PJ31;A0AIW1HXDO;A0A1E4DL35;A( 212|  #ZAHL! 0,00000
1,26E+06 1,90E+06 1,37E+06 1,51E+06 1,46E+06 1,15E+06 1,13E+06 2,32E+05 4,92E+05 1,85E+06 >tr| AOA1E4DLH1|AOALE4DLH1_9BACT Nitrospira sp. SCN 59-13 Uncharacterized protein 0 323,31 6,40E+08 4 1 1 1 2 14,9 12,751 AOA1E4DLH1;D8PB52 AOA1E4DLH1;D8PB52 213 4,16 0,00892
4,57E+06 6,21E+06 5,39E+06 6,95E+06 2,66E+06 2,40E+05 2,77E+05 1,50E+05 2,30E+05 1,52E+05 >tr| AOA1E4DLZ0| AOA1E4DLZO_9BACT Nitrospira sp. SCN 59-13 Uncharacterized protein 0 83541 4,73E+07 2 1 1 1 3 6 32,562 AOA1E4DLZ0;D8PFZ7;A0A1IW1HNE AOA1E4DLZ0;D8PFZ7;A0A1W1HNB6 214 1,00 0,00003
1,69E+07 2,27E+07 1,50E+07 1,31E+07 1,39E+07 5,70E+05 6,89E+05 0,00E+00 4,38E+05 0,00E+00 | >tr| AOA1E4ENG8|AOA1E4ENG8_9RHOB Paracoccus sp. SCN 68-21 Beta-ketoacyl-ACP reductase 0,0070175  5,9969| 9,12E+07 4 1 1 1 1 4,8 26,501 AOALE4ENGS8 AOALE4ENG8 215 1,37| #ZAHL!

0,00E+00 2,31E+06 1,75E+06 2,00E+06 8,36E+05 0,00E+00 3,08E+05 1,20E+05 1,87E+05 3,48E+05 >tr| AOA1E4EQD3|AOA1E4EQD3_9RHOB Paracoccus sp. SCN 68-21 3-isopropylmalate dehydrogenase 0,0018587 6,0874| 2,91E+07 3 1 1 1 1 4,3 39,82 AOALE4EQD3 AOALE4EQD3 216 -0,97| #ZAHL!




0,00E+00 4,95E+05 3,14E+05 0,00E+00 1,97E+05 6,17E+06 8,24E+06 5,11E+06 5,82E+06 9,05E+06 >tr| AOA1E4ERT1|AOALE4ERT1_9RHOB Paracoccus sp. SCN 68-21 Electron transfer flavoprotein subunit beta 0,0083195  5,8955| 7,15E+08 6 1 1 1 1 6 26,804 AOALE4ERT1 AOALE4ERT1 217 -1,74 0,00002
2,41E+06 2,73E+06 3,14E+06 2,76E+06 1,68E+06 1,04E+07 1,68E+07 1,40E+07 2,02E+07 3,24E+07 | >tr| AOALE4ETI4 | AOA1E4ETI4_9RHOB Paracoccus sp. SCN 68-21 Uncharacterized protein 0,0071174  6,0163| 2,85E+09 3 1 1 1 1 12,4 9,6203  AOA1E4ETI4 AOALE4ETI4 218 2,34 0,00109
2,06E+06 2,81E+06 1,25E+06 1,01E+06 1,25E+06 3,44E+06 2,55E+06 1,01E+06 1,16E+06 4,57E+05 >tr| AOA238WGNO|AOA238WGNO_9RHOB | Paracoccus sediminis NitT/TauT family transport system substrate-k 0 13,978 2,06E+08 8 2 2 2 17 7,1 34,84 AOA238WGNO;AOAIN7KLG7;A0A1 A0A238WGNO;AOAIN7KLG7;A0A1L9B! 219 0,24 0,01390
2,77E+05 5,54E+05 3,55E+05 0,00E+00 2,67E+05 7,30E+07 3,38E+07 0,00E+00 3,68E+07 0,00E+00 | >tr| AOA1IE4EWK3|AOA1E4EWK3_9RHOB Paracoccus sp. SCN 68-21 Cytochrome c biogenesis ATP-binding export | 0 10,28 5,74E+09 10 1 1 1 1 38 21,887 AOALE4EWK3 AOALE4EWK3 220 0,89 0,06775
3,46E+05 4,67E+05 4,79E+05 5,64E+05 2,11E+05 9,62E+06 7,00E+06 4,92E+06 6,30E+06 7,05E+06 >tr| AOAIH3N2L3|AOA1H3N2L3_9PROT Nitrosomonas halophila 308 ribosomal protein S5 0 55311 3,91E+08 26 1 1 1 11 11,7 16,981 AOA1H3N2L3;Q82X75;Q0AIH9;A0/ AOA1H3N2L3;Q82X75;Q0AIH9;A0A1I7, 221 -2,04 0,00002
1,03E+07 1,16E+07 9,19E+06 1,18E+07 2,47E+06 4,03E+05 0,00E+00 0,00E+00 3,13E+05 2,19E+05 >tr|Q82TQ0|Q82TQO_NITEU Nitrosomonas europaea (strain ATSite-determining protein 06,4469 1,70E+07 4 1 1 1 7 6,3 29,478 Q82TQ0;Q0AGZ1;A0A1I14TAB4;A0/ Q82TQ0;Q0AGZ1;A0A114TAB4;A0ALIO 222 -2,86 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,19E+05 0,00E+00 1,28E+05 0,00E+00 >sp | QOAJHI| CHE0_NITEC Nitrosomonas eutropha (strain C9/60 kDa chaperonin 0 15204| 2,94E+08 2 3 1 1 3 79 57,461 QOAJH9;A0A11716Q2;A0A1G4WI9WQOAJHI;A0A1I716Q2;A0A1G4WIW3 223 4,77 0,16074
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,73E+07 2,96E+07 9,44E+06 1,58E+07 3,25E+07 >sp|Q82Y61|CH10_NITEU Nitrosomonas europaea (strain AT10 kDa chaperonin 0 79,245| 1,20E+09 16 1 1 1 7 26 10,544 Q82Y61;Q0AIH8;A0A114L594;A0A1Q82Y61;Q0AJH8;A0A114L594;A0A1HIY 224 0,36 0,00136
0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,14E+05 1,28E+06 9,46E+05 4,75E+05 9,38E+05 6,49E+05 >tr|Q82UN3|Q82UN3_NITEU Nitrosomonas europaea (strain ATlron-regulated ABC transporter ATPase subun 0 27,972 7,33E+07 3 1 1 1 5 6,5 28,952 Q82UN3;Q0AGN9;A0A1I7FXD0;A0 Q82UN3;Q0AGN9;A0A1I7FXD0O;A0A1H 225 -3,89 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 8,90E+04 7,15E+04 0,00E+00 7,75E+04 6,42E+04 | >tr | AOA2D2C5L6|AOA2D2C5L6_9RHOB Paracoccus yeei 2-keto-gluconate dehydrogenase 0 16,566 8,11E+06 1 1 1 1 9 4,4 56,805 AOA2D2C5L6;A0A2A2GH81;A0A1V AOA2D2C5L6;A0A2A2GH81;A0A1VOGN 226 -3,08 #ZAHL!
6,36E+05 1,16E+06 5,33E+05 4,73E+05 5,68E+05 8,91E+07 4,11E+07 5,94E+07 2,45E+07 7,43E+07 | >tr| AOA1G5DFJ5|AOA1G5DFI5_9RHOB Paracoccus tibetensis ATP synthase subunit beta 0 7,1071 6,77E+09 28 3 1 1 3 8,6 50,266 AOA1GSDFJ5;A0A2HSEVS2;A0A2Di AOA1G5DFJ5;A0A2H5EVS2;A0A2D8X2¢ 227 -5,61 0,00103
6,78E+05 6,15E+05 2,71E+05 3,51E+05 3,68E+05 3,94E+06 4,89E+06 2,42E+06 2,06E+06 4,99E+06 >tr| AOA1G5DFT7 |AOA1G5DFT7_9RHOB Paracoccus tibetensis ATP synthase subunit alpha 0 10,1 5,12E+08 8 2 1 1 1 6,3 55,493 AOA1GSDFT7 AOA1GSDFT7 228 H#ZAHL! #ZAHL!
5,54E+05 0,00E+00 0,00E+00 2,49E+05 1,45E+06 1,39E+06 1,90E+06 1,07E+06 1,23E+06 1,31E+06 >tr| AOA1G5HGT4|AOA1G5HGT4_9RHOB Paracoccus tibetensis Electron transfer flavoprotein beta subunit 0 257,56 2,86E+08 28 1 1 1 1 6,4 26,434 AOA1GSHGT4 AOALGSHGT4 229 0,81 0,00001
2,58E+05 3,19E+05 1,57E+05 1,61E+05 1,33E+05 1,17E+07 0,00E+00 4,15E+06 8,24E+06 8,89E+06 >tr| AOALIOEHV2 | AOA1IOEHV2_9RHOB Paracoccus homiensis 3-oxoacyl-[acyl-carrier-protein] reductase /aci 0 41,77 7,98E+08 7 1 1 1 9 4,6 25,391 AOALIOEHV2;Q3SN32;Q1QH81;A3AOALIOEHV2;Q3SN32;Q1QH81;,A3WQz 230 -0,97 H#ZAHL!
0,00E+00 0,00E+00 2,06E+04 0,00E+00 3,55E+04 2,08E+06 1,33E+06 0,00E+00 8,15E+05 7,30E+05 >tr| AOA1G5SBI2 | AOA1G5SBI2_9PROT Nitrosomonas mobilis Uncharacterized protein 0 17,407 4,46E+07 3 1 1 1 2 9 23,83 AOA1GS5SBI2;A0ALI4PYF4 AOA1GSSBI2;A0A1I4PYF4 231 H#ZAHL! H#ZAHL!
3,23E+05 3,35E+05 2,52E+05 4,17E+05 3,25E+05 1,20E+05 1,17E+05 0,00E+00 7,16E+04 1,08E+05 >tr| AOA1G5SBX2 | AOA1G5SBX2_9PROT Nitrosomonas mobilis 60 kDa chaperonin 0 18,314 5,78E+07 7 4 1 1 1 10,7 57,636 AOA1G5SBX2 AOA1GS5SBX2 232 2,05 0,00610
6,60E+04 1,01E+05 1,08E+05 1,08E+05 1,68E+05 0,00E+00 0,00E+00 0,00E+00 1,18E+06 2,02E+06 | >tr| AOA1G5SDAS5 | AOA1G5SDA5_9PROT Nitrosomonas mobilis Elongation factor Tu 0 314,77| 2,05E+08 5 2 1 1 8 7,7 39,397 AOA1G5SDAS;A0AINEHIMS;A0ALI AOA1G5SDAS;A0AINGHIMS;A0AINEG 233 1,25 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1G55G84 | ADA1G55G84_9PROT Nitrosomonas mobilis Thioredoxin reductase 0 10,132 2,23E+07 4 1 1 1 1 6 34,389 AOA1G5SG84 AOA1G55G84 234 H#ZAHL! 0,00000
1,77E+06 2,15E+06 1,58E+06 1,66E+06 1,45E+06 0,00E+00 0,00E+00 5,65E+04 1,06E+05 1,10E+05 >tr| AOA1G5SI85 | AOA1G5SI85_9PROT Nitrosomonas mobilis Chaperone protein HtpG 0 88661 1,12E+07 2 1 1 1 4 2 73,179 AOA1G5SI85;A0A114LK20;A0A1H3I AOA1G5SI85;A0A114LK20;A0ATH3KY1Z 235 H#ZAHL! H#ZAHL!
4,22E+06 4,69E+06 5,45E+06 0,00E+00 2,90E+06 0,00E+00 0,00E+00 5,28E+06 0,00E+00 3,52E+06 >tr| AOA1G5SIB4|AOA1G5SIB4_9PROT Nitrosomonas mobilis Uncharacterized protein 07,9419 4,97E+07 2 1 1 1 1 72 2,8392 AOA1G5SIB4 AOA1GS5SIB4 236 2,22 0,15244
4,40E+05 4,83E+05 4,57E+05 5,36E+05 3,77E+05 1,99E+05 9,45E+05 1,58E+06 1,39E+06 0,00E+00 | >tr | AOA2H5EYF2 | AOA2H5EYF2_SRHOB Paracoccus zhejiangensis Glyceraldehyde-3-phosphate dehydrogenase 0 61339 3,07E+08 3 1 1 1 2 4,5 35,529 AOA2HSEYF2;A0A1G7ATQ2 AOA2HSEYF2;A0A1G7ATQ2 237 1,45 0,03082
7,90E+05 9,21E+05 6,83E+05 9,39E+05 6,40E+05 0,00E+00 0,00E+00 3,43E+05 4,46E+05 2,72E+05 >tr| AOA1G7BKE7 | AOA1G7BKE7_9RHOB Paracoccus isoporae ATP synthase subunit alpha 0 96,726 1,49E+08 2 4 4 2 33 10,6 55,101 AOA1G7BKE7;A0A2E3CCH9;A0A2D AOA1G7BKE7;A0A2E3CCH9;A0A2D8X2 238 2,21 0,04795
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,77E+07 2,47E+07 5,61E+06 0,00E+00 >tr| AOA1G7BLW8|AOA1G7BLW8_SRHOB Paracoccus isoporae Hydroxyacylglutathione hydrolase 0 62331 8,02E+08 3 1 1 1 1 10,5 25,936 AOA1G7BLWS AOA1G7BLW8 239 -0,90 H#ZAHL!
1,03E+07 1,29E+07 8,67E+06 1,05E+07 5,87E+06 7,49E+05 4,81E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1G7HLF5|AOA1G7HLF5_9RHOB Paracoccus isoporae Uncharacterized protein 0,0068376 5,9389| 2,06E+07 0 1 1 1 1 7,6 20,731 AOA1G7HLF5 AOALG7HLF5 240 0,13 H#ZAHL!
7,20E+06 1,20E+07 6,91E+06 6,76E+06 9,92E+06 1,04E+06 6,38E+05 0,00E+00 6,81E+05 7,78E+05 | >tr | AOA114N008 | AOA1I14NO08_9PROT Nitrosomonas nitrosa Iron-regulated ABC transporter ATPase subun 0 6,1737| 1,23E+08 4 1 1 1 6 38 29,501 AOA1I4N008;A0A1I4JEH9;A0A1I3G AOA1I4NO08;A0A1I4JEHI;A0ALI3GRA8 241 0,53 0,00639
0,00E+00 1,57E+04 3,41E+05 8,61E+05 4,64E+05 0,00E+00 1,15E+05 0,00E+00 1,24E+05 1,80E+05 >tr|AOA114KZ46 | AOA1I4KZ46_9PROT Nitrosomonas nitrosa Uncharacterized protein 06,7325 4,60E+07 2 1 1 1 3 33 51,57 AOA114KZ46;A0A1H3K035;A0A1G7 AOA114KZ46;A0A1H3K035;A0A1G7ZKN 242 1,61 0,04825
3,44E+05 5,25E+05 1,32E+05 3,89E+05 2,45E+05 5,46E+06 0,00E+00 2,87E+06 5,01E+06 6,26E+06 >tr| ADA114T278| AOA114T278_9PROT Nitrosomonas nitrosa Putative exosortase-associated protein, TIGR( 0 66,259 2,74E+08 9 1 1 1 4 14,2 13,232 AOA114T278;A0A114SF80;A0A1H3J AOA1I4T278;A0A114SF80;A0A1H3JRT2 243 0,41 0,00844
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,70E+05 4,89E+05 2,64E+05 4,85E+05 7,75E+05 >tr| AOA1G8C5M9| AOA1G8C5M9_9PROT Nitrosomonas sp. Nm132 Cytochrome c-type biogenesis protein CcmH 0 10,017 8,52E+08 13 1 1 1 2 4,3 48,272 AOA1G8C5M9;A0A1H3LVE3 AOA1G8C5M9;A0A1H3LV63 244 3,43 0,00044
2,02E+05 3,68E+05 3,13E+05 3,57E+05 0,00E+00 1,52E+05 0,00E+00 7,93E+04 0,00E+00 1,03E+05 >tr|AOA1I4NHQ6 | AOA1I4NHQ6_9PROT Nitrosomonas nitrosa Peptidylprolyl isomerase 0 68664 1,00E+07 1 1 1 1 6 2,7 68,643 AOA1I4NHQ6;A0A1I4RYZ6;A0A1I3] AOALI4ANHQE;A0ALI4RYZ6;A0A1I3)8I3; 245 H#ZAHL! H#ZAHL!
7,70E+05 8,70E+05 8,51E+05 6,07E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIH3MM73|AOA1H3MM73_9PROT  Nitrosomonas sp. Nm58 Superoxide dismutase 06,2679 0,00E+00 1 2 1 1 7 10,4 23,364 AOA1H3MM73;A0A1G8EGB1;A0AIA0A1H3MM73;A0A1G8EGB1;A0A114Q 246 H#ZAHL! #ZAHL!
9,23E+05 2,22E+05 0,00E+00 0,00E+00 0,00E+00 3,33E+05 2,26E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1H3P364|AOA1H3P364_9PROT Nitrosomonas sp. Nm33 Uncharacterized protein 0 13,509| 1,63E+07 4 1 1 1 6 25,6 9,4958 | AOA1H3P364;F8GKU4;A0A1I4NLP4AOATIH3P364;F8GKU4;A0A1I4NLP4;A0 247 2,28 H#ZAHL!
2,46E+06 2,93E+06 2,25E+06 9,51E+06 3,52E+06 0,00E+00 0,00E+00 0,00E+00 1,75E+05 0,00E+00 >tr| AOAIN6IDW7|AOAINGIDW7_9PROT Nitrosomonas cryotolerans ATCC {Uroporphyrinogen decarboxylase 0 64825 2,13E+07 3 1 1 1 5 4,2 39,108 AOAIN6IDW7;A0A1I4RRA0;A0A1I4AOAINEIDW7;A0A1I4RRA0;A0ALI4NIE 248 828 H#ZAHL!
1,78E+06 1,71E+06 1,44E+06 1,90E+06 1,35E+06 2,16E+07 1,84E+07 8,86E+06 1,87E+07 2,50E+07 | >tr| ADA114UY44|AOA114UY44_9PROT Nitrosomonas nitrosa 30S ribosomal protein S7 0 161,78 8,85E+08 11 2 2 2 26 16 17,956 AOA114UY44;A0A1H3NRM1;A0A1HAOA1I4UY44;A0A1H3NRM1;A0ALIH3KN 249 -1,45 0,00013
4,05E+05 3,52E+05 0,00E+00 5,54E+05 3,91E+05 4,55E+05 9,76E+04 0,00E+00 0,00E+00 2,80E+05 | >tr| AOA1G8I8G6 | AOA1G8I8G6_9PROT Nitrosomonas sp. Nm132 Hydroxylamine dehydrogenase 0 10,106 1,03E+08 9 4 1 1 12 8,2 63,762 AOA1G8I8G6;A0A1H3R5V0;A0A1G AOA1G8I8G6;A0A1H3R5V0;A0A1G5SD 250 1,41 0,09642
8,25E+04 1,23E+05 1,08E+05 1,32E+05 7,18E+04 1,79E+06 1,97E+06 1,75E+06 2,10E+06 1,92E+06 >tr| AOA1GIDRA9 | AOA1GIDRA9_SRHOB Paracoccus chinensis Acetyltransferase component of pyruvate deH 0 10,886 2,84E+08 32 1 1 1 1 4,3 47,551 AOA1GODRA9 AOA1G9DRA9 251 -1,50 0,00000
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 8,11E+04 9,38E+04 8,97E+04 8,72E+04 0,00E+00 >tr| AOA2H5F242 | AOA2H5F242_9RHOB Paracoccus zhejiangensis Acyl-CoA dehydrogenase 0 89235 1,29E+07 3 1 1 1 10 4,7 58,126 AOA2H5F242;A0A2G1Z7T0;A0A23¢A0A2H5F242;A0A2G1Z7T0;A0A239PRI 252 -2,17 H#ZAHL!
2,83E+05 3,02E+05 2,03E+05 0,00E+00 0,00E+00 4,00E+05 3,66E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA2A2GFR8|AOA2A2GFR8_9RHOB Paracoccus sp. WN0O7 508 ribosomal protein L11 0  6,3365| 3,36E+07 4 1 1 1 4 11,3 15,886 AOA2A2GFR8;A0AIW6ECUQI;A0AT AOA2A2GFR8;A0A1W6CUQY;A0A1VOC 253 2,17 H#ZAHL!
7,02E+06 8,93E+06 7,87E+06 9,24E+06 9,29E+06 0,00E+00 0,00E+00 9,32E+05 0,00E+00 0,00E+00 >tr| AOA1H2SPV3|AOA1H2SPV3_9RHOB Paracoccus sanguinis Uncharacterized protein 0 7,2757| 1,21E+08 1 1 1 1 1 9,6 7,3794 AOA1H2SPV3 AOA1H2SPV3 254 4,64 H#ZAHL!
5,64E+06 5,70E+06 4,15E+06 3,42E+06 7,63E+06 1,34E+05 1,03E+05 0,00E+00 9,74E+04 1,33E+05 >tr| AOA1W6D197 | AOA1W6ED197_9RHOB Paracoccus contaminans ABC transporter substrate-binding protein 0 10,791 3,07E+07 2 2 1 1 12 8,9 42,185 | AOA1WED197;A0A1H2ZX24;Q3STEAOAIWED197;A0A1H27X24;,Q3STB3;A 255 1,64 H#ZAHL!
3,79E+06 4,14E+06 3,08E+06 3,51E+06 0,00E+00 0,00E+00 1,03E+07 4,33E+06 7,41E+06 8,52E+06 >tr | AOA1IH9JW60 | AOA1HIIW6E0_9PROT Nitrosomonas sp. Nm51 Uncharacterized protein 0 24,076 1,36E+09 5 1 1 1 2 54 17,775 AOA1H9JW6E0;A0ATH3D535 AOA1HI9JW6E0;A0A1H3D535 256 2,43 0,00968
2,15E+06 1,95E+06 1,89E+06 2,11E+06 1,81E+06 8,74E+06 2,50E+06 1,82E+06 2,07E+06 2,34E+06 | >tr| AOA1IH3DKM9|AOA1H3DKM9_9PROT Nitrosomonas halophila NADPH-dependent glutamate synthase beta 0 15984 1,66E+09 23 1 1 1 1 2,8 59,543 AOA1H3DKM9 AOA1H3DKM9 257 1,41 0,02904
1,01E+05 2,78E+05 1,09E+05 1,40E+05 7,68E+04 1,18E+04 1,11E+04 0,00E+00 8,35E+03 3,87E+03 >tr | AOA1H3FQ10|AOA1H3FQ10_9PROT Nitrosomonas sp. Nm33 60 kDa chaperonin 0 11,689 1,49E+07 1 3 2 1 1 7,4 57,754 AOA1H3FQ10 AOA1H3FQ10 258 3,88 0,01416
9,43E+05 1,25E+06 8,31E+05 1,36E+06 7,14E+05 2,31E+06 2,10E+06 1,16E+06 1,44E+06 2,52E+06 >tr| AOA114QUR2|AOA1I4QUR2_9PROT Nitrosomonas nitrosa 308 ribosomal protein S9 0 67,513| 9,05E+07 5 1 1 1 3 11,5 14,572 AOA114QUR2;A0A1H3N5G7;A0A1HAOA1I4QUR2;A0A1H3N5G7;A0A1H3FS 259 0,46 0,00008
6,53E+04 6,13E+04 1,00E+05 1,27E+05 0,00E+00 1,17E+06 0,00E+00 9,34E+05 8,65E+05 1,06E+06 >tr| AOA1H3GA99|AOA1H3GA99_9PROT Nitrosomonas halophila O-acetylhomoserine (Thiol)-lyase 06,8451 3,04E+08 9 1 1 1 1 2,8 45,865 | AOA1H3GA99 AOA1H3GA99 260 1,47 0,00475
7,90E+05 1,00E+06 9,56E+05 1,41E+06 6,11E+05 5,96E+05 5,03E+05 3,66E+05 3,06E+05 3,53E+05 >tr| AOALI4TAAL|AOALI4TAAL_9PROT Nitrosomonas nitrosa Ribose-phosphate pyrophosphokinase 0 11,567 3,89E+07 2 2 2 2 27 7,9 34,799 AOA1I4TAAL;A0A1H3HK92;A0A110 AOA1I4TAAL;AOA1H3HK92;A0A1I0EKS 261 -2,18 H#ZAHL!
3,56E+06 2,23E+06 3,62E+06 0,00E+00 4,03E+06 2,09E+06 4,16E+05 6,03E+04 4,51E+05 3,36E+05 >tr| AOA114QMK7| AOA114QMK7_9PROT Nitrosomonas communis 2,3,4,5-tetrahydropyridine-2,6-dicarboxylate | 0 59,323 8,20E+07 10 1 1 1 3 51 29,777 AOA114QMK7;A0A114QK11;A0A1H AOA114QMK7;A0A114QK11;A0A1H3IDg 262 -0,42 0,10048
1,12E+06 7,55E+05 1,45E+06 1,47E+06 2,03E+06 7,18E+05 6,05E+05 1,50E+05 5,83E+05 6,92E+05 | >tr| AOA1H3ITM4|AOA1H3ITM4_9PROT Nitrosomonas sp. Nm33 50S ribosomal protein L9 0,0067912 5,9357| 1,55E+08 3 2 1 1 5 19,2 16,194 AOA1H3ITM4;A0A1I4NJC3;A0A1I3] AOA1H3ITM4;A0A114NJC3;A0A1I3M87 263 2,21 0,00070
5,18E+04 8,49E+04 2,98E+04 7,93E+04 1,25E+05 0,00E+00 0,00E+00 3,23E+04 0,00E+00 0,00E+00 | >tr | AOA1H3L6Z4 | AOA1H3L6Z4_9PROT Nitrosomonas halophila Flagellar biosynthesis protein FIhG 0 6,446 4,04E+08 4 1 1 1 1 4 32,46 AOA1H3L6Z4 AOA1H3L6Z4 264 9,44 0,34815
7,58E+06 7,61E+06 7,18E+06 7,84E+06 6,49E+06 0,00E+00 0,00E+00 5,94E+05 9,33E+05 1,27E+06 >tr| AOA1H3NRCO|AOA1H3NRCO_9PROT Nitrosomonas sp. Nm58 Carboxypeptidase C (Cathepsin A) 0,003643 6,048 4,50E+08 3 1 1 1 1 2,3 62,392 AOA1H3NRCO AOAIH3NRCO 265 2,38 H#ZAHL!
3,09E+08 3,37E+08 4,59E+08 3,50E+08 5,12E+08 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1H3PZT5|AOA1H3PZT5_9PROT Nitrosomonas halophila Hydroxylamine dehydrogenase 0 44,829 0,00E+00 0 4 4 0 16 79 64,018 AOA1H3PZTS;B6EF23;B9V962;B9V! AOA1H3PZTS5;B6EF23;B9V962;B9VI57; 266 H#ZAHL! H#ZAHL!
6,07E+06 6,20E+06 7,52E+06 6,93E+06 3,28E+06 2,84E+05 4,08E+05 0,00E+00 0,00E+00 0,00E+00 >tr|F9ZD10|F9ZD10_9PROT Nitrosomonas sp. AL212 Urease subunit gamma 0 12,024| 2,55E+07 5 1 1 1 2 25 10,974 F9ZD10;A0A1H5U418 F9ZD10;A0A1H5U418 268 2,67 0,15035
4,71E+06 6,52E+06 2,49E+06 4,20E+06 1,79E+06 0,00E+00 0,00E+00 0,00E+00 3,39E+05 0,00E+00 >tr | AOA1H6JZS5| AOA1H6JZS5_9RHOB Paracoccus alkenifer Sulfide dehydrogenase (Flavocytochrome c), f 0 10,975| 1,08E+08 1 1 1 1 1 2,1 44,9 ADA1H6JZS5 AOA1H6JZS5 269 3,62 H#ZAHL!
7,86E+04 9,14E+04 6,42E+04 0,00E+00 9,35E+04 1,76E+06 1,20E+06 1,82E+06 1,07E+06 2,09E+06 >tr| AOAIM7ET03 |AOA1IM7ET03_9RHOB Paracoccus solventivorans Uncharacterized protein 0,0036765  6,0604| 1,97E+08 4 1 1 1 2 3 41,789 AOA1IM7ET03;A0A1H6LGNS AOAIM7ETO03;A0A1H6LGNS 270 -1,70 0,00004
1,92E+07 2,85E+07 2,10E+07 1,77E+07 5,57E+06 7,94E+05 4,84E+05 0,00E+00 9,47E+05 8,87E+05 >tr | AOAIM7EGKO|AOA1IM7EGKO_SRHOB Paracoccus solventivorans TRAP-type mannitol/chloroaromatic compour 0 61,663 3,92E+08 17 2 2 1 6 9,4 41,12 |AOAIM7EGKO;A0A1H6LQI3;S5XMz AOAIM7EGKO;A0A1HELQI3;S5XMZ3;A 271 2,89 0,00740
4,67E+04 1,17E+05 9,59E+04 7,35E+04 5,51E+04 5,26E+06 4,05E+06 5,08E+05 2,94E+06 0,00E+00 | >tr | AOAIM7DVVO|AOAIM7DVVO_9RHOB  Paracoccus solventivorans Malate/lactate/ureidoglycolate dehydrogenas 0 66974 2,72E+08 6 1 1 1 2 4,4 35,6 AOA1IM7DVVO;A0AIHEMX72 AOAIM7DVVO;A0A1IHEMX72 272 -0,93 H#ZAHL!
1,60E+06 2,28E+06 2,69E+06 1,87E+06 1,10E+06 0,00E+00 4,47E+06 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA114DSU9| AOA114DSU9_9PROT Nitrosomonas aestuarii Putative exosortase-associated protein, TIGR( 08,5456 3,13E+07 1 1 1 1 5 14,3 13,045 AOA114DSU9;A0A1IO0F6K7;A0A1HS|AOA1I4DSU9;A0ALIOFE6K7;A0A1HIRFY] 273 H#ZAHL! H#ZAHL!
3,85E+05 3,09E+05 2,70E+05 3,93E+05 0,00E+00 4,81E+05 7,25E+05 1,80E+05 3,15E+05 2,40E+05 | >tr| AOAIHINST7 | AOAIHINST7_9PROT Nitrosomonas sp. Nm51 protein RecA 07,2334 1,03E+08 13 1 1 1 5 5 37,385 AOALIHINST7;A0A114PHCI;A0A1I0 AOATHINST7;A0A1I4PHCY;A0A1I0ED2 274 1,21 0,00422
3,67E+07 5,26E+07 2,43E+07 4,07E+07 2,55E+07 3,92E+06 5,00E+05 2,26E+06 3,35E+06 3,42E+06 >tr| AOA1HBEX84 | AOA1IH8EX84_9RHOB Paracoccus alcaliphilus Amino acid ABC transporter substrate-binding 0 70,212 3,53E+08 8 2 2 2 15 9,9 29,44 AOA1HBEX84;A0A2D2C0L2;A0A2H AOA1HBEX84;A0A2D2C0L2;A0A2H5F3] 275 -0,64 0,00228
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 3,53E+05 3,42E+05 3,66E+05 5,91E+05 5,59E+05 >tr| AOA238Y272|AOA238Y2Z2_9RHOB Paracoccus sediminis Aconitate hydratase 0 16,898 1,09E+08 14 2 2 2 40 3,5 99,539 | ADA238Y272;A0A1H8GA10;Q3S5VV A0OA238Y2Z2;A0A1H8GA10;Q35VV1;Q 276 -1,75 0,00004
1,18E+08 1,21E+08 0,00E+00 1,31E+08 0,00E+00 1,03E+06 4,18E+06 0,00E+00 1,23E+06 3,10E+06 >tr| AOA1IH8GAZ4|AOA1H8GAZ4_9RHOB Paracoccus alcaliphilus Malate dehydrogenase 0 65,265 2,29E+08 11 3 3 1 41 14,4 33,225 AOA1H8GAZ4;A0A2H5EWL4;A0A2( AOATHBGAZ4;A0A2H5EWL4;A0A2G1Z] 277 -1,58 H#ZAHL!
2,31E+05 1,63E+05 1,06E+05 0,00E+00 1,56E+05 5,57E+05 6,06E+05 2,44E+05 7,58E+05 4,80E+05 >tr| AOA239Q1L7|A0A239Q1L7_9RHOB Paracoccus seriniphilus Multiple sugar transport system ATP-binding | 06,1408 9,76E+07 3 1 1 1 4 4,1 37,036 AOA239Q1L7;A0A1X7LLAL;A0A1H{AOA239Q1L7;A0A1X7LLAT;A0ATH8I30 278 -0,56 H#ZAHL!
5,36E+05 6,88E+05 4,28E+05 7,30E+05 6,60E+05 3,87E+06 6,28E+06 3,15E+06 3,66E+06 4,45E+06 >tr| AOA1H8KD55| AOA1H8KD55_9PROT Nitrosomonas oligotropha 4-oxalocrotonate tautomerase 0 65215 3,76E+08 9 1 1 1 1 19,4 7,116 AOA1H8KDS5 AOA1H8KD55 279 1,76 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|A1BOQ5|A1B0Q5_PARDP Paracoccus denitrificans (strain Pd Phage Terminase 06,3786 0,00E+00 1 1 1 1 3 1,7 63,203 A1B0QS;A1AYX9;A0A1H8KDD6  |A1BOQS5;A1AYX9;A0A1H8KDDE 280 H#ZAHL! H#ZAHL!
8,19E+04 6,92E+04 5,31E+04 0,00E+00 5,38E+04 1,90E+06 1,46E+06 1,39E+05 2,24E+06 1,80E+06 >tr| AOA1H8KNX3|AOA1H8KNX3_9RHOB Paracoccus alcaliphilus MoxR-like ATPase 0 11,778 2,26E+08 3 2 2 2 29 10,1 32,827 AOALIH8KNX3;A1AZG6;A0A2D2COCAOAIHBKNX3;A1AZG6;A0A2D2C007;A| 281 -1,47 0,00324
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 6,13E+06 3,05E+06 2,18E+06 3,15E+06 4,72E+06 >tr| AOA2G17342|A0A2G1Z342_9RHOB Paracoccus sp. 50 ribosomal protein L29 0 62298 1,41E+08 7 1 1 1 6 19,1 7,6407 AOA2G1Z7342;A0A2E3CFD7;A0A23¢A0A2G1Z342;A0A2E3CFD7;A0A239Q2 282 -0,27 0,00059
0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,12E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | AOAIH8MA43 | AOA1H8MA43_9PROT Nitrosomonas oligotropha 3-oxoacyl-[acyl-carrier protein] reductase 0 10,198 0,00E+00 1 1 1 1 1 3,7 26,017 AOA1H8MA43 AOA1H8MA43 283 H#ZAHL! H#ZAHL!
8,28E+04 1,20E+05 8,02E+04 6,49E+04 8,92E+04 1,90E+05 2,04E+05 2,09E+05 2,01E+04 9,83E+03 | >tr| AOA1IH8N8V6 | AOA1IH8N8V6_9RHOB Paracoccus alcaliphilus AIPR protein 0,0069565  5,9895| 8,09E+07 4 1 1 1 1 1,8 62,939 AOA1H8N8V6 AOA1H8N8V6E 284 1,83 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 5,95E+06 4,74E+06 0,00E+00 3,79E+06 3,70E+06 >tr| AOAIH8NA29 | AOA1IH8NA29_9RHOB Paracoccus alcaliphilus ATP synthase subunit beta 0 65238 1,51E+09 6 3 1 1 6 8,6 50,497 AOA1H8NA29;A0A239Q2P9;S5Y0OH AOA1H8NA29;A0A239Q2P9;S5Y0H4;A( 285 1,47 0,00646
5,66E+04 1,20E+05 4,62E+04 1,09E+05 8,49E+04 1,39E+06 0,00E+00 0,00E+00 1,29E+06 0,00E+00 | >tr | AOA1I4LFZ1|AOA1I4LFZ1_9PROT Nitrosomonas nitrosa CBS domain-containing protein 0 17,823 6,65E+07 0 1 1 1 2 55 16,667 AOALI4LFZ1;A0A1HIKTS4 AOA1I4LFZ1;A0A1HIKTS4 286 1,34 0,14152
2,69E+05 3,27E+05 3,49E+05 3,34E+05 0,00E+00 0,00E+00 5,41E+06 0,00E+00 0,00E+00 3,46E+06 >tr| AOA1HIL766 | AOA1HIL766_9PROT Nitrosomonas sp. Nm51 DEAD/DEAH box helicase 0 17,548 1,39E+09 1 1 1 1 1 0,7 116,34 AOA1HOL766 AOA1HIL766 287 1,18 H#ZAHL!
9,63E+05 3,17E+05 3,74E+05 7,79E+05 4,70E+05 7,91E+07 3,08E+07 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I0CK19|AOA1I0CK19_9RHOB Paracoccus homiensis DNA polymerase-3 subunit epsilon 0 81259 1,44E+10 7 1 1 1 1 2,9 69,38 AOA1I0CK19 AOA1I0CK19 288 1,75 H#ZAHL!
2,29E+06 3,10E+06 1,33E+06 0,00E+00 8,99E+05 1,69E+06 1,58E+06 1,07E+06 9,31E+05 1,10E+06 >tr|Q82X76|Q82X76_NITEU Nitrosomonas europaea (strain AT50S ribosomal protein L6 0 10,907 9,68E+08 1 1 1 1 2 5 19,56 Q82X76;A0A110CT24 Q82X76;A0A110CT24 289 3,68 0,00003
2,07E+06 2,15E+06 1,48E+06 4,90E+05 4,19E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA2G1YZCO|AOA2G1YZCO_SRHOB Paracoccus sp. C4-dicarboxylate ABC transporter (Fragment) 0 6,3828| 1,34E+07 3 1 1 1 4 4,3 41,2 ADA2G1YZCO;A0A2E3CEQ7;A0A2D AOA2G1YZCO;A0A2E3CEQ7;A0A2D8X0 290 H#ZAHL! H#ZAHL!
1,07E+05 1,27E+05 0,00E+00 1,53E+05 1,09E+05 1,64E+06 1,63E+06 2,48E+05 1,21E+06 1,00E+06 >sp|B1Y7V8|KATG_LEPCP Leptothrix cholodnii (strain ATCC £ Catalase-peroxidase 0 33,32] 3,68E+08 10 1 1 1 4 2,1 78,887 B1Y7V8;A0A1I0DRF4;A0A2E3CEDS B1Y7V8;A0A1I0DRF4;A0A2E3CEDS5;A0) 291 -0,17 0,00207
6,15E+06 7,25E+06 6,25E+06 5,29E+06 4,94E+06 2,85E+06 1,27E+05 0,00E+00 0,00E+00 2,28E+06 >tr| Q820S6|Q820S6_NITEU Nitrosomonas europaea (strain ATChain A, Red Copper protein Nitrosocyanin 0 14,091 2,10E+08 6 1 1 1 2 10,3 14,523 Q820S6;A0A1I0ECK9 Q82056;A0A1I0ECK9 292 2,81 0,13100
9,26E+05 0,00E+00 0,00E+00 0,00E+00 5,51E+04 1,60E+06 1,29E+06 7,18E+05 9,37E+05 8,15E+05 >sp|Q82T72|RL1_NITEU Nitrosomonas europaea (strain AT50S ribosomal protein L1 0,0018519 6,082| 3,65E+08 3 2 1 1 16 83 24,429 Q82T72;A0A1I0EL47;B1Y7H6;A0A1Q82T72;A0A1I0EL47;B1Y7H6;A0A1HSL 293 1,82 0,00017
1,18E+06 9,07E+05 0,00E+00 1,92E+06 1,46E+06 1,42E+06 8,30E+05 1,21E+06 0,00E+00 2,45E+06 >tr| AOA2H5F2Q0|AOA2H5F2Q0_9RHOB Paracoccus zhejiangensis 308 ribosomal protein S15 07,3158 2,95E+07 2 1 1 1 2 19,1 10,255 AOA2H5F2Q0;A0A110J627 AOA2H5F2Q0;A0A110J627 294 H#ZAHL! H#ZAHL!
2,08E+06 1,95E+06 1,77E+06 1,83E+05 0,00E+00 1,12E+06 1,65E+06 4,29E+05 1,03E+06 1,45E+06 >tr| AOAIN6FHC2 |AOAIN6FHC2_9PROT Nitrosomonas cryotolerans ATCC ¢{NAD(P) transhydrogenase subunit alpha 0 124,36 2,73E+08 19 1 1 1 3 4,5 39,753 AOAIN6FHC2;A0A1I1VPZ1;B1XX56 AOAIN6FHC2;A0A111VPZ1;B1XX56 295 0,24 0,00062
2,80E+06 2,68E+06 1,92E+06 0,00E+00 1,96E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA112D428|AOA112D428_9PROT Nitrosomonas sp. Nm166 Chaperone protein Dnak 06,4449 2,49E+07 5 2 1 1 1 6,4 69,911 AOA1I2D428 AOA112D428 296 H#ZAHL! H#ZAHL!
5,47E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,67E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA112ZWD6 | AOA112ZWD6_SRHOB Paracoccus aminovorans Amino acid/amide ABC transporter ATP-bindil 06,1485 3,29E+07 2 1 1 1 1 5,6 25,646 AOA1I2ZWD6 AOA1I2ZWD6 297 1,72 H#ZAHL!
2,78E+06 3,78E+06 3,57E+06 2,62E+06 3,40E+06 5,73E+06 0,00E+00 0,00E+00 0,00E+00 3,92E+06 >tr| AOA1I3A3H5| AOA1I3A3H5_9RHOB Paracoccus aminovorans Electron transfer flavoprotein alpha subunit a 0 104,08 1,35E+08 6 1 1 1 3 6,2 31,262 AOA1I3A3H5;A0A1Q3K219;A0A1M AOA1I3A3H5;A0A1Q3K219;A0A1M3CC 298 H#ZAHL! H#ZAHL!
3,58E+05 9,14E+05 6,19E+05 9,33E+06 1,65E+05 5,88E+06 6,50E+06 3,90E+06 5,86E+06 7,69E+06 | >tr| AOA1IVOGXN9 | AOA1VOGXN9_9RHOB Paracoccus yeei Nitrous-oxide reductase 0 73,05 1,67E+09 22 2 2 2 4 4 70,504 AOA1VOGXN9;A0A1I3AALE;A0A2D AOA1VOGXN9;A0ALI3AALE;A0A2D2C2] 299 -0,42 0,00001
3,71E+05 3,47E+05 7,94E+05 0,00E+00 4,99E+05 3,58E+05 1,75E+05 2,41E+05 7,13E+05 5,67E+05 >tr| AOA2H5EZC3 | AOA2H5EZC3_9RHOB Paracoccus zhejiangensis Polyribonucleotide nucleotidyltransferase 0 14,262 8,23E+07 10 2 2 2 17 4,8 77,107 AOA2H5EZC3;A0A1I3B5N7;S5YFWAOA2HSEZC3;A0A1I13B5N7;S5YFW1;AQ 300 -3,15 0,00357
4,14E+06 3,18E+06 3,02E+06 3,02E+06 2,91E+06 1,15E+06 1,01E+06 4,90E+05 9,55E+05 1,01E+06 >tr|AOA1I3BIB2|AOA1I3BIB2_9RHOB Paracoccus aminovorans Succinate--CoA ligase [ADP-forming] subunit k 0 8,099 1,44E+08 8 1 1 1 1 3,5 42,637 AOA1I3BIB2 AOA1I3BIB2 301 -2,02 H#ZAHL!
6,68E+05 2,91E+06 2,07E+06 1,12E+06 8,97E+05 7,54E+06 6,59E+06 4,87E+06 0,00E+00 6,52E+06 >tr| AOA114L8)3 | AOA1I4L8J3_9PROT Nitrosomonas communis 60 kDa chaperonin 0 7,1381 2,85E+09 6 1 1 1 2 32 56,652 AOA114L8)3;A0A1I13GGB6 AOA1I4L8)3;A0A1I3GGB6 302 1,51 H#ZAHL!
6,07E+05 5,17E+05 5,70E+05 5,61E+05 6,01E+05 0,00E+00 8,31E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1I3HW94 | AOALI3HW94_9PROT Nitrosomonas sp. Nm34 Uncharacterized protein 0,0070547 6,0028| 9,80E+08 2 1 1 1 1 10,4 13,241 AOA1I3HW94 AOA1I3HW94 303 7,39 0,34666
7,13E+05 6,46E+05 0,00E+00 5,30E+05 0,00E+00 1,35E+08 1,81E+08 9,55E+07 1,20E+08 1,15E+08 >tr| AOALI3IIN1|AOA1I3IIN1_9PROT Nitrosomonas sp. Nm34 Nitrosocyanin 0 323,31 1,54E+10 69 2 2 2 4 18,2 16,298 AOA1I31IN1;A0A1I4NZ49;A0A0F7KI AOALI3IIN1;A0A1I4NZ49;A0A0F7KKNS 304 0,99 0,00002
3,41E+06 0,00E+00 0,00E+00 0,00E+00 1,81E+06 2,33E+06 2,88E+06 1,32E+06 3,00E+06 4,24E+06 >tr| AOA1I4C5T7|AOA1I4C5T7_9PROT Nitrosomonas aestuarii Single-stranded DNA-binding protein 0,0068729  5,9603| 2,28E+08 3 1 1 1 1 10 15,696 AOA114C5T7 AOA1I4C5T7 305 0,81 0,00040
1,96E+06 2,70E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | ADA1I4KSY5 | AOA1I4KSY5_9PROT Nitrosomonas nitrosa PAS domain S-box-containing protein 0 14,528 9,42E+07 7 2 2 2 15 17,3 17,419 AOA1I4KSY5;A0A1HIS0K9;F9ZGQ1 AOA1I4KSYS;A0A1HISOKI;FOZGQ1;F8C 306 H#ZAHL! 0,00000
4,17E+05 3,58E+05 1,85E+05 7,58E+05 0,00E+00 1,69E+06 1,18E+06 5,61E+05 1,13E+06 1,27E+06 >tr| AOALI4KTJ4| AOALI4KTI4_9PROT Nitrosomonas nitrosa Serine hydroxymethyltransferase 0,0036496  6,0496| 1,25E+08 2 1 1 1 1 2,6 45,572 AOA114KT)4 AOA1I4KT)4 307 -2,41 H#ZAHL!
2,42E+06 2,17E+06 9,17E+05 0,00E+00 2,26E+06 0,00E+00 9,98E+05 0,00E+00 0,00E+00 0,00E+00 >tr|ADA114KU12 | AOA1I4KU12_9PROT Nitrosomonas nitrosa Isocitrate dehydrogenase [NADP] 0 18,867 2,09E+08 6 3 3 3 1 9,6 45,928 AOA1I4KU12 AOA1I4KU12 308 2,95 0,34664
3,01E+07 4,20E+07 2,30E+07 0,00E+00 3,21E+07 0,00E+00 0,00E+00 0,00E+00 4,27E+05 3,98E+05 >tr| ADA1I4KXU3 | AOA1I4KXU3_9PROT Nitrosomonas nitrosa protein translocase subunit SecA 0 12,703 3,71E+07 1 1 1 1 1 2,1 103,58 AOA1I4KXU3 AOA1I4KXU3 309 H#ZAHL! H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,26E+06 1,35E+06 7,16E+05 1,27E+06 1,27E+06 >tr| AOA1I4KYU4|AOALI4KYU4_9PROT Nitrosomonas nitrosa protein HfIK 0 58503 1,81E+08 5 2 2 2 2 74 44,408 | AOA1I4KYU4;A0A1H3FM86 AOA1I4KYU4;A0A1H3FM86 310 -1,55 0,00001
2,41E+06 4,94E+05 8,13E+05 3,10E+06 2,46E+05 3,78E+06 2,73E+06 1,72E+06 3,06E+06 2,73E+06 >tr| AOA114KYZ1|AOA1I4KYZ1_9PROT Nitrosomonas nitrosa 2-isopropylmalate synthase 0 53,052 5,01E+08 27 5 5 5 27 15,1 55,81 AOA1I4KYZ1;FOZFHE;A0ATHSNIP1; AOA1I4KYZ1;FOZFH6;,A0A1HENIP1;A0A 311 -1,85 0,00003
1,45E+06 2,37E+05 2,05E+05 1,82E+05 1,37E+05 2,27E+05 2,18E+05 1,79E+05 2,26E+05 2,71E+05 >tr| ADA114KZ24| AOA114KZ24_9PROT Nitrosomonas nitrosa L-threonine dehydratase 0 8,589 2,86E+07 4 1 1 1 1 38 55,845 AOA1l14KZ24 AOA1I4KZ24 312 -4,00 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,83E+06 0,00E+00 0,00E+00 6,03E+06 7,07E+06 >tr| AOA114KZ75| AOA114KZ75_9PROT Nitrosomonas nitrosa Cytochrome c peroxidase 07,2683 1,99E+09 12 1 1 1 1 33 36,474 AOA114KZ75 AOA1I4KZ75 313 2,53 0,04213
1,35E+05 9,43E+04 8,48E+04 8,94E+04 1,32E+05 2,95E+05 1,99E+05 1,35E+05 4,42E+04 1,44E+05 >tr|AOA1I4L271|AOA1I4L271_9PROT Nitrosomonas nitrosa Phosphate ABC transporter substrate-binding 0 25,94 1,47E+08 8 3 3 3 8 13 36,599 A0A114L271;A0A0F7KBJ1;A0A1I14Q AOA1I4L271 314 3,01 0,00417
8,25E+05 1,46E+06 3,41E+06 1,15E+06 1,17E+06 7,32E+05 9,24E+05 7,18E+05 7,90E+05 7,25E+05 | >tr| ADA114L308 | AOA114L308_9PROT Nitrosomonas nitrosa ATP-dependent zinc metalloprotease FtsH 0 25112 1,33E+08 2 2 2 2 29 52 70,567 AOA114L308;A0A114MGZ7;A0A113] AOA1I4L308;A0A114MGZ7;A0A1I3J4M( 315 -4,74 #ZAHL!
7,30E+06 9,87E+06 4,65E+06 7,50E+06 6,46E+06 1,65E+08 1,50E+08 5,72E+07 1,20E+08 1,12E+08 >tr|AOA1I4L3)7|AOA1I4L3)7_9PROT Nitrosomonas nitrosa Dissimilatory nitrite reductase (NO-forming), ( 0 251,32 6,28E+09 116 3 3 3 7 11,7 39,397 AOA114L3)7;A0A285BWT3;F9ZGQS AOA1I4L3)7 316 -1,75 0,00019
2,10E+06 1,21E+06 1,47E+06 1,91E+06 1,41E+06 3,35E+06 1,25E+06 0,00E+00 2,24E+06 2,49E+06 >tr| ADA114L3S1|AOA1I4L351_9PROT Nitrosomonas nitrosa Putative peptidoglycan binding domain-conta 0 32331 5,85E+08 13 1 1 1 1 10,8 21,572 AOA114L3S1 AOA1I4L3S1 317 3,24 0,01174
4,81E+06 8,24E+06 7,37E+06 6,72E+06 0,00E+00 1,79E+07 1,45E+07 1,06E+07 1,18E+07 9,12E+06 >tr| AOA114L480| AOA114L480_9PROT Nitrosomonas nitrosa 60 kDa chaperonin 0 323,31 3,40E+09 53 4 14 5 13 29,8 57,596 AOA114L480;A0A114CC81;F9ZHHY; AOA1I4L480;A0A114CC81 318 -0,38 0,00003
1,37E+07 1,74E+07 1,42E+07 2,02E+07 1,68E+07 4,98E+05 2,11E+05 2,87E+05 1,65E+05 3,75E+05 >tr| AOA114L4C3 | AOA1I4L4C3_9PROT Nitrosomonas nitrosa Trigger factor 0 11,941 5,29E+07 3 2 2 2 2 7,1 49,671 ADA1I4L4C3;A0A1H3HQVS AOA1I4L4C3;A0A1H3HQVE 319 -1,86 #ZAHL!
1,76E+06 2,45E+06 2,59E+06 1,88E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,35E+05 0,00E+00 | >tr| AOA1I4L4F3 | AOALI4L4F3_9PROT Nitrosomonas nitrosa Phospholipid transport system substrate-bind 0 32,113| 7,15E+07 8 3 3 3 1 19,6 23,761 AOA1I4L4F3 AOA1I4L4F3 320 e 0,34693
2,96E+05 0,00E+00 0,00E+00 2,88E+05 2,12E+05 3,79E+06 2,56E+06 2,01E+06 3,41E+06 2,29E+06 >tr| ADA114L4S9| AOALI4L4S9_9PROT Nitrosomonas nitrosa PAP2 superfamily protein 0 38423 4,82E+09 21 6 6 6 1 17,3 44,725 |AOA114L4S9 AOA1I4L4S9 321 3,80 0,00003
4,22E+05 6,37E+05 5,25E+05 4,43E+05 2,16E+05 5,39E+05 2,14E+05 0,00E+00 8,45E+04 0,00E+00 | >tr | AOA114LC70|AOA1I4LC70_9PROT Nitrosomonas nitrosa Putative glucose-6-phosphate 1-epimerase 0 49,137 5,53E+08 13 2 2 2 1 9 32,793 AOA1I4LC70 AOA1I4LC70 322 5,24 0,13535
0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,02E+04 2,01E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA1I4LCL8 | AOALI4LCL8_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 12,996 4,68E+07 2 2 2 2 1 16,1 22,346 AOA1I4LCL8 AOALI4LCL8 323 6,26 #ZAHL!
3,02E+05 4,84E+05 2,78E+05 2,29E+05 3,93E+05 0,00E+00 2,57E+05 0,00E+00 1,28E+05 7,27E+04 | >tr | AOA1I4LFK8| AOA1I4LFK8_9PROT Nitrosomonas nitrosa Glucose/arabinose dehydrogenase, beta-prop 0 86,183 4,44E+07 4 2 2 2 1 9,3 41,449  AOA1I4LFK8 AOALI4LFK8 324 2,14 H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,07E+05 2,36E+06 1,51E+06 6,01E+05 3,66E+06 >tr| AOALI4LHCA4|AOA1I4LHC4_9PROT Nitrosomonas nitrosa Triosephosphate isomerase 0 32331 1,87E+09 5 5 5 5 8 30,7 27,188 AOA1I4LHC4;A0A1I3GYW1;A0A1H! AOALI4LHCA 325 4,25 0,02157
1,76E+05 1,60E+05 1,63E+05 5,90E+05 0,00E+00 1,22E+05 1,23E+05 1,03E+05 1,42E+05 1,57E+05 >tr| AOA1I4LV8| AOA1I4LIV8_9PROT Nitrosomonas nitrosa Succinyl-diaminopimelate desuccinylase 0 15,059 4,76E+07 5 1 1 1 1 5 41,114 AOA1I4LIV8 AOA1I4LIV8 326 1,52 0,00000




1,20E+08 1,62E+08 1,32E+08 1,17E+08 1,10E+08 6,64E+05 4,68E+05 2,32E+05 3,83E+05 6,43E+05 >tr| AOA114LLO8 | AOA1I4LLO8_9PROT Nitrosomonas nitrosa Apoptosis-inducing factor, C-term 0 19,579| 7,65E+07 7 3 3 3 1 11,2 43,74 AOA114LLO8 AOA1I4LLO8 327 -0,55 0,00036
1,35E+07 1,58E+07 1,23E+07 1,55E+07 1,68E+07 0,00E+00 0,00E+00 0,00E+00 1,05E+05 0,00E+00 | >tr|AOA1I4LL47 |AOA1I4LL4A7_9PROT Nitrosomonas nitrosa Dienelactone hydrolase 0 28,146 9,65E+07 9 2 2 2 1 13,5 25,78 AOA114LL47 AOA1I4LLA7 328 6,51 0,34705
0,00E+00 2,88E+05 1,01E+05 1,55E+05 0,00E+00 2,64E+05 9,41E+04 0,00E+00 7,94E+04 5,32E+04 >tr| ADA1I4LLU2 | AOA1I4LLU2_9PROT Nitrosomonas nitrosa N-acetylneuraminic acid mutarotase 0 218,64 1,90E+08 13 2 2 2 1 15,5 36,257 AOALI4LLU2 AOALI4LLU2 329 4,20 0,05853
5,71E+04 1,02E+05 6,94E+04 1,12E+05 5,49E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOALI4LNW3|AOALI4LNW3_9PROT Nitrosomonas nitrosa Uncharacterized protein 09,9485 1,68E+07 4 1 1 1 1 8,1 26,157 AOA1I4LNW3 AOALI4LNW3 330 H#ZAHL! 0,00000
1,64E+06 2,38E+06 1,72E+06 1,40E+06 1,86E+06 1,75E+06 1,07E+06 7,10E+05 1,56E+06 1,87E+06 >tr|AOA114LQ74|AOA1I4LQ74_9PROT Nitrosomonas nitrosa Chaperone protein Dnak 0 189,7| 4,75E+08 24 5 5 4 17 11,2 70,259 AOA114LQ74;A0A1I3HHP9;A0A1H3 AOA114LQ74;A0A1I3HHP9;A0ATH3LR8 331 -0,08 0,00022
1,46E+06 1,91E+06 1,04E+06 1,17E+06 1,15E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,02E+05 >tr|ADA114LQQO| ADA114LQQ0_9PROT Nitrosomonas nitrosa Glutathione S-transferase 0 81,825 1,67E+07 3 1 1 1 1 7,3 23,212 AOA1I4LQQO AOA1I4LQQO 332 828 #ZAHL!

4,46E+06 1,88E+06 1,15E+06 4,60E+06 1,23E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOA1I4LYY1|AOALI4LYY1_9PROT Nitrosomonas nitrosa Thiazole synthase 09,8523 2,93E+07 3 1 1 1 1 7,2 28,056 AOALI4LYY1 AOALI4LYY1 333 H#ZAHL! 0,00000
6,67E+06 8,96E+06 6,73E+06 0,00E+00 5,79E+06 1,43E+07 1,47E+07 6,15E+06 1,11E+07 1,46E+07 >tr| AOALI4LYZ5 | AOA1I4LYZ5_9PROT Nitrosomonas nitrosa Thioredoxin 0 323,31 2,91E+09 63 4 4 4 14 38 12,074 AOA1I4LYZS5;A0A1I3KSR3;A0A1H3F AOA1I4LYZS 334 3,10 0,00008
9,08E+06 1,14E+07 7,82E+06 9,06E+06 9,10E+06 2,60E+08 3,07E+08 2,73E+08 2,44E+08 3,28E+08 >tr| ADA1I4LZL7 | AOA1I4LZL7_9PROT Nitrosomonas nitrosa CHRD domain-containing protein 0 32,899 1,35E+10 15 2 2 2 1 21,7 18,734 AOA114LZL7 AOALI4LZL7 335 0,48 0,00000
1,38E+05 1,04E+05 8,02E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,79E+05 2,56E+05 2,58E+05 >tr | ADA114M5U7 | AOA1I4M5U7_9PROT Nitrosomonas nitrosa Malate dehydrogenase 0 20,039 9,65E+07 6 3 3 3 5 13,4 35,956 A0A114M5U7;F8GE84;A0A1I12AZM AOA1I4MSU7 336 3,28 0,04486
2,54E+08 2,99E+08 1,87E+08 2,58E+08 2,86E+08 3,24E+05 6,42E+04 3,89E+04 5,88E+05 7,25E+05 | >tr| AOA1I14M6F6| AOALI4M6EF6_9PROT Nitrosomonas nitrosa Cytochrome c-type biogenesis protein CcmH 0 32331 5,15E+08 37 3 3 3 1 9,9 48,123 AOA1I4MEF6 AOA1I4M6F6 337 3,50 0,03488
3,77E+08 1,32E+08 1,63E+08 2,55E+08 2,40E+06 1,03E+05 9,43E+04 7,04E+04 0,00E+00 0,00E+00 >tr| AOA114MD38|A0A1I14MD38_9PROT Nitrosomonas nitrosa Phospholipid transport system substrate-bind 0,0068611 5,9511| 5,70E+07 2 1 1 1 1 58 23,43 AOA114MD38 AOA114MD38 338 8I95) 0,04457
3,80E+05 4,49E+05 1,39E+05 0,00E+00 1,82E+05 5,49E+06 6,16E+06 3,13E+06 0,00E+00 0,00E+00 | >tr| AOA1I4MEI1|AOA1I4MEI1_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 54,834 6,74E+08 13 1 1 1 1 11,9 16,928 AOA1I4MEIL AOA1I4MEIL 339 2,72 0,05359
4,37E+06 5,35E+06 4,62E+06 4,28E+06 3,70E+06 5,71E+06 4,12E+06 0,00E+00 3,15E+06 5,19E+06 >tr| AOA1I14MHK6 | AOA1I4MHK6_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 14,03| 1,66E+08 2 1 1 1 1 11,6 10,604 AOA1I14MHK6 AOA1I4MHK6 340 0,36 H#ZAHL!

4,89E+06 8,19E+06 1,17E+07 2,30E+06 6,28E+06 2,90E+05 2,42E+05 1,83E+05 0,00E+00 2,70E+05 | >tr| AOALI4MNF9 | AOALI4MNF9_9PROT Nitrosomonas nitrosa Cytochrome ¢, mono-and diheme variants 0,0054348  6,0422| 5,08E+07 2 1 1 1 1 2,8 47,09 AOA1I4MNF9 AOA1I4MNF9 341 0,09 0,00558
1,53E+06 3,26E+06 3,38E+06 1,20E+06 2,97E+06 4,56E+05 6,14E+05 2,37E+05 5,21E+05 7,26E+05 >tr| AOA1I4MQW9 |AOA1I4MQWSY_9PROT  Nitrosomonas nitrosa Uncharacterized protein 0 12,737| 1,66E+08 7 2 2 2 2 13,4 22,388 AOA1I14MQW9;A0A1I3HTS7 AOA1I4MQW9;A0A1IZHTS7 342 3,58 0,00025
6,66E+06 4,00E+06 3,12E+06 7,74E+06 3,03E+06 0,00E+00 0,00E+00 1,29E+05 3,62E+05 2,49E+05 >tr| AOA1I4MRP1|AOA1I4MRP1_9PROT Nitrosomonas nitrosa Uncharacterized protein Yjbl, contains pentap 0 323,31 1,55E+08 12 3 3 3 1 18,5 27,233 AOA1I14MRP1 AOA1I4MRP1 343 4,47 0,06973
6,73E+05 3,24E+06 2,27E+06 2,87E+06 2,11E+06 1,30E+05 1,41E+05 1,05E+05 9,89E+04 1,47E+05 >tr| AOA114MZB4| AOA114MZB4_9PROT Nitrosomonas nitrosa Putative PEP-CTERM system TPR-repeat lipop| 07,2206 4,57E+07 4 1 1 1 1 1,4 102,42 A0A114MZB4 AOA114MZB4 344 -1,47 0,00000
0,00E+00 3,70E+05 0,00E+00 0,00E+00 6,63E+05 2,59E+05 2,32E+05 3,47E+05 2,07E+05 0,00E+00 >tr|AOA1I4N2B1|AOA1I4N2B1_9PROT Nitrosomonas nitrosa 4-hydroxy-3-methylbut-2-en-1-yl diphosphate 0 6,574 3,16E+07 2 1 1 1 1 39 44,446 AOA1I4N2B1 AOA1I4N2B1 345 -1,94 H#ZAHL!

9,86E+06 1,81E+07 1,33E+07 1,40E+07 4,60E+06 0,00E+00 0,00E+00 9,27E+04 0,00E+00 0,00E+00 >tr| AOA1I4N2X8 | AOA1I4N2X8_9PROT Nitrosomonas nitrosa Glucokinase 0 19,053 3,98E+07 5 2 2 2 1 10,2 36,272 AOA1I4N2X8 AOA1I4N2X8 346 3i2 0,34706
9,16E+05 1,44E+06 1,65E+06 6,86E+05 1,19E+06 5,24E+05 7,17E+05 1,29E+05 2,58E+05 0,00E+00 >tr| AOA1I4N348|AOA1I4N348_9PROT Nitrosomonas nitrosa Polyketide cyclase / dehydrase and lipid trans| 0 34,294 3,10E+08 11 4 4 4 3 27,9 19,103 AOA114N348;A0A1H3PHI3;A0A1G AOA1I4N348 347 4,17 0,03739
3,81E+07 4,37E+07 4,04E+07 3,70E+07 3,62E+07 1,83E+05 1,85E+05 8,95E+04 1,69E+05 1,78E+05 >tr|AOA114N3B7|AOA1I4N3B7_9PROT Nitrosomonas nitrosa Dimerisation domain-containing protein 0,0068143  5,9378| 4,54E+07 6 1 1 1 1 4,9 38,77 AOA1I4N3B7 AOA1I4N3B7 348 0,75 H#ZAHL!

3,57E+06 3,42E+06 1,65E+06 7,72E+05 2,37E+06 3,32E+05 2,53E+05 0,00E+00 3,20E+05 5,42E+05 >tr| AOA1I4N6P0O|AOA1I4N6PO_9PROT Nitrosomonas nitrosa Peptide methionine sulfoxide reductase MsrA 0 13,632 5,85E+07 6 1 1 1 1 8,7 25,865 AOA1I4N6PO AOA1I4N6PO 349 2,02 0,01050
1,35E+06 2,58E+06 2,32E+06 1,88E+06 1,86E+06 1,05E+06 1,16E+06 3,56E+05 1,42E+06 9,21E+05 >tr| AOA1I4NDH3 | AOA1I4NDH3_9PROT Nitrosomonas nitrosa Reactive intermediate/imine deaminase 0 323,31 6,98E+08 18 2 2 2 9 22,9 14,088 AOA1I4NDH3;Q82TN3;Q0AFT1;A0/AOA1I4NDH3;Q82TN3;Q0AFT1;A0A1I0 350 4,07 0,00055
4,60E+06 3,66E+06 3,45E+06 4,61E+06 4,85E+06 2,19E+06 2,83E+06 1,09E+06 1,99E+06 2,47E+06 >tr| AOALI4NES5|AOALI4NES5_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 38,082 1,77E+08 7 3 3 3 8 19,8 25,246 AOA1I4NESS5;A0A1145X72;A0A1I3K AOA1I4NESS5 351 -3,10 H#ZAHL!

7,55E+06 1,09E+07 8,16E+06 1,18E+07 4,52E+06 6,25E+07 5,54E+07 2,06E+07 3,01E+07 5,07E+07 >tr| AOA1I4NHR2 | AOA1I4NHR2_9PROT Nitrosomonas nitrosa Bacterial nucleoid protein Hbs 0 323,31 1,03E+09 16 2 2 2 4 30 9,1096 |AOA1I4NHR2;A0A1H3I10K1;A0A1HZ AOA1I4NHR2;A0A1H3I0K1;A0A1H3HVI 352 -0,83 0,00055
1,92E+07 2,45E+07 2,37E+07 1,24E+07 1,35E+07 1,02E+05 4,45E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4NHS8|AOA1I4NHS8_9PROT Nitrosomonas nitrosa Enoyl-[acyl-carrier-protein] reductase [NADH]| 0,0070671  6,0074| 7,20E+07 3 1 1 1 1 5 28,063 AOA1I4NHS8 AOA1I4NHS8 353 2,75 0,23999
1,67E+07 2,12E+07 1,65E+07 2,09E+07 1,23E+07 0,00E+00 3,02E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1I4NJF2|AOA1I4NJF2_9PROT Nitrosomonas nitrosa Ribose-5-phosphate isomerase A 0 27,36| 1,06E+08 7 1 1 1 1 8,7 23,332 AOA1I4NJF2 AOALI4NJF2 354 5,09 0,34675
8,07E+05 7,79E+05 5,02E+05 3,95E+05 1,23E+05 1,07E+05 8,73E+04 4,31E+04 5,65E+04 0,00E+00 | >tr| AOALI4NJN4|AOA1I4NINA_9PROT Nitrosomonas nitrosa D-alanine--D-alanine ligase 0 65713 1,23E+07 1 1 1 1 1 52 33,156 AOA1I4NJN4 AOALI4NIN4 355 0,40 0,01304
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,21E+06 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4NP32|AOA1I4NP32_9PROT Nitrosomonas nitrosa Thiosulfate sulfurtransferase 0 55,062 2,16E+08 6 1 1 1 1 12,7 16,612 AOA1I4NP32 AOA1I4NP32 356 4,23 #ZAHL!

1,69E+07 2,30E+07 8,44E+06 5,03E+06 1,55E+07 1,93E+05 1,18E+05 1,55E+05 0,00E+00 0,00E+00 >tr| AOA1I4NQJ8|AOA1I4NQJ8_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 14,167 2,13E+08 2 2 2 2 2 28,2 8,8851 AOA1I4NQJ8;A0A1H3I546 AOA1I4NQJ8;A0A1H3I546 357 7,83 0,04753
3,94E+05 4,41E+05 2,72E+05 3,84E+05 8,08E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOALI4NTE7|AOALIANTE7_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 152,16 8,01E+07 3 1 1 1 1 20,2 13,792 AOALI4NTE7 AOALI4NTE7 358 H#ZAHL! H#ZAHL!

1,18E+06 1,27E+06 9,39E+05 1,20E+06 8,00E+05 2,14E+05 1,38E+05 9,18E+04 1,61E+05 1,95E+05 >tr| AOA1I4NUJ8|AOA1I4NUI8_9PROT Nitrosomonas nitrosa Tryptophan--tRNA ligase 0,0036697 6,059 3,53E+07 2 1 1 1 1 3,5 45,494 | AOA1I4NUJ8 AOA1I4NUJ8 359 -0,12 0,00008
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,29E+06 1,82E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4NVP1|AOA1I4NVP1_9PROT Nitrosomonas nitrosa Cytochrome P460 0 219,76] 1,03E+09 12 4 4 4 8 29,3 19,675 AOA1I4NVP1;A0A1G8C1J4;A0A1H: AOALI4NVP1;A0A1G8C1I4;,A0A1H3Q1I 360 5,96 0,27555
1,46E+06 1,89E+06 1,38E+06 1,36E+06 4,73E+05 4,84E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1I4NWNG6 |AOALI4NWN6_9PROT Nitrosomonas nitrosa Cytochrome c553 0 23,126 8,55E+07 11 1 1 1 1 26,4 11,604 AOA1I4NWN6 AOA1I4NWN6 361 5,10 0,34669
9,88E+05 1,25E+06 1,53E+06 8,59E+05 7,42E+05 2,07E+06 0,00E+00 6,80E+05 0,00E+00 1,06E+06 >tr| AOALI4ANWU2|AOALI4ANWU2_9PROT Nitrosomonas nitrosa Heat shock protein Hsp20 0 7,0554| 8,00E+07 3 1 1 1 1 11,7 16,27 AOA1I4NWU2 AOALI4NWU2 362 0,70 0,08358
1,09E+06 8,63E+05 5,69E+05 5,57E+05 1,04E+06 2,67E+05 3,26E+05 1,30E+05 2,54E+05 3,02E+05 >tr| AOALI4NY11|AOA1I4NY11_9PROT Nitrosomonas nitrosa Probable cytosol aminopeptidase 0 12,576 4,08E+07 5 2 2 2 17 5,6 53,271 AOA1I4NY11;A0A1I4PHL2;A0A1I31IAOALI4NY11;A0A1I4PHL2;A0ALI3IUFS; 363 S8 H#ZAHL!

3,67E+06 8,13E+06 5,89E+06 4,71E+06 6,94E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4NY30|AOA1I4NY30_9PROT Nitrosomonas nitrosa Phosphoserine phosphatase 09,9486 1,13E+07 6 1 1 1 1 6,9 30,228 AOA1I4NY30 AOA1I4NY30 364 H#ZAHL! 0,00000
0,00E+00 1,62E+05 0,00E+00 1,06E+05 0,00E+00 3,27E+06 3,04E+06 1,43E+06 3,55E+06 3,78E+06 >tr| ADA114P0Q2| AOA1I14P0Q2_9PROT Nitrosomonas nitrosa Outer membrane protein (Porin) 0 33,599 3,35E+08 8 4 4 4 4 14,1 42,445  AOA114P0Q2;A0A1H3POB0O;A0ALGIAOA1I4P0Q2 365 -1,36 0,00009
6,36E+04 7,03E+04 4,44E+04 1,99E+04 3,33E+04 1,66E+05 1,17E+05 8,21E+04 1,18E+05 1,27E+05 >tr|AOA114P5Q9 | AOA114P5Q9_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 65519 1,16E+07 3 1 1 1 1 4,3 49,271 | ADA1I4P5Q9 AOA114P5Q9 366 H#ZAHL! H#ZAHL!

0,00E+00 0,00E+00 2,27E+05 0,00E+00 2,01E+05 2,96E+06 1,84E+06 1,26E+06 1,78E+06 0,00E+00 | >tr | AOA114P6M8 | AOA1I4P6M8_9PROT Nitrosomonas nitrosa Peptidyl-prolyl cis-trans isomerase 0,0068027  5,9362| 6,06E+08 2 1 1 1 1 7,1 16,718 AOA114P6MS AOA1I4P6MS 367 857 0,01148
1,41E+05 1,16E+05 8,01E+04 8,59E+04 1,68E+05 2,06E+06 2,19E+06 1,13E+06 1,18E+06 1,84E+06 >tr| AOA1I4P6X5| AOA1I4P6X5_9PROT Nitrosomonas nitrosa 30S ribosomal protein S2 0 37,373] 1,61E+08 15 2 2 2 1 13,6 27,161 AOA1I14P6X5 AOA1I4P6X5 368 -1,44 H#ZAHL!

1,64E+06 3,22E+06 1,97E+06 2,61E+06 8,36E+05 7,88E+06 4,83E+06 0,00E+00 3,86E+05 2,16E+05 >tr | AOA114P9J6 | AOA1I4P9J6_9PROT Nitrosomonas nitrosa Urease subunit gamma 0 21,055/ 5,00E+08 8 2 2 2 3 35 10,943 AOA114P9J6;A0A112DQY2;A0ATH8| AOA1I4P9J6;A0A112DQY2;A0ATH8RUA 369 2,70 0,13133
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 8,04E+05 9,15E+05 9,20E+05 6,62E+05 7,27E+04 >tr| AOA1I4PAT8| AOA1I4PAT8_9PROT Nitrosomonas nitrosa 4-hydroxy-tetrahydrodipicolinate synthase 0 15,513 1,95E+08 17 2 2 2 7 10,3 31,317 AOA1I4PAT8;A0A1I3HUS1;A0ATH3 AOA1I4PATS;A0A1I3HUS1;A0A1H3NXY 370 1,14 0,00269
4,11E+05 7,29E+05 4,26E+05 3,97E+05 3,44E+04 3,00E+06 2,14E+06 9,81E+05 6,98E+05 1,73E+06 >tr|AOA114PBG3|AOA1I4PBG3_9PROT Nitrosomonas nitrosa Cytochrome c peroxidase 0 323,31 1,91E+09 76 9 9 9 8 27,4 37,154 AOA114PBG3;A0A1H3N220;A0A1G AOA1I4PBG3 371 g1 0,00324
5,32E+05 2,97E+05 1,57E+05 6,92E+05 3,53E+05 2,44E+05 1,08E+05 7,82E+04 0,00E+00 1,82E+05 >tr| AOA114PBK4 |AOA1I4PBK4_9PROT Nitrosomonas nitrosa Beta-barrel assembly machine subunit BamC 0 64831 2,82E+07 1 1 1 1 1 4,2 42,699  AOA1I4PBK4 AOA1I4PBK4 372 -0,24 0,01979
1,42E+05 2,09E+05 1,58E+05 1,27E+05 1,12E+05 2,78E+05 2,96E+05 1,34E+05 2,74E+05 3,09E+05 >tr| ADA1I4PC75 | AOA1I4PC75_9PROT Nitrosomonas nitrosa Multicopper oxidase with three cupredoxin d¢ 0 27,957 6,41E+07 5 2 2 2 1 38 119,74 AOA114PC75 AOA1I4PC75 373 -1,71 0,00004
4,74E+05 7,08E+05 5,89E+05 2,75E+05 6,00E+05 1,85E+06 1,55E+06 2,34E+06 2,72E+06 2,24E+06 >tr| AOA1I4PHA3| AOA1I4PHA3_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 266,66 7,74E+08 31 4 4 4 1 11,4 64,688 AOA1I4PHA3 AOA1I4PHA3 374 1,01 0,00001
0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,27E+05 5,28E+05 6,11E+05 0,00E+00 8,93E+05 2,17E+06 >tr| AOA1I4PHL3 | AOA1I4PHL3_9PROT Nitrosomonas nitrosa Peptidase propeptide and YPEB domain-contg 0 13,685 7,10E+07 5 2 2 2 1 32 11,106 AOA1I4PHL3 AOA1I4PHL3 375 1,25 0,04905
0,00E+00 0,00E+00 4,42E+04 0,00E+00 1,60E+05 9,64E+04 1,19E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4PHR3 | AOA1I4PHR3_9PROT Nitrosomonas nitrosa Thioredoxin reductase 0 21,412 1,64E+07 3 2 2 2 16 13,9 33,856 AOA1I4PHR3;A0AIN6FVU3;A0A28(AOA1I4PHR3;A0AIN6FVU3;A0A286A9! 376 3,09 0,14432
4,56E+05 5,93E+05 3,04E+05 4,64E+05 1,87E+05 1,06E+05 9,10E+04 7,91E+04 8,80E+04 1,26E+05 >tr| AOA1I4PIMS5 | AOA1I4PIM5_9PROT Nitrosomonas nitrosa Phosphoenolpyruvate carboxylase 0 61185 3,48E+07 3 1 1 1 1 1,4 105,91 AOA1I4PIMS AOA1I4PIMS 377 -2,04 H#ZAHL!

0,00E+00 1,02E+08 3,70E4+07 4,66E+07 8,74E+07 1,07E+07 6,94E+06 4,83E+06 8,07E+06 8,07E+06 >tr| ADA114PJ22 | AOA1I4PJ22_9PROT Nitrosomonas nitrosa Uncharacterized conserved protein GlcG, DUF 0 139,21 4,41E+08 7 1 1 1 1 8,7 14,837 AOA114PJ22 AOA114PJ22 378 -0,14 H#ZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,31E+05 6,66E+04 3,12E+05 4,09E+04 4,28E+05 >tr| AOA1I4PJT6 | AOA1I4PIT6_9PROT Nitrosomonas nitrosa Arginine biosynthesis bifunctional protein Arg 0 53,242 1,76E+08 7 2 2 2 24 83 43,901 | AOA1I4PJT6;FOZIE6;A0A286A322;A A0A1I4PIT6;FOZIEE;A0A286A322;A0A2 379 2,64 0,01714
3,82E+06 4,64E+06 4,17E+06 5,07E+06 2,41E+06 1,33E+06 2,82E+06 9,62E+05 2,21E+06 3,23E+06 >tr| AOA1I4PKO5 | AOA1I4PK0O5_9PROT Nitrosomonas nitrosa ATP synthase gamma chain 0 106,38 2,96E+08 18 3 3 3 27 17,4 32,795 AOA1I14PKO05;A0A1G5SCT9;Q82XP3 AOA1I4PK05;A0A1G5SCT9;Q82XP9;Q0:! 380 -0,62 0,00117
5,62E+06 6,28E+06 0,00E+00 6,38E+06 0,00E+00 2,26E+06 2,33E+06 9,27E+05 2,21E+06 1,24E+06 >tr| AOA1I4PKL9 | AOA1I4PKL9_9PROT Nitrosomonas nitrosa ATP synthase subunit beta 0 32331 6,78E+08 27 6 6 2 9 22,7 50,04 AOA1I4PKL9;A0ATH3KSV7;A0A1I3)J AOA1I4PKLY;A0A1H3KSV7;A0A1I3JSMY 381 1,11 0,00029
4,78E+06 4,78E+06 4,63E+06 4,03E+06 4,65E+06 1,28E+06 2,43E+06 2,70E+05 1,52E+06 3,04E+06 >tr| ADA1I4PKQ9| AOA1I4PKQ9_9PROT Nitrosomonas nitrosa ATP synthase subunit alpha 0 233,99 4,08E+08 18 8 8 4 3 18,9 55,566 AOA114PKQ9;A0A1H3HC84;A0A1G AOA1I4PKQY;A0ATH3HC84;,A0A1G7Z2] 382 -0,62 0,00732
6,56E+06 4,91E+06 6,11E+06 4,05E+06 4,45E+06 0,00E+00 2,64E+05 0,00E+00 1,59E+05 1,32E+05 >tr| AOA1I4PKU5|AOA1I4PKU5_9PROT Nitrosomonas nitrosa ATP synthase epsilon chain 0 64501 1,56E+07 2 1 1 1 1 12,1 15,396 AOA1I4PKUS AOA1I4PKUS 383 2,59 0,05888
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 6,06E+05 0,00E+00 2,20E+06 1,71E+06 >tr|AOA1I4PRM3|AOA1I4PRM3_9PROT Nitrosomonas nitrosa Peptidyl-prolyl cis-trans isomerase 0 23538 8,29E+08 20 4 4 4 5 29,6 20,416 AOA1I4PRM3;A0A1I4N5T1;A0A1I3|AOALI4PRM3 384 4,28 0,07963
0,00E+00 1,04E+06 8,80E+05 1,09E+06 9,15E+05 0,00E+00 3,79E+05 2,22E+05 4,86E+05 7,32E+05 >tr| AOA1I4PRR2 | AOA1I4PRR2_9PROT Nitrosomonas nitrosa Tryptophan synthase alpha chain 0  6,6373| 2,00E+07 2 1 1 1 1 6,6 28,804 AOA1I4PRR2 AOA1I4PRR2 385 H#ZAHL! H#ZAHL!

1,12E+05 1,26E+05 0,00E+00 0,00E+00 0,00E+00 2,20E+05 1,02E+05 0,00E+00 0,00E+00 0,00E+00 >tr | AOA114PS30|AOA1I4PS30_9PROT Nitrosomonas nitrosa Peptidyl-prolyl cis-trans isomerase 07,1459 1,76E+07 3 1 1 1 1 10,4 17,835 AOA114PS30 AOA1I4PS30 386 3,02 0,17834
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,29E+05 0,00E+00 4,25E+05 1,29E+06 >tr| AOA1I4PSA3|AOA1I4PSA3_9PROT Nitrosomonas nitrosa 0-succinylhomoserine sulfhydrylase 0 88959 5,90E+07 5 1 1 1 1 6,4 41,831 ADA1I4PSA3 AOA1I4PSA3 387 -1,68 H#ZAHL!

2,71E+07 3,18E+07 2,30E+07 2,20E+07 2,68E+07 4,00E+04 0,00E+00 4,39E+05 0,00E+00 5,59E+05 >tr| AOA1I4PT58| AOA1I4PT58_9PROT Nitrosomonas nitrosa 3-isopropylmalate dehydrogenase 0 20,923 1,66E+08 6 3 3 3 10 12,7 38,028 AOA1I4PT58;A0A114N588;A0A1I13C AOALI4PTS8 388 2,89 0,12376
4,45E+05 6,19E+05 6,15E+05 3,69E+05 0,00E+00 0,00E+00 2,73E+05 0,00E+00 0,00E+00 1,89E+05 >tr| AOA1I4PUA9| AOA1I4PUAS_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 15,469 2,41E+07 2 2 2 2 5 14,3 17,167 AOA114PUAS;A0A1I3IMI9;A0A1G8IAOALI4PUA9;A0A1I3IMI9;A0A1G8COJE 389 2,26 H#ZAHL!

5,29E+04 4,84E+04 4,46E+04 3,13E+04 4,78E+04 2,17E+07 1,46E+07 9,13E+06 1,43E+07 1,30E+07 >tr| AOA1I4PWRO|AOA1I4PWRO_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 185,02 2,71E+09 58 3 3 3 1 25 18,368 AOA1I4PWRO AOA1I4PWRO 390 1,87 0,00010
2,16E+07 2,19E+07 1,56E+07 1,49E+07 1,42E+07 0,00E+00 1,62E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4PXB7 | AOA1I4PXB7_9PROT Nitrosomonas nitrosa NAD(P)H dehydrogenase (quinone) 0 19,104 2,55E+08 6 2 2 2 1 21,5 21,241 AOA114PXB7 AOA1I4PXB7 391 7,44 H#ZAHL!

2,90E+06 2,23E+06 0,00E+00 1,76E+06 1,48E+06 0,00E+00 1,70E+06 6,29E+06 0,00E+00 8,12E+06 >tr| AOA1I4PXN1|AOA1I4PXN1_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 100,25 3,37E+09 18 2 2 2 1 17 15,964 AOA1I4PXN1 AOA1I4PXN1 392 4,85 0,09142
3,77E+06 4,75E+06 3,22E+06 4,14E+06 3,06E+06 4,42E+05 1,93E+05 0,00E+00 0,00E+00 0,00E+00 >tr| ADA114PXQ7| AOA1I4PXQ7_9PROT Nitrosomonas nitrosa WD40-like Beta Propeller Repeat 0 35948 1,05E+08 7 2 2 2 5 10,7 39,319 AOA114PXQ7;A0A1HIGFY6;A0A0S: AOA1I4PXQ7;A0ATHIGFY6;A0A0S3AH| 393 3,81 0,18322
3,09E+07 1,97E+07 1,13E+07 5,39E+07 6,11E+06 2,46E+06 6,82E+05 1,90E+06 1,90E+06 3,25E+06 >tr| AOA1I4PYC6|AOA1I4PYC6_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 17,244 1,19E+08 4 3 3 3 6 19,3 23,753 AOA114PYC6;A0A1G5SBM3;A0A1G AOA1I4PYCE;A0A1G5SBM3;A0A1G7YB) 394 -1,75 0,00126
5,34E+06 5,15E+06 5,04E+06 7,14E+06 9,74E+06 7,01E+06 4,13E+06 2,27E+06 4,97E+06 5,47E+06 >tr| AOA114PZ40| AOA1I14PZ40_9PROT Nitrosomonas nitrosa Succinate--CoA ligase [ADP-forming] subunit k 0 108,61 8,38E+08 52 6 6 6 29 25,2 42,497 |AOA114PZ40;A0A1H3GNT2;A0A1G A0A1I4PZ40;A0A1H3GNT2;A0A1G7YC| 395 -0,92 0,00029
2,95E+06 2,69E+06 2,73E+06 2,69E+06 5,58E+06 0,00E+00 0,00E+00 0,00E+00 1,01E+06 7,96E+05 >tr| AOA1I4PZRO|AOA1I4PZRO_9PROT Nitrosomonas nitrosa 6,7-dimethyl-8-ribityllumazine synthase 0 52,05 3,38E+07 2 1 1 1 1 10,1 16,756 AOA1I14PZRO AOA1I4PZRO 396 1,46 H#ZAHL!

1,68E+05 2,39E+05 1,84E+05 2,22E+05 1,94E+05 0,00E+00 3,67E+05 0,00E+00 8,15E+04 3,11E+05 >tr|ADA114Q279|A0A114Q279_9PROT Nitrosomonas nitrosa Heat shock protein Hsp20 0 22,395 7,60E+06 5 3 3 3 1 28,2 19,388 A0DA114Q279 AOA114Q279 397 H#ZAHL! H#ZAHL!

5,68E+06 4,01E+06 3,43E+06 3,29E+06 5,50E+06 2,38E+06 0,00E+00 1,84E+06 1,15E+06 1,52E+06 >tr|AOA114Q2E0|AOA114Q2E0_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 11,221 2,23E+08 4 2 2 2 1 14,5 18,293 A0A1I4Q2E0 AOA1I4Q2E0 398 1,61 0,00867
1,51E+07 1,43E+07 1,81E+07 1,81E+07 1,67E+07 7,38E+06 7,12E+06 4,21E+06 5,97E+06 5,65E+06 >tr| AOA114Q3H1|AOA1I4Q3H1_9PROT Nitrosomonas nitrosa Carboxyl-terminal processing protease 0 182,95 1,54E+09 32 6 6 6 23 18,1 51,606 AOA114Q3H1;A0A1H3HZH2;A0A1H AOA114Q3H1;A0ATH3HZH2;A0A1H2TL 399 -0,19 0,00001
8,85E+06 6,95E+06 8,34E+06 8,56E+06 6,22E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA114Q3T6|A0A114Q3T6_9PROT Nitrosomonas nitrosa Putative exosortase-associated protein, TIGR( 0 67796 1,96E+07 2 1 1 1 1 13,4 13,626 AOA114Q3T6 AOA114Q3T6 400 H#ZAHL! H#ZAHL!

7,58E+06 2,57E+07 2,18E+06 3,55E+06 2,17E+06 1,87E+06 0,00E+00 4,29E+05 0,00E+00 9,67E+05 >tr| AOA1I4QAY2|AOA1I4QAY2_9PROT Nitrosomonas nitrosa Glutaredoxin 0 153,98 1,21E+08 22 1 1 1 1 20,2 11,664 AOA1I4QAY2 AOA1I4QAY2 401 g1 0,10116
2,73E+05 3,77E+05 2,28E+05 3,50E+05 3,68E+05 3,13E+06 2,95E+06 2,11E+06 2,67E+06 4,29E+06 >tr| AOA114QB85|ADA114QB85_9PROT Nitrosomonas nitrosa 5-methyltetrahydropteroyltriglutamate--hom 0 32331 1,43E+09 25 3 3 3 1 53 86,39 |A0A114QB85 AOA114QB85 402 0,19 0,00003
1,66E+06 2,39E+06 1,33E+06 1,53E+05 1,90E+06 1,11E+05 6,66E+04 0,00E+00 8,79E+04 0,00E+00 >tr| ADA114QC07| AOA114QC07_9PROT Nitrosomonas nitrosa Histidinol-phosphate aminotransferase 0 15,179 3,80E+07 2 1 1 1 1 5,4 41,069 ADA114QC07 AOA114QC07 403 2,46 0,04814
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,91E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| ADA114QG95 | AOA114QG95_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 25,009 1,55E+08 8 2 2 2 1 43,4 10,418 AODA114QG95 AOA114QG95 404 5,58 0,34666
3,69E+06 1,81E+06 2,41E+06 2,45E+06 3,20E+06 5,41E+05 3,72E+05 0,00E+00 9,47E+04 3,12E+05 >tr| ADA114QI56 | AOA114QI56_9PROT Nitrosomonas nitrosa Small metal-binding protein 0 224,42 4,90E+08 16 5 5 5 1 30,2 12,576 AOA114QI56 AOA1l4QI56 405 5198} 0,02645
5,03E+06 5,73E+06 3,41E+06 6,37E+06 3,65E+06 3,10E+06 3,46E+06 8,53E+05 1,25E+06 1,77E+06 >tr| AOA114QKP9|AOA114QKP9_9PROT Nitrosomonas nitrosa Peptidylprolyl isomerase 0 134,19 1,19E+09 21 2 2 2 3 9,1 29,266 AO0A114QKP9;A0A114QR82;A0A0F7 AOA114QKP9;A0A1I4QR82;A0A0F7KHJ 406 2,72 0,00356
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,52E+06 1,77E+06 0,00E+00 1,57E+06 1,71E+06 >tr|AOA114QLM4|AOA1I4QLM4_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 10,907 3,09E+08 3 1 1 1 1 9 10,895 AOAll4QLM4 AOAll4QLM4 407 4,49 H#ZAHL!

1,98E+07 2,31E+07 2,31E+07 1,29E+07 1,56E+06 7,20E+05 4,47E+05 2,94E+05 4,16E+05 0,00E+00 >tr|ADA114QLQ4|ADA114QLQ4_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 40,768 5,57E+08 12 5 5 5 1 29,4 24,456 AOAll4QLQ4 AOAll4QLQ4 408 4,84 0,01236
3,25E+05 4,13E+05 4,52E+05 3,56E+05 3,09E+05 4,26E+07 1,06E+07 1,15E+07 7,51E+06 1,02E+07 >tr| AOA114QQM3 | AOA114QQM3_SPROT Nitrosomonas nitrosa 50 ribosomal protein L22 0 119,62 7,78E+08 23 2 2 2 1 31,8 11,968 AOAll4QQM3 AOAll14Q0M3 409 -0,80 0,03633
1,82E+07 1,79E+07 6,47E+06 1,90E+07 2,11E+07 3,96E+06 4,15E+06 3,49E+06 2,76E+06 3,82E+06 >tr|ADA114QQZ1|ADA114QQZ1_9PROT Nitrosomonas nitrosa 50 ribosomal protein L14 0 9,106 2,63E+08 22 1 1 1 1 13,9 13,081 A0OAll4QQ7Z1 AOAll4QQZ1 410 -0,30 0,00000
4,05E+05 4,56E+05 2,27E+05 3,39E+05 2,84E+05 0,00E+00 1,75E+06 0,00E+00 0,00E+00 0,00E+00 >tr| AOA114QR84|AOA114QR84_9PROT Nitrosomonas nitrosa 50S ribosomal protein L6 0 14,085 9,51E+07 3 1 1 1 1 7,9 19,449 AOA1I4QR84 AOA1I4QR84 411 1,98 H#ZAHL!

2,44E+05 7,31E+05 4,67E+05 2,24E+05 1,67E+05 3,02E+06 0,00E+00 1,66E+06 0,00E+00 4,00E+06 >tr| AOA114QR97|ADA1I4QR97_9PROT Nitrosomonas nitrosa 508 ribosomal protein L23 0 6,3133] 1,30E+08 7 1 1 1 1 11,7 12,787 AOA114QR97 AOA1I4QR97 412 0,18 0,06181
5,25E+05 5,13E+05 2,94E+05 0,00E+00 2,50E+05 8,89E+06 7,42E+06 2,60E+06 6,37E+06 5,78E+06 >tr| AOA1I14QRKO|AOA1I4QRKO_9PROT Nitrosomonas nitrosa 508 ribosomal protein L15 0 258,3| 3,98E+08 8 2 2 2 5 18,9 15,725 AOA1I4QRK0;B1Y8B8;Q82X73;A0A AOA1I4QRK0;B1Y8B8;Q82X73;A0A117) 413 -0,27 H#ZAHL!

0,00E+00 6,57E+06 8,24E+06 5,83E+06 2,09E+06 1,02E+06 0,00E+00 0,00E+00 5,96E+05 0,00E+00 >tr| AOA1I14QRK9|AOA1I4QRK9_9PROT Nitrosomonas nitrosa 50 ribosomal protein L30 0 192,33 5,48E+07 5 1 1 1 1 31,1 6,8051 AOA1I4QRK9 AOA1I4QRK9 414 3,99 0,16081
1,09E+06 2,14E+06 1,17E+06 1,39E+06 1,47E+06 5,31E+06 6,13E+06 3,02E+05 4,00E+06 1,12E+06 >tr|AOA114QS20|A0A114QS20_9PROT Nitrosomonas nitrosa 308 ribosomal protein S4 0 59,349 2,71E+08 11 3 3 3 1 23,1 20,805 A0A114QS20 AO0A114QS20 415 -1,12 0,01859
0,00E+00 3,35E+05 0,00E+00 0,00E+00 2,93E+05 4,47E+06 5,90E+05 4,54E+06 4,30E+06 9,53E+05 >tr| ADA114QT32|A0A114QT32_9PROT Nitrosomonas nitrosa DNA-directed RNA polymerase subunit alpha 0 16,937 3,22E+08 7 2 2 2 1 8,4 36,812 A0A114QT32 AOA114QT32 416 -2,29 0,01086
9,36E+05 8,18E+05 6,62E+05 7,28E+05 8,79E+05 2,67E+05 3,42E+05 1,55E+05 0,00E+00 2,26E+05 >tr| ADA114QTI5 | AOA114QTI5_9PROT Nitrosomonas nitrosa L-threonine synthase 06,4557 6,43E+07 4 1 1 1 1 3,4 52,716 AOA114QTIS AOA114QTIS 417 0,77 0,00922
9,23E+06 4,78E+06 1,25E+07 4,24E+06 4,53E+06 9,72E+05 1,43E+06 2,92E+05 1,25E+06 8,60E+05 >tr| AOA1I4R1A5|AOA1I4R1A5_9PROT Nitrosomonas nitrosa Pyridoxal phosphate homeostasis protein 0 323,31 3,47E+08 11 3 3 3 8 20,2 26,294 AOA1I4R1AS5;A0A1I4KTR3;A0A1I3HAOALI4R1AS 418 2,19 0,00115
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,33E+06 3,25E+06 1,78E+06 2,92E+06 3,50E+06 >tr| AOA114R245 | AOA1I4R245_9PROT Nitrosomonas nitrosa Carbonic anhydrase 0 29,197 2,91E+08 9 2 2 2 1 12,3 28,891 AOA1l14R245 AOA1I4R245 419 1,42 0,00006
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,25E+06 2,24E+06 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4R2C3|AOA1I4R2C3_9PROT Nitrosomonas nitrosa Uncharacterized conserved protein 0 55,373 6,55E+07 3 1 1 1 1 9,3 17,666 AOA1I4R2C3 AOA1I4R2C3 420 0,12 H#ZAHL!

8,61E+06 1,17E+07 8,08E+06 2,07E+07 1,33E+07 5,92E+06 3,93E+06 2,98E+06 5,16E+06 6,35E+06 >tr| AOA1I4RGD5 | AOA1I4RGD5_9PROT Nitrosomonas nitrosa Glutamate dehydrogenase 0 32331 9,28E+08 40 3 3 3 14 12,8 48,543 | AOA1I4RGD5;A0A114T2L4;A0A1H3 AOA1I4RGD5;A0A114T2L4;A0A1H3IW3 421 -1,67 0,00005
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,14E+05 5,81E+05 0,00E+00 7,67E+04 0,00E+00 >tr | AOA1I4RHLI | AOA1I4RHL9_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 34,808 7,60E+08 8 3 3 3 1 9,3 60,081 AOA1I4RHL9 AOA1I4RHL9 422 4,74 0,11358
9,27E+05 1,02E+06 9,02E+05 8,41E+05 6,81E+05 8,34E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA1I4R)37|AOA1I4RI37_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 63056 1,07E+08 2 1 1 1 1 11 12,993 AOA1I4RI37 AOA1I4RI37 423 7,32 0,34718
3,93E+06 6,67E+06 4,65E+06 5,14E+06 2,63E+06 6,94E+05 5,89E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4RR17|AOA1I4RR17_9PROT Nitrosomonas nitrosa 50S ribosomal protein L9 0 14,412 9,67E+07 3 2 2 1 1 18,5 16,331 AOA1I4RR17 AOA1I4RR17 424 2,71 0,14307
1,13E+05 9,48E+04 9,45E+04 1,20E+05 0,00E+00 3,99E+05 9,26E+05 1,20E+05 3,80E+05 1,02E+05 >tr| AOA1I4RSAS5 | AOA1I4RSA5_9PROT Nitrosomonas nitrosa Probable glycine dehydrogenase (decarboxyla 0 23,223| 6,18E+07 7 3 3 3 10 10,4 53,109 AOA1I4RSAS5;A0A1I4QHC8;A0A1I31 AOA1I4RSAS 425 -3,24 #ZAHL!

2,18E+07 2,70E+07 2,58E+07 3,12E+07 2,26E+07 8,64E+05 8,15E+05 3,49E+05 3,45E+05 7,78E+05 >tr| AOA1I4RSB1|AOA1I4RSB1_9PROT Nitrosomonas nitrosa Polyribonucleotide nucleotidyltransferase 0 31,994 1,07E+08 8 3 3 3 19 6,4 76,886 AOA1I4RSB1;A0A1H3MGYS;A0A1I4AOA1I4RSB1 426 -2,88 #ZAHL!

1,04E+07 1,10E+07 1,18E+07 9,62E+06 4,98E+06 0,00E+00 5,24E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4RSK1|AOA1I4RSK1_9PROT Nitrosomonas nitrosa Glycine cleavage system H protein 0 9,759| 5,80E+07 2 1 1 1 1 15,5 14,153 AOA1I4RSK1 AOA1I4RSK1 427 3,89 #ZAHL!

1,55E+07 0,00E+00 0,00E+00 1,06E+07 8,84E+06 7,04E+04 0,00E+00 6,17E+04 0,00E+00 0,00E+00 >tr| AOA1I4RVS7 | AOA1I4RVS7_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 10,678 5,03E+07 1 1 1 1 1 83 13,648 AOA1I4RVS7 AOA1I4RVS7 428 5,96 #ZAHL!

0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 3,17E+06 3,05E+06 4,25E+05 1,17E+06 8,09E+05 | >tr| ADA11452G6 | AOA1I452G6_9PROT Nitrosomonas nitrosa Tyrosinase 0 323,31 8,46E+08 18 5 5 5 5 18,5 53,507 A0A11452G6;A0A285BUS8;A0A1I3|A0A1I4S2G6 429 2,47 0,01750
1,25E+06 0,00E+00 0,00E+00 1,13E+06 0,00E+00 1,57E+08 1,21E+08 5,30E+07 1,02E+08 1,54E+08 >tr| AOA1145356 | AOA1145356_9PROT Nitrosomonas nitrosa Nitrosocyanin 0 323,31 1,06E+10 84 5 5 5 7 50,7 14,701 AOA1145356;A0A1H3P5Q5;A0A1G{AOA1145356,A0A1H3P5Q5;A0A1G8GNV 430 0,66 0,00028
0,00E+00 5,56E+06 0,00E+00 7,26E+06 5,39E+06 1,06E+06 8,76E+05 8,85E+05 1,32E+06 2,09E+06 >tr| AOA1I4S4N1|AOA1I4S4N1_9PROT Nitrosomonas nitrosa protein TolB 0 15,757 1,49E+08 7 2 2 2 1 7,1 47,924 AOA1I4S4N1 AOA1I4S4N1 431 H#ZAHL! #ZAHL!

2,84E+06 1,41E+07 1,23E+07 2,04E+07 7,20E+06 3,75E+06 5,67E+06 1,16E+06 3,09E+06 3,78E+06 >tr| AOA1I4SED1|AOA1I4SED1_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 6,453 3,20E+08 6 1 1 1 1 20 7,8238 AOA1I4SED1 AOA1I4SED1 432 1,84 0,00133
0,00E+00 7,14E+05 5,78E+05 1,46E+05 0,00E+00 0,00E+00 2,48E+05 1,39E+05 2,05E+05 1,92E+05 >tr|AOALI4SEJ1|AOA1I4SEJ1_9PROT Nitrosomonas nitrosa Phosphoglycolate phosphatase 0 54,765 4,82E+07 4 1 1 1 1 7 26,804 AOALI4SEJ1 AOA1LI4SEJ1 433 1,39 0,00645
6,02E+07 7,77E+07 4,01E+07 4,83E+07 3,94E+07 4,46E+06 3,63E+06 2,83E+06 2,25E+06 3,21E+06 >tr| AOA1I4SEQ6|AOA1I4SEQ6_9PROT Nitrosomonas nitrosa 4-cresol dehydrogenase (Hydroxylating) 0 286,02| 1,39E+09 53 6 6 6 1 21,2 56,977 AOA1I4SEQ6 AOA1I4SEQ6 434 1,34 0,00002
1,19E+06 1,43E+06 8,99E+05 0,00E+00 8,87E+05 8,95E+04 7,25E+04 2,67E+04 0,00E+00 0,00E+00 | >tr| AOA1I4SF10|AOA1I4SF10_9PROT Nitrosomonas nitrosa Aldehyde dehydrogenase (NAD+) 0,0018727 6,101 5,14E+06 2 1 1 1 1 4,8 54,257 AOA1I4SF10 AOA1I4SF10 435 -1,75 H#ZAHL!




9,93E+06 1,16E+07 9,99E+06 9,62E+06 8,17E+06 7,92E+05 5,05E+05 1,36E+05 4,51E+05 4,91E+05 >tr| AOA1I4SFT1|AOA1I4SFT1_9PROT Nitrosomonas nitrosa Enolase 0 205,35/ 1,08E+08 6 3 3 1 16 12,6 46,084 | AOA1I4SFT1;A0A1H3M6M7;A0A1CAOALI4SFT1;A0A1H3MEM7;A0A1GS8EK 436 0,87 0,00184
1,39E+07 1,63E+07 1,32E+07 1,93E+07 1,62E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4SH39|AOA1I4SH39_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 77,49 9,98E+07 5 1 1 1 1 52 35,437 AOA1I4SH39 AOA1I4SH39 437|  #ZAHL! 0,00000
3,59E+07 3,55E+07 4,29E+07 3,77E+07 3,45E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I4SHM7|AOA1I4SHM7_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 14,739 1,02E+08 7 2 2 2 1 14,8 22,322 | A0A1I4SHM7 AOA1I4SHM7 438 #ZAHL! 0,00000
7,01E+07 1,10E+08 1,04E+08 4,58E+07 9,84E+07 9,44E+04 2,52E+05 9,60E+04 1,22E+05 1,68E+05 >tr| AOA1I4SKM8|AOA1I4SKM8_9PROT Nitrosomonas nitrosa Nucleoid-associated protein SAMN05421880_| 0 14,442 9,15E+07 6 2 2 2 15 25,9 11,834 AOA1I4SKM8;Q82X61;Q0AIG3;A0A AOA1I4SKM8;Q82X61;Q0AIG3;A0AINE 439 4,07 0,00112
1,27E+07 1,71E+07 2,47E+07 1,60E+07 1,10E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA114SMD8| AOA114SMD8_9PROT Nitrosomonas nitrosa TIGR01244 family protein 0 98,337 6,54E+07 7 1 1 1 1 14,3 18,937 |A0A114SMD8 AOA114SMD8 440  #ZAHL! 0,00000
1,34E+07 1,30E+07 6,24E+06 5,80E+06 0,00E+00 6,54E+05 4,76E+05 0,00E+00 0,00E+00 0,00E+00 >tr| ADA114SQP5|AOA114SQP5_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 323,31 2,27E+08 6 1 1 1 1 12,4 18,435 AOA1l14sQP5 AOA1145QP5 441 5,02 0,14821
4,96E+05 3,13E+05 0,00E+00 0,00E+00 0,00E+00 4,85E+06 4,85E+06 1,36E+07 1,33E+07 6,32E+06 >tr| AOA1I4SRA2 | AOA1I4SRA2_9PROT Nitrosomonas nitrosa Bacterioferritin 0 222,38 5,72E+08 12 2 2 2 1 16,9 18,029 AOA1I4SRA2 AOA1I4SRA2 442 -1,05 0,00269
3,38E+06 5,18E+06 2,85E+06 4,06E+06 1,64E+06 0,00E+00 7,36E+05 0,00E+00 0,00E+00 0,00E+00 | >tr | ADA114ST52 | AOA1I4ST52_9PROT Nitrosomonas nitrosa Pyrroline-5-carboxylate reductase 0 73197 5,17E+07 3 1 1 1 1 6,3 28,367 AOA1I4ST52 AOA1I4ST52 443 2,77 0,34666
5,69E+05 6,73E+05 6,89E+05 6,86E+05 8,63E+05 3,56E+06 1,82E+06 7,63E+05 2,66E+06 2,29E+06 >tr| ADA1I4STI8| AOA1I4STI8_9PROT Nitrosomonas nitrosa OmpA-OmpF porin, OOP family 0 54,033] 9,94E+08 11 3 3 3 1 17,8 25,966 AOA1I4STI8 AOA1I4STI8 444 2,43 0,00135
4,37E+06 2,70E+06 2,53E+06 2,85E+06 1,59E+06 1,17E+07 6,36E+06 9,15E+06 4,05E+06 5,49E+06 >tr| AOA1I4SWH2 | AOA1I4SWH2_9PROT Nitrosomonas nitrosa Cytochrome c553 0 87,536 6,08E+08 25 4 4 4 1 20,8 23,395 AOA1I4SWH2 AOALI4SWH2 445 0,45 0,00068
1,22E+07 2,51E+07 2,00E+07 9,20E+06 4,24E+06 5,92E+05 3,98E+05 1,02E+05 3,97E+05 4,80E+05 >tr| AOA1I4SXI1| AOA1I4SXI1_9PROT Nitrosomonas nitrosa Iron(lll) transport system substrate-binding pr 0 142,93| 1,70E+08 6 2 2 2 11 7,7 37,568 AOA114SX11;A0A0S3ANM4;F9ZKL2; AOA1I4SXI1;A0A0S3ANM4;FOZKL2;F8G 446 2,02 0,00127
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,24E+06 1,78E+06 1,36E+06 1,07E+06 8,52E+05 >tr| AOA114SYWO|AOA114SYWO_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 107,4] 4,61E+08 19 3 3 3 1 55 72,973 AOA1I4SYWO AOA1I4SYWO 447 -0,11 0,00004
3,06E+05 7,41E+05 4,26E+05 6,48E+05 0,00E+00 6,41E+05 8,01E+05 3,37E+05 4,51E+05 1,04E+06 >tr|AOA1I4TA78|AOA1I4TA78_9PROT Nitrosomonas nitrosa 50S ribosomal protein L25 0 12,729 3,63E+08 6 2 2 2 1 12,9 22,011 AOA1I4TA78 AOALI4TA78 448 3,18 0,00080
7,87E+06 8,82E+06 8,56E+06 7,43E+06 8,89E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOA1I4TRL2 | AOA1I4TRL2_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 65762 3,30E+07 3 1 1 1 1 18,8 9,7539 |AOA1I4TRL2 AOALI4TRL2 449|  H#ZAHL! 0,00000
3,11E+07 5,66E+07 8,97E+07 2,12E+07 4,30E+07 1,32E+07 9,76E+06 7,68E+06 1,05E+07 1,06E+07 >tr|AOA1I4TRU7|AOA1I4TRU7_9PROT Nitrosomonas nitrosa 508 ribosomal protein L19 0 83,126 1,36E+09 46 3 3 3 19 30,2 14,591 AOA1I4TRU7;B1YOH8;A0A1I0BWO: AOALI4TRU7 450 1,46 0,00000
1,28E+07 2,27E+07 6,00E+06 1,44E+07 0,00E+00 6,01E+05 4,00E+05 1,80E+05 0,00E+00 2,58E+05 >tr| ADA114TS02 | AOA114TS02_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 41,158 6,28E+07 9 2 2 2 1 23,4 18,554 AOA114TS02 AOA1I4TS02 451 1,75 0,02194
1,12E+07 1,34E+07 9,76E+06 1,92E+07 5,63E+06 0,00E+00 1,29E+05 0,00E+00 0,00E+00 0,00E+00 | >tr | ADA114TS45 | AOA1I4TS45_9PROT Nitrosomonas nitrosa Predicted O-methyltransferase YrrM 06,3343 3,02E+07 1 1 1 1 1 10 25,914 AOA114TS45 AOA1I4TS45 452 3,98 0,34692
2,49E+07 2,95E+07 2,31E+07 2,43E+07 2,86E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOA1I4TSX0|AOA1I4TSX0_9PROT Nitrosomonas nitrosa Uncharacterized protein 07,7216 6,17E+07 5 1 1 1 1 16,9 13,407 AOA1I4TSX0 AOA1I4TSX0 453  #ZAHL! H#ZAHL!
1,54E+06 2,77E+06 5,32E+05 3,62E+05 0,00E+00 2,19E+07 1,51E+07 1,10E+07 1,52E+07 2,18E+07 | >tr| AOA1I4TUX8 | ADA1I4TUX8_9PROT Nitrosomonas nitrosa Cytochrome ¢ 0 323,31 6,41E+09 46 2 2 2 1 36,5 10,9 AOA1I4TUX8 AOA1I4TUX8 454 858 0,00004
2,58E+06 2,80E+06 2,00E+06 2,68E+06 1,65E+06 3,89E+05 2,79E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOALI4TVE9 |AOA1I4TVE9_9PROT Nitrosomonas nitrosa Thiol:disulfide interchange protein 0 65843 2,28E+07 1 1 1 1 1 57 24,31 AOA1I4TVES AOALI4TVE9 455 1,27| #ZAHL!
2,87E+05 3,89E+05 2,75E+05 3,59E+05 2,15E+05 0,00E+00 6,15E+05 8,97E+05 4,58E+05 3,45E+05 >tr| AOA1I4TW74 | AOA1I4TW74_9PROT Nitrosomonas nitrosa Maf-like protein SAMN05421880_13521 0 10,818 2,08E+07 3 1 1 1 1 9,7 22,885 A0A1I4TW74 AOA1I4TW74 456| #ZAHL! H#ZAHL!
1,44E+07 1,51E+07 8,49E+06 7,79E+06 6,11E+06 3,90E+06 7,04E+06 2,31E+06 1,37E+07 6,98E+06 >tr| ADA1I4TY40|AOA1I4TY40_9PROT Nitrosomonas nitrosa protein required for attachment to host cells 0 323,31 1,84E+09 7 1 1 1 1 17,2 16,363 AOA1I4TY40 AOA1I4TY40 457 3,01| #ZAHL!
0,00E+00 0,00E+00 1,06E+06 2,30E+05 9,29E+05 0,00E+00 7,98E+04 0,00E+00 9,71E+04 0,00E+00 | >tr| ADALI4TYV7 |AOA1I4TYV7_9PROT Nitrosomonas nitrosa Superoxide dismutase 0 42,491 7,49E+07 1 2 2 1 1 14,2 23,369 AOA1I4TYV7 AOALI4TYV7 458 4,98 0,14406
1,32E+07 2,67E+07 2,61E+07 1,72E+07 3,47E+06 2,25E+05 9,11E+04 3,22E+04 0,00E+00 0,00E+00 >tr|ADA114U3C2|A0A114U3C2_9PROT Nitrosomonas nitrosa Aspartyl/glutamyl-tRNA(Asn/GlIn) amidotransi 0 13,708 4,76E+07 4 2 2 2 20 6,9 53,032 AOA114U3C2;A0A114DAZ8;F9Z))3;F AOA114U3C2;A0A114DAZ8;F9Z)I3;F8GL 459 1,83| #ZAHL!
4,32E+05 3,26E+05 4,18E+05 5,18E+05 4,08E+05 7,03E+04 9,56E+04 0,00E+00 0,00E+00 1,15E+05 >tr| AOA1I4U3F4|AOA1I4U3F4_9PROT Nitrosomonas nitrosa NAD(P)-dependent dehydrogenase, short-cha 0 46,23| 2,18E+08 16 3 3 3 1 18,5 25,39 AOA1I4U3F4 AOA1I4U3F4 460 557 0,04759
7,48E+07 1,44E+08 6,17E+07 8,89E+07 1,06E+08 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA114U7U5|AOA1I4U7U5_9PROT Nitrosomonas nitrosa Ankyrin repeat 0 14,808 2,52E+07 3 2 2 2 1 15,2 31,365 AOA1I4U7U5 AOA114U7U5 461  #ZAHL! #ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|ADA114U8U2|A0A1I4U8U2_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 40,469 1,99E+07 1 1 1 1 1 17 16,985 A0A114U8U2 AOA114U8U2 462  #ZAHL! #ZAHL!
7,A1E+06 5,92E+06 9,35E+06 5,47E+06 1,27E+07 1,98E+06 9,19E+05 1,39E+06 1,19E+06 1,64E+06 >tr|AOA114U9Y0|AOA1I4U9YO_SPROT Nitrosomonas nitrosa Translation initiation factor IF-3 0,0067797 5,9339| 7,12E+07 1 1 1 1 1 73 20,364 AOA114U9Y0 AOA114U9Y0 463  #ZAHL! H#ZAHL!
7,31E+05 6,14E+05 0,00E+00 0,00E+00 0,00E+00 2,98E+06 1,03E+07 8,02E+06 1,17E+07 3,66E+06 >tr| AOA114UICO|ADA1I4UICO_9PROT Nitrosomonas nitrosa 50S ribosomal protein L1 0 92,089 1,48E+09 20 5 5 4 14 26,8 24,384 AOA114UIC0;A0A117J9H2;A0A1G5S AOA1I4UICO 464 0,75 0,00297
1,59E+05 3,23E+05 2,27E+05 3,99E+05 1,75E+05 2,00E+05 3,20E+05 0,00E+00 0,00E+00 2,07E+05 >tr| AOA1I4UIE1| AOA1I4UIE1_9PROT Nitrosomonas nitrosa 50 ribosomal protein L10 0 10,731 9,10E+06 1 1 1 1 1 18,1 18,573 AOA1I4UIEL AOA1I4UIEL 465 -1,99|  #ZAHL!
3,51E+05 1,05E+06 7,54E+05 5,53E+05 0,00E+00 7,04E+04 1,64E+05 6,86E+04 6,86E+04 7,85E+04 | >tr| AOA1I4UIH3 | AOA1I4UIH3_9PROT Nitrosomonas nitrosa DNA-directed RNA polymerase subunit beta 0 113,27| 4,06E+07 3 5 5 2 1 4,9 156,82 AOA1I4UIH3 AOA1I4UIH3 466 -5,33|  #ZAHL!
0,00E+00 1,57E+05 0,00E+00 1,45E+07 8,65E+06 1,66E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1I14URQ1|AOA1I4URQ1_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 14,391 1,08E+08 4 1 1 1 1 12,2 13,455 AOA1I4URQL AOA1I4URQ1 467 3,94 0,34662
3,40E+07 3,59E+07 2,79E+07 2,71E+07 3,94E+07 0,00E+00 6,11E+04 0,00E+00 5,46E+04 6,54E+04 >tr | AOA114UTI8 | AOA1I4UTI8_9PROT Nitrosomonas nitrosa Uncharacterized protein 0 10,598 5,01E+07 5 1 1 1 1 3,5 62,591 AOA1I4UTI8 AOA1I4UTJ8 468 3,21 0,04108
5,38E+05 6,09E+05 4,47E+05 7,02E+05 1,41E+05 4,58E+07 7,84E+07 3,48E+07 4,83E+07 4,27E+07 >tr| AOA1I4UWT6|AOALI4UWT6_9PROT Nitrosomonas nitrosa Ammonia monooxygenase subunit B 0 266,68 6,86E+09 52 7 7 7 32 22,1 47,031 | AOA1I4UWT6;A0A1H3ROP7;A0A1CA0ALI4UWTE;A0A1H3ROP7;A0A1G8H)) 469 -2,37 0,00015
2,61E+07 3,45E+07 2,45E+07 2,58E+07 2,82E+07 2,66E+07 2,53E+07 1,57E+07 1,73E+07 2,21E+07 | >tr| AOA114UWXO0| AOA1I4UWX0_9PROT Nitrosomonas nitrosa Ammonia monooxygenase subunit C 0 284,46 1,20E+09 31 2 2 2 10 10,7 31,574 AOA114UWX0;Q79B03;A0A1IN6J6R AOA1I4UWX0;Q79B03;A0A1N6J6R2;Q! 470 -1,32 0,00001
3,54E+06 3,74E+06 4,73E+06 3,38E+06 0,00E+00 5,02E+06 8,44E+06 4,27E+06 4,76E+06 7,95E+05 >tr| AOA114UYM4 | AOA1I4UYM4_9PROT Nitrosomonas communis Uncharacterized protein 0 323,31 1,76E+09 23 1 1 1 1 8,9 18,17 AOA1I4UYM4 AOA1I4UYM4 471 3,30 0,00500
4,06E+05 3,99E+05 3,90E+05 3,58E+05 3,10E+05 6,52E+05 5,23E+05 1,47E+05 3,44E+05 4,09E+05 >tr| AOA1I14UYV9|AOA1I4UYV9_9PROT Nitrosomonas nitrosa Elongation factor G 0 20,943 1,31E+08 9 3 3 3 10 7,5 77,422 AOA114UYV9;A0A1I4TEC4;A0ALI3J|AOALI4UYV9;A0ALI4TEC4;A0ALI3IWCE 472 -0,70|  #ZAHL!
1,96E+07 2,02E+07 1,85E+07 2,01E+07 1,91E+07 8,13E+06 9,88E+06 4,36E+06 9,60E+06 8,49E+06 >tr| AOA1I4VIW9|AOA1I4VIWY_9PROT Nitrosomonas nitrosa Elongation factor Tu 0 32331 9,88E+08 21 4 4 2 13 14,6 43,023 |AOA1I4VIW9;A0A1H3RE67;A0A1G AOALI4VIWY;A0ATH3REE7;A0A1GSIPI 473 -2,62 0,00004
6,82E+06 0,00E+00 7,30E+06 9,22E+06 0,00E+00 0,00E+00 7,10E+05 4,56E+05 5,45E+05 0,00E+00 >tr| AOA1ISER78|AOA1ISER78_PARPN Paracoccus pantotrophus D-ribulokinase 0,005425 6,041 4,45E+07 1 1 1 1 1 2,6 56,361 AOA1ISER78 AOA1ISER78 474|  HZAHL! H#ZAHL!
6,96E+06 7,65E+06 5,70E+06 5,35E+06 4,97E+06 2,13E+06 2,14E+06 4,05E+05 8,90E+05 8,82E+05 | >tr | AOALISIYEOQ | AOA1ISIYEO_PARPN Paracoccus pantotrophus 3-oxoacid CoA-transferase subunit B 0 61922 7,06E+07 1 1 1 1 1 6,7 21,997 AOALISIYEO AOALISIYEO 475 -1,43 0,00676
0,00E+00 4,32E+05 4,15E+05 0,00E+00 3,87E+05 2,82E+05 0,00E+00 1,14E+05 0,00E+00 1,85E+05 >tr|AOAL1I7H3Z1|AOA1I7H3Z1_9PROT Nitrosomonas eutropha Polyphosphate kinase 0  6,3836] 3,06E+07 4 1 1 1 1 2,1 80,008 AOA1I7H3Z1 AOA1I7H3Z1 476 -1,12|  #ZAHL!
5,45E+06 4,25E+07 4,41E+07 2,86E+06 1,12E+07 0,00E+00 1,42E+05 1,26E+05 0,00E+00 7,71E+05 | >tr | AOA2H5EUU3 | AOA2H5EUU3_9RHOB Paracoccus zhejiangensis Branched-chain amino acid ABC transporter si 07,5432 1,66E+07 1 1 1 1 3 33 39,519 AOA2HS5EUU3;A0A1W6D1B4;A0A1 AOA2HSEUU3;A0A1WED1B4;A0A1L9B) 477| #ZAHL! H#ZAHL!
0,00E+00 3,86E+06 3,81E+06 8,35E+06 0,00E+00 3,44E+06 3,61E+06 0,00E+00 0,00E+00 0,00E+00 >tr|AOA1Q3JV14|A0A1Q3JV14_9BRAD Nitrobacter sp. 62-13 10 kDa chaperonin 0 20,041 1,18E+08 4 1 1 1 4 10,2 10,592 A0A1Q3JV14;A0A1M3C840;Q1QP:A0A1Q3JV14;,A0A1M3C840;Q1QP31;A 478 0,83| #ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 8,04E+05 6,47E+05 0,00E+00 1,20E+06 >tr| AOA1VAHXXS5 | AOA1VAHXX5_NITVU Nitrobacter vulgaris Cold-shock protein 0 65412 6,84E+08 4 1 1 1 2 15,9 7,4163 AOA1V4HXXS5;A0A1M3CA30 AOA1V4HXX5;A0A1M3CA30 479 5199 0,05361
3,94E+06 4,71E+06 3,00E+06 5,93E+06 3,96E+06 1,46E+06 0,00E+00 0,00E+00 1,44E+06 0,00E+00 | >tr| AOAIM3CDI3 |AOA1M3CDI3_9BRAD Nitrobacter sp. 62-23 UDP-glucose 6-dehydrogenase (Fragment) 0,0071429 6,0224| 2,02E+08 2 1 1 1 11 38 36,713 AOAIM3CDI3;Q35V81;Q1QPE2;A3|AOA1M3CDI3;Q35V81;,Q1QPE2;A3WRI 480 1,11 0,14114
0,00E+00 0,00E+00 9,10E+05 1,30E+06 0,00E+00 2,26E+05 2,64E+05 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1Q3K4A6|AOA1Q3K4A6_9BRAD Nitrobacter sp. 62-13 2-dehydro-3-deoxyphosphooctonate aldolase 06,2134 3,46E+07 2 1 1 1 5 6,7 21,842 AOA1Q3K4A6;Q3SRK0;Q1QMJ3;ACA0A1Q3K4A6;Q3SRK0;Q1QMJ3;A0A1Y 481 1,89 0,14287
4,73E+07 6,71E+07 4,02E+07 5,15E+07 6,02E+07 6,41E+05 5,74E+05 2,62E+05 5,12E+05 6,42E+05 >tr| AOA1V41042 | AOA1V4I042_NITVU Nitrobacter vulgaris Elongation factor Tu (Fragment) 0 123,49 1,70E+08 8 1 1 1 5 4,1 42,833 | ADA1V41042;Q3SSW8;Q1QN32;A3 A0OA1V4I042;Q3SSW8;Q1QN32;A3WV{ 482 1,05 #ZAHL!
7,04E+07 1,22E+08 6,36E+07 9,54E+07 1,13E+08 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >sp|Q1QQR2|MDH_NITHX Nitrobacter hamburgensis (strain |Malate dehydrogenase 0 76688 1,87E+08 5 2 1 1 2 9,9 34,062 Q1QQR2;A0A1M3CD56 Q1QQR2;A0A1M3CD56 483|  #ZAHL! 0,00000
6,31E+05 1,05E+06 4,13E+05 7,19E+05 2,19E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >sp|Q3STYO|RS21_NITWN Nitrobacter winogradskyi (strain A30S ribosomal protein 21 06,7697 0,00E+00 1 1 1 1 6 9,5 10,643 Q3STY0;Q1QNY6;A3WYG5;A0A1V4Q3STY0;Q1QNY6;A3WYGS5;A0A1V4I0K 484| H#ZAHL! H#ZAHL!
4,59E+06 5,08E+06 3,62E+06 3,69E+06 4,02E+06 1,44E+06 2,31E+04 8,59E+05 9,42E+05 1,23E+06 >tr|Q3STQ0|Q3STQO_NITWN Nitrobacter winogradskyi (strain AXanthine dehydrogenase, molybdenum bindir 0 14,52| 3,15E+08 7 1 1 1 6 1,7 81,555/Q3STQ0;A0A1V4I0F2;A0A1M3CE1IQ3STQO;A0A1V4I0F2;A0A1M3CEL0;Q’] 485 0,33 0,00592
5,45E+06 9,95E+06 9,89E+06 4,18E+06 8,46E+06 1,53E+05 0,00E+00 0,00E+00 1,23E+06 0,00E+00 >sp|Q1QN45|RL7_NITHX Nitrobacter hamburgensis (strain |50S ribosomal protein L7/L12 0 76835 7,17E+06 2 1 1 1 6 14,5 12,715 Q1QN45;Q3SSY1;A0A1V4HZS0;A0/Q1QN45;Q35SY1;A0A1V4HZS0;A0A1Q 486 -0,46|  #ZAHL!
3,60E+07 4,28E+07 4,58E+07 2,32E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 8,80E+05 >tr| A3WVK8|A3WVK8_9BRAD Nitrobacter sp. Nb-311A Isocitrate dehydrogenase [NADP] 0,0070053 5,996, 1,91E+08 3 2 1 1 3 54 45,441 A3WVK8;A0A1V4HZI2;A0A1IM3CKIA3WVKS;A0A1V4HZ)2;A0A1M3CKI5 487 3,22 0,34665
7,23E+06 1,43E+07 1,32E+07 7,99E+06 1,12E+07 4,69E+06 5,64E+06 2,74E+05 3,90E+06 1,09E+06 >tr|Q3SRC7|Q3SRC7_NITWN Nitrobacter winogradskyi (strain AGlutamine synthetase 0 29,795| 1,46E+09 20 2 2 2 6 6,4 52,589 Q3SRC7;,Q1QL71;A0A1V4HYN2;A0/Q3SRC7;Q1QL71;A0A1V4HYN2;A0A1Q 488 1,62 0,01709
6,02E+06 1,20E+07 6,79E+06 5,16E+06 6,64E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIM3CL57 | AOAIM3CL57_9BRAD Nitrobacter sp. 62-23 DNA-directed RNA polymerase subunit beta (| 0 109,66, 0,00E+00 0 3 1 0 6 38 111,37 AOAIM3CL57;A0A1V4I057;Q3SSYCAOA1IM3CL57;A0A1V41057;,Q3SSY0;Q1 489| #ZAHL! H#ZAHL!
2,39E+06 3,59E+06 3,27E+06 2,21E+06 1,85E+06 0,00E+00 7,96E+05 3,27E+05 4,16E+05 4,05E+05 >tr| AOA1Q3K9S1|AOA1Q3K9S1_9BRAD Nitrobacter sp. 62-13 30S ribosomal protein S1 (Fragment) 0,0084317  5,9198| 4,86E+07 1 1 1 1 6 2,6 50,685 A0A1Q3K9S1;A0A1M3CLH8;Q1QR/A0A1Q3K9S1;A0A1M3CLH8;Q1QRT3;( 490 #ZAHL! H#ZAHL!
1,39E+06 3,97E+04 6,25E+06 5,63E+05 0,00E+00 1,64E+05 2,09E+05 9,18E+04 1,82E+05 1,44E+05 >tr| AOAIN6PVP3|AOAINGPVP3_9RHOB Paracoccus thiocyanatus Acyl-CoA dehydrogenase 0 16,884 1,40E+08 6 1 1 1 2 4,8 42,926 | AOAIN6PVP3;A0A1IM7FHK9 AOAIN6PVP3;A0A1IM7FHK9 491 2,97 0,00004
1,14E+07 1,53E+07 1,17E+07 1,11E+07 1,32E+07 6,11E+05 5,20E+05 3,71E+05 5,07E+05 5,62E+05 >tr| AOAIM7HZ32 | AOA1M7HZ32_9RHOB Paracoccus solventivorans Thioredoxin 0 64997 1,80E+07 1 1 1 1 1 15,1 11,427 AOAIM7HZ32 AOAIM7HZ32 492|  #ZAHL! H#ZAHL!
7,11E+06 5,31E+06 1,20E+07 1,57E+07 9,83E+06 0,00E+00 0,00E+00 2,05E+05 2,60E+05 3,34E+05 | >tr| ADAIM7JQX5 | AOA1IM7JQX5_9RHOB Paracoccus solventivorans Propionyl-CoA carboxylase carboxyltransferas| 0,0070796  6,0104| 2,00E+07 1 2 1 1 1 6,1 56,115 AOAIM7JQX5 AOAIM7JQX5 493|  #ZAHL! H#ZAHL!
8,83E+05 5,61E+06 3,09E+06 6,67E+05 1,05E+06 0,00E+00 1,26E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAINGJAL3 | AOAINGJAL3_9PROT Nitrosomonas cryotolerans ATCC 460 kDa chaperonin 0 12,103 2,14E+07 2 6 1 1 11 11,6 57,812 AOAIN6JAL3;A0A114MVZ3;A0A1I3AOAINEJAL3;A0A1I4MVZ3;A0A1I3LWS 494 2,23 0,34690
9,54E+06 8,83E+06 8,83E+06 7,49E+06 2,07E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | AOAIN7KYB9|AOAIN7KYB9_9RHOB Paracoccus saliphilus Isocitrate dehydrogenase [NADP] 0 25848 2,89E+08 2 3 3 1 8 8,2 45,153 /AOAIN7KYB9;A0A099G1N9;A0A2C AOAIN7KYB9;AOA099GINS 495|  #ZAHL! H#ZAHL!
1,47E+06 1,29E+06 1,04E+06 1,35E+06 6,83E+05 1,68E+05 4,32E+06 4,85E+04 9,59E+04 2,44E+06 >tr| Q3SRT3| Q3SRT3_NITWN Nitrobacter winogradskyi (strain AK(+)-insensitive pyrophosphate-energized pro 0 143,36 2,99E+08 6 2 2 2 15 54 71,98 Q3SRT3;Q1QLC2;A0A1V4HZ43;A0/Q3SRT3;Q1QLC2;A0A1V4HZ43;A0A1Q 496 0,30|  #ZAHL!
1,95E+06 1,31E+06 1,24E+06 9,77E+05 1,12E+06 2,06E+05 0,00E+00 1,46E+05 1,41E+05 2,02E+05 >tr| AOA1Q3K274|AOA1Q3K274_9BRAD Nitrobacter sp. 62-13 Methylmalonyl-CoA mutase 0 12,013 5,13E+07 1 2 2 1 1 3 78,118 AOA1Q3K274 A0A1Q3K274 497 0,15| #ZAHL!
1,02E+06 1,30E+06 1,16E+06 1,13E+06 2,26E+05 1,82E+05 5,30E+05 2,63E+05 3,85E+05 5,20E+05 >tr|Q1QHC4|Q1QHC4_NITHX Nitrobacter hamburgensis (strain |Amino acid/amide ABC transporter substrate- 0,0018622| 6,0957 1,04E+08 3 1 1 1 2 32 43,06 Q1QHC4;A0A1Q3K943 Q1QHC4;A0A1Q3K943 498 0,29 0,00060
1,85E+06 3,66E+06 3,67E+06 0,00E+00 1,10E+06 4,35E+06 5,91E+06 1,10E+06 3,70E+06 0,00E+00 >tr|Q1QLM9|Q1QLMI_NITHX Nitrobacter hamburgensis (strain |Amino acid ABC transporter substrate-binding 0,0068493 5,9468 | 7,11E+08 3 1 1 1 3 32 37,426 Q1QLM9;A0A1Q3KC28;Q3SSF1 | Q1QLM9;A0A1Q3KC28;Q3SSF1 499 0,20|  #ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,99E+07 4,54E+06 4,72E+06 1,28E+06 3,76E+06 3,45E+06 >tr| AOA1VOGRH2 | AOA1VOGRH2_9RHOB Paracoccus yeei PQQ-dependent dehydrogenase, methanol/ef 0 27,795| 6,73E+08 28 1 1 1 2 2,7 65,575 AOA1VOGRH2;A0A238VH54 AOA1VOGRH2;A0A238VH54 500 -0,79 0,00041
4,33E+06 5,16E+06 5,82E+06 5,74E+06 4,35E+06 1,25E+05 0,00E+00 9,32E+04 1,23E+05 2,07E+05 >tr | ADA1VOGSX6| AOA1VOGSX6_9RHOB Paracoccus yeei Ribulose-phosphate 3-epimerase 0,001845  6,0786| 2,19E+07 4 1 1 1 1 7,8 24,388 AOA1VOGSX6 AOALVOGSX6 501 2,80 0,01092
2,92E+05 4,49E+05 3,39E+05 3,46E+05 2,48E+05 3,17E+08 2,24E+08 1,88E+08 3,31E+06 3,91E+07 >tr| AOA1V4AXI1|AOATIV4AXI1_9BACT Candidatus Brocadia caroliniensis |Uncharacterized protein (Fragment) 0,0071813  6,0269| 7,71E+08 3 1 1 1 6 47,1 4,0808 AOA1V4AXI1;A0A1V4AU41;A0A1V: AOALVAAXI1;A0AIVAAU41;A0ALVAAS| 502| #ZAHL! H#ZAHL!
3,94E+07 5,44E+07 4,04E+07 3,99E+07 5,46E+07 1,73E+06 0,00E+00 3,07E+05 0,00E+00 0,00E+00 >tr| AOA1V6LZPO|AOA1V6ELZPO_9BACT Candidatus Brocadia sapporoensis 10 kDa chaperonin 0,0083056  5,8953| 1,01E+08 3 1 1 1 3 12,8 10,32 AOA1V6LZPO;A0A1VAATPY;A0A1V:ADALVELZPO;A0AIVAATPI;A0ALVAAQ 503 3,16 0,26001
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA1V4HW70| AOA1VAHW70_NITVU Nitrobacter vulgaris 60 kDa chaperonin 06,1413 0,00E+00 0 7 1 0 2 11,5 57,724 AOA1VAHW70;F1APZ1 AOA1VAHW70 504| #ZAHL! H#ZAHL!
6,47E+07 7,47E+07 7,38E+07 8,24E+07 5,47E+07 1,97E+05 2,60E+05 1,22E+05 7,44E+04 5,63E+05 >sp|Q35SQJ5|CH602_NITWN Nitrobacter winogradskyi (strain A60 kDa chaperonin 2 0 201,99 7,44E+07 8 9 7 2 6 18,7 57,872 /Q35QJ5;Q1QK71;A0A1V4AHWW2;A Q35QJ5;Q1QK71;A0A1VAHWW2;A3W) 505 -0,13|  #ZAHL!
1,78E+05 2,04E+05 2,19E+05 1,75E+05 8,51E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | AOA1V4HXIJ7 | AOA1VAHXI7_NITVU Nitrobacter vulgaris Methylmalonyl-CoA mutase 0,0083472 5,9062| 0,00E+00 1 2 1 1 6 32 78,483 AOA1V4HXI7;Q3SQE9;A3WXB4;Q1 A0A1V4AHXI7;Q3SQE9;A3WXB4,Q1QK? 506) #ZAHL! H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 4,47E+06 0,00E+00 5,81E+06 1,31E+07 8,70E+06 4,83E+06 6,11E+06 >sp|Q3SVJ1|ATPB_NITWN Nitrobacter winogradskyi (strain AATP synthase subunit beta 0 323,31 3,63E+09 16 5 5 3 4 15,1 50,822 Q3s5VJ1;Q1QQS8;A3WRA3;A0A1V4Q35VI1;Q1QQS8;A3WRA3;A0A1V4I26( 507 1,39 0,00087
1,36E+08 1,49E+08 1,55E+08 1,39E+08 1,26E+08 2,01E+06 3,25E+05 5,46E+04 6,86E+05 9,23E+04 | >tr| ADA1V6LWY3 | AOA1V6LWY3_9BACT Candidatus Brocadia sapporoensis Phage tail protein 0 11,904 2,40E+08 5 2 2 2 1 5,6 52,746 AOA1V6LWY3 AOALVELWY3 508 0,76 0,11842
1,42E+06 1,47E+06 1,01E+06 1,98E+06 8,78E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1V6M116|AOA1V6M116_9BACT Candidatus Brocadia sapporoensisTranscription elongation factor GreAB 0  6,3093| 5,65E+06 1 1 1 1 1 11,6 15,41 AOA1V6M116 AOA1VEM116 509| #ZAHL! H#ZAHL!
1,83E+06 2,37E+06 2,09E+06 2,57E+06 1,70E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|[AOAIW1HQ51|AOAIW1HQ51_9BACT  |Nitrospira sp. ND1 Uncharacterized protein 0 72,568 0,00E+00 1 1 1 1 2 34 28,74 AOAIW1HQS51;A0A1WI9GE94 AOAIW1HQS51;A0A1W9GES4 510 #ZAHL! H#ZAHL!
2,86E+07 3,03E+07 8,26E+06 1,72E+07 2,05E+06 2,10E+06 1,17E+06 7,39E+05 0,00E+00 1,17E+06 >tr| D8PCX8| D8PCX8_9BACT Nitrospira defluvii 308 ribosomal protein S11 0,0018692 6,0991| 6,64E+07 3 1 1 1 2 10,2 13,701 D8PCX8;A0A1W1HQZO0 D8PCX8;A0A1W1HQZO0 511 0,18 0,01614
1,94E+06 3,90E+06 2,85E+06 3,02E+06 2,16E+06 2,34E+06 1,97E+06 2,19E+05 0,00E+00 5,60E+05 | >tr| DPCUQ| D8PCUO_9BACT Nitrospira defluvii Transcription termination/antitermination prq 0 128,44 3,63E+08 14 2 2 1 13 21,2 19,764 D8PCUO;A0A1W1HR32;A0A256WY D8PCUO;A0A1W1HR32;A0A256WY33;, 512 2,79 0,06499
1,83E+08 1,36E+08 1,27E+08 1,34E+08 1,29E+08 0,00E+00 2,40E+05 2,83E+05 2,56E+05 3,78E+05 >tr| D8PCT7 | D8PCT7_9BACT Nitrospira defluvii Elongation factor Tu 0 6,56, 3,80E+07 3 3 1 1 2 11 43,699 D8PCT7;A0A1W1HR49 D8PCT7;A0A1W1HR49 513 -1,22|  #ZAHL!
1,97E+07 1,49E+07 1,64E+07 4,99E+07 2,01E+06 1,90E+06 1,14E+06 1,21E+06 1,15E+06 8,41E+05 >tr| D8P7E8| D8P7E8_9BACT Nitrospira defluvii Beta sliding clamp 0 52,525| 1,59E+08 8 1 1 1 2 4,3 40,863 D8P7E8;A0A1W1HV35 D8P7E8;A0A1IW1HV35 514 -1,88|  #ZAHL!
7,55E+06 9,09E+06 5,52E+06 8,01E+06 4,46E+06 2,55E+07 2,65E+07 9,37E+06 2,43E+07 2,17E+07 |>tr| D8P8X4 | D8P8X4_9BACT Nitrospira defluvii Uncharacterized protein 0 82,355 2,29E+09 43 2 2 2 4 37,7 8,7831 | D8P8X4;A0A1W1HVC4;A0A0K2GJE D8P8X4;A0A1W1HVC4;A0A0K2GI68;A 515 1,71 0,00013
1,64E+05 1,99E+05 1,54E+05 1,75E+05 1,53E+05 2,56E+06 2,52E+06 0,00E+00 1,69E+05 3,00E+05 | >tr| D8PIC8| D8PIC8_9BACT Nitrospira defluvii Putative RNA-binding protein RbpA 0 209,28 1,33E+08 5 3 3 1 2 36,1 11,324 D8PIC8;A0AIW1HY53 D8PIC8;A0AIW1HY53 516 1,58 0,09478
1,02E+06 1,40E+06 9,32E+05 2,29E+06 4,23E+05 1,96E+05 2,49E+05 6,31E+04 9,52E+04 1,06E+05 >tr|D8PIB4|D8PIB4_9BACT Nitrospira defluvii Uncharacterized protein 0,0084034 5,9145| 1,23E+08 1 1 1 1 2 0,7 178,82 D8PIB4;A0AIW1HY72 D8PIB4;A0ATIW1HY72 517 0,28 0,00349
6,42E+07 7,12E+07 6,78E+07 7,56E+07 6,00E+07 0,00E+00 5,34E+04 1,23E+04 0,00E+00 5,12E+04 >tr| D8PI59| D8PI59_9BACT Nitrospira defluvii Putative Nitrate oxidoreductase, alpha subuni 0 120,29 2,16E+07 3 8 8 2 8 8,7 131,61 D8PIS9;A0A1W1HYC2;A0A136JKY7 D8PIS9;A0A1W1HYC2;A0A136JKY7;A0 518 1,02| #ZAHL!
2,15E+06 1,94E+06 2,33E+06 1,64E+06 1,88E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOAIW1HYK3|AOAIWIHYK3_9BACT Nitrospira sp. ND1 Uncharacterized protein 07,7274 3,13E+07 1 4 1 1 1 42,7 15,997 AOAIW1HYK3 AOAIW1HYK3 519| #ZAHL! H#ZAHL!
0,00E+00 1,49E+06 1,65E+06 7,14E+05 0,00E+00 0,00E+00 3,22E+04 0,00E+00 0,00E+00 0,00E+00 >tr| D8PH62 | D8PH62_9BACT Nitrospira defluvii Putative Polysaccharide export protein 0 12,77 1,09E+08 5 2 2 2 2 14,2 24,797 D8PH62;A0A1W1HZE4 D8PH62;A0A1W1HZE4 520 8,02| H#ZAHL!
2,57E+07 2,46E+07 2,24E+07 0,00E+00 1,55E+07 3,43E+07 3,48E+07 1,53E+07 4,32E+07 1,89E+07 >tr|AOA1W11021|AOAIW11021_9BACT Nitrospira japonica Uncharacterized protein 0 67261 5,96E+09 8 4 1 1 4 41,6 15,831 AOAIW1I021;A0A1WSIUB8;A0A0S AOA1W11021 521 2,27 0,00053
1,19E+06 1,19E+06 1,02E+06 9,93E+05 1,34E+06 8,01E+05 1,84E+06 3,42E+05 0,00E+00 0,00E+00 | >tr|[AOAIW11099| AOA1W1I1099_9BACT Nitrospira japonica Uncharacterized protein 0,0018657 6,0985| 1,27E+08 7 1 1 1 1 53 22,204 AOA1W1I099 AOAIW1I099 522 1,18 0,12102
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1IW1I2B6|AOAIW1I2B6_9BACT Nitrospira japonica Putative Nitrate oxidoreductase, alpha subuni 0 35,343 0,00E+00 0 6 1 0 1 6,6 131,68 AOAIW1I2B6 AOA1IW1I2B6 524| #ZAHL! H#ZAHL!
1,01E+06 1,25E+06 1,14E+06 8,29E+05 9,60E+05 0,00E+00 6,31E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIW1I13T4 | AOA1W1I3T4_9BACT Nitrospira japonica Uncharacterized protein 0,00982 5,8664| 1,34E+08 4 1 1 1 1 6,8 19,374 AOA1W1I3T4 AOAIW1I3T4 525 4,06 0,34667
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 2,39E+06 2,41E+06 0,00E+00 0,00E+00 0,00E+00 | >tr | AOA1IW11489| AOA1W11489_9BACT Nitrospira japonica Uncharacterized protein 0 323,31 4,56E+08 13 1 1 1 1 13,3 17,09 AOA1W11489 AOAIW11489 526 4,17 0,14113
2,39E+06 3,93E+06 2,72E+06 3,59E+06 3,83E+06 2,05E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIW1I5T8 | AOAIW1I5T8_9BACT Nitrospira japonica Aspartate-semialdehyde dehydrogenase 0 11,43 7,19E+07 4 1 1 1 1 4,7 37,165 AOAIW1I5T8 AOAIW1IST8 527 -0,24|  #ZAHL!
2,88E+07 2,09E+07 1,53E+07 2,09E+07 1,97E+07 2,01E+05 2,52E+05 3,59E+04 1,63E+05 1,81E+05 >tr| AOA1W11680| AOAIW11680_9BACT Nitrospira japonica DNA-directed RNA polymerase subunit beta 0 14,217 1,08E+08 8 3 2 2 12 3 154,52 AOA1W1I680;A0A1WSISM8;A0A1VAOA1W11680;A0A1IWIISM8;A0AIWIC 528 -0,93 0,00167
3,68E+05 3,15E+05 3,71E+05 2,68E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA1IW1I6H4|AOA1W1I6H4_9BACT Nitrospira japonica ABC-type nitrate/sulfonate/bicarbonate trans 09,8548 0,00E+00 1 1 1 1 1 3,5 49,91 ADA1W1I6H4 AOAIW1I6H4 529| #ZAHL! H#ZAHL!
4,42E+05 5,47E+05 0,00E+00 6,54E+05 1,19E+05 6,17E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOA1W11776|AOA1W1I776_9BACT Nitrospira japonica Uncharacterized protein 0 14,656 1,16E+08 3 1 1 1 1 10,6 16,016 AOA1IW1I776 AOAIW1I776 530 4,49 0,34667
1,89E+06 2,73E+06 2,48E+06 1,55E+06 2,51E+05 0,00E+00 0,00E+00 6,48E+04 0,00E+00 0,00E+00 >tr | AOA1W118Q3 | AOAIW1I8Q3_9BACT Nitrospira japonica Dihydrolipoyl dehydrogenase 06,9498 5,21E+07 5 1 1 1 1 34 49,331 AOA1W1I8Q3 AOAIW1I8Q3 531 5,08 0,34725
1,20E+06 1,58E+06 7,97E+05 1,30E+06 7,72E+05 1,69E+07 1,56E+07 7,00E+06 1,13E+07 1,11E+07 >tr| AOA1W1IA41|AOAIW1IA41_9BACT Nitrospira japonica Uncharacterized protein 0 99,519 9,25E+09 16 2 2 2 1 79 26,585 AOAIW1IA41 AOAIW1IA41 532 852 0,00012
2,27E+08 2,99E+08 2,24E+08 2,30E+08 3,59E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOAIW6CU96 | AOAIW6CU96_9RHOB  Paracoccus contaminans Site-specific DNA-methyltransferase 0,0070922 6,012 0,00E+00 1 1 1 1 1 1 121,46 AOAIW6ECU96 AOAIW6ECU96 533 #ZAHL! #ZAHL!
2,36E+06 4,71E+05 0,00E+00 1,96E+06 1,21E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOAIW6CWB9 | AOAIW6CWB9_9RHOB  Paracoccus contaminans PQQ-dependent dehydrogenase, methanol/e{ 0,0083752 5,9073| 0,00E+00 1 1 1 1 1 1,5 70,965 AOAIW6CWB9 AOAIW6ECWBIY 534| #ZAHL! #ZAHL!
1,88E+07 3,16E+07 1,96E+07 2,39E+07 2,71E+07 2,00E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIW6CYI9| AOAIW6ECYI9_9RHOB Paracoccus contaminans Thioredoxin reductase 0 10,514 1,96E+07 5 1 1 1 1 5,6 35,27 AOAIW6CYI9 AOAIW6CYI9 535 2,98| #ZAHL!
1,58E+07 2,65E+07 1,80E+07 2,25E+07 1,48E+07 0,00E+00 0,00E+00 2,27E+05 1,82E+06 1,44E+06 >tr| AOA1WIGAY9 | ACAIWIGAY9_9BACT Nitrospira sp. SG-binl Uncharacterized protein 0 62121 1,49E+09 4 1 1 1 1 54 23,864 AOAIWIGAYS AOAIWIGAY9 536 4,88 0,10973
2,55E+05 2,22E+05 1,59E+05 1,76E+05 2,34E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIWOIZN7 | AOAIWIIZN7_9BACT Nitrospira sp. ST-bin4 60 kDa chaperonin 0 15,245 0,00E+00 0 14 1 0 2 27,7 58,384 AOAIWIIZN7;A0A1WIGBI8 AOAIWIIZN7;A0A1WIGBI8 537| #ZAHL! #ZAHL!
9,60E+05 4,05E+06 5,34E+06 3,43E+06 2,82E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr| AOAIW9GH18|AODAIW9GH18_9BACT Nitrospira sp. SG-binl 60 kDa chaperonin 06,2427  0,00E+00 0 14 1 0 1 25,8 58,297 AOAIW9GH18 AOAIWIGH18 538 #ZAHL! #ZAHL!
8,72E+06 1,24E+07 7,21E+06 1,15E+07 1,03E+07 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 | >tr | AOAIW9GHH5 | AOAIW9GHHS5_9BACT _ |Nitrospira sp. SG-binl Transcription termination/antitermination prq 09,3469, 0,00E+00 1 2 1 1 1 21,3 19,952 AOAIWIGHH5 AOAIWIGHHS5 539| #ZAHL! #ZAHL!
8,16E+05 1,35E+06 1,03E+06 8,95E+05 1,27E+06 7,23E+05 1,14E+06 3,59E+05 8,28E+05 7,02E+05 >tr| ADAIW9GQI2 | AOAIW9GQI2_9BACT Nitrospira sp. SG-binl Molybdopterin synthase sulfur carrier subunit 0 22,018 3,88E+08 12 3 3 3 13 36,7 9,8232 | ADA1WIGQI2;D8PE88;A0A256X0NAOAIWIGQI2 540 4,30 0,00033
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,65E+05 0,00E+00 1,01E+06 0,00E+00 3,39E+05 >tr | AOAIW9GRC8| AOA1WIGRC8_9BACT Nitrospira sp. SG-binl Osmotically inducible protein OsmC 0 323,31 5,83E+08 12 2 2 2 1 22 14,971 AOAIWIGRC8 AOAIWIGRC8 541 5129 0,08691
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 4,52E+06 4,35E+06 0,00E+00 6,07E+06 >tr | AOAIW9IS14|AOAIW9IS14_9BACT Nitrospira sp. ST-bin4 5,6-dimethylbenzimidazole synthase 0 82508 6,57E+08 5 1 1 1 1 7,5 25,501 AOA1W9IS14 AOAIWIIS14 542 2,17| #ZAHL!
3,79E+06 3,66E+06 7,37E+05 1,93E+06 2,03E+06 7,73E+04 5,64E+04 0,00E+00 4,21E+04 0,00E+00 >tr| AOAIW9ISA4|AOAIWIISA4_9BACT Nitrospira sp. ST-bin4 Catalase-peroxidase 0,0082645 5,8897| 2,06E+07 1 1 1 1 1 2 82,522 | ADA1WOISA4 AOAIWIISA4 543 1,01| #ZAHL!
1,95E+06 2,67E+06 1,78E+06 2,40E+06 1,48E+06 0,00E+00 1,13E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| ADAIW9IUQ9 |AOAIWIIUQS_9BACT Nitrospira sp. ST-bin5 Malate dehydrogenase 0 78925 1,37E+08 1 1 1 1 1 51 32,9 AOAIWIIUQY AOAIWIIUQI 544 6,22| #ZAHL!
1,54E+06 1,79E+06 1,29E+06 1,31E+06 1,25E+06 2,70E+06 4,07E+06 0,00E+00 4,10E+05 7,36E+05 >tr| AOAIW9IY56 | AOAIWIIY56_9BACT Nitrospira sp. ST-bin5 Heat-shock protein Hsp20 0 11,653| 1,35E+08 7 1 1 1 1 11,5 17,884 AOAIWOIIYS6 AOAIWIIY56 545 -0,16 0,07549




1,25E+07 1,61E+07 6,81E+06 1,14E+07 6,09E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr | AOAIW9J2W1|AOAIW9J2W1_9BACT Nitrospira sp. ST-bin5 ATP synthase subunit beta 0 315,61 0,00E+00 0 4 3 0 8 14,2 52,892 AOAIW9J2W1;D8PA92;A0A1W9J0 AOA1WIJ2W1;D8PA92;A0A1WIJ0Y3;/ 546 H#ZAHL! H#ZAHL!
4,73E+06 5,37E+06 2,86E+06 3,29E+06 9,47E+04 0,00E+00 2,38E+05 8,22E+04 1,41E+05 1,73E+05 >tr| AOA1W9J4N3 | AOAIW9JAN3_9BACT Nitrospira sp. ST-bin5 Polyribonucleotide nucleotidyltransferase 06,5647 3,92E+07 2 1 1 1 1 2,1 75,756 AOA1W9J4N3 AOAIWIJ4N3 547 -0,10 0,01391
5,98E+07 9,64E+07 9,00E+07 1,40E+08 2,34E+07 1,67E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOAIW9J4X2 | AOAIW9J4X2_9BACT Nitrospira sp. ST-bin5 Uncharacterized protein 0 7,8913| 4,72E+08 4 1 1 1 1 5 24,165 AOA1W9J4X2 AOAIWI9J4X2 548 4,37 0,34662
3,55E+05 6,36E+05 3,34E+05 3,66E+05 2,80E+05 1,51E+05 1,90E+05 7,09E+04 1,13E+05 1,10E+05 >tr| AOA1W9J589 | AOA1W9J589_9BACT Nitrospira sp. ST-bin5 Uncharacterized protein 0,0068847  5,9675| 3,25E+07 3 1 1 1 1 4,9 41,045 ADA1W9J589 AOA1IW9J589 549 0,41 0,00024
2,37E+06 1,90E+06 1,59E+06 1,46E+06 1,07E+06 7,19E+05 2,01E+05 1,81E+06 5,01E+06 9,65E+06 >tr| AOAIW9J7A5| AOA1WIJ7A5_9BACT Nitrospira sp. ST-bin5 Uncharacterized protein 0 15,556 2,58E+08 9 2 2 2 6 9,4 28,332 AOAIW9J7AS5;A0A136JQL7;A0A1IWAOA1WIJ7AS5;A0A136JQL7;A0A1WIIB, 550 -1,52 0,08284
1,65E+06 1,75E+06 0,00E+00 1,66E+06 1,45E+06 2,86E+07 2,66E+07 1,36E+07 2,34E+07 2,43E+07 | >tr| AOAIW9J7H6 | AOAIW9J7H6_9BACT Nitrospira sp. ST-bin5 Uncharacterized protein 0 323,31 4,10E+09 31 3 3 3 9 23,9 31,737 AOA1W9J7H6;D8PI81;A0AIW1HYS AOA1IWIJ7H6;D8PI81;A0A1W1HY98 551 1,54 0,00002
3,71E+05 0,00E+00 2,42E+05 2,92E+05 1,95E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| ADA1X71Y27 | AOA1X71Y27_9RHOB Paracoccus sp. J56 Predicted oxidoreductase 06,2719 1,72E+07 1 1 1 1 1 3,7 38,618 AOA1X71Y27 AOAI1X71Y27 552 H#ZAHL! 0,00000
1,74E+05 2,06E+05 1,97E+05 2,08E+05 3,28E+05 2,51E+05 2,25E+05 1,14E+05 1,67E+05 2,79E+05 >tr| ADA1X7)G97|AOA1X7JG97_9RHOB Paracoccus sp. J56 Amino acid/amide ABC transporter substrate-| 0 86633 9,52E+07 8 1 1 1 1 4 46,816 | ADA1X7)G97 AOA1X7)G97 553 1,94 0,00012
4,18E+05 0,00E+00 4,59E+05 4,16E+05 1,41E+05 3,57E+06 2,89E+06 3,65E+06 4,15E+06 4,18E+06 >tr| AOA1X7J153| AOA1X7JI53_9RHOB Paracoccus sp. J56 ATP synthase subunit beta 0 46,947 6,08E+08 24 3 1 1 2 11,4 50,233 AOA1X7JI53;A0A1G7BKN2 AOA1X7JI53;A0A1G7BKN2 554 -1,00 0,00000
1,22E+06 1,12E+06 0,00E+00 7,27E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|ADA238VVT1|AOA238VVT1_9RHOB Paracoccus sediminis Isocitrate dehydrogenase [NADP] 0 29,264 0,00E+00 0 2 2 0 1 6,9 45,389 ADA238VVT1 AO0A238VVT1 555 H#ZAHL! #ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|AOA238W710|A0A238W710_9RHOB Paracoccus sediminis Polysaccharide pyruvyl transferase 0,0069808 5,9919| 1,28E+07 1 1 1 1 1 31 42,402 ADA238W710 A0A238W710 556 H#ZAHL! #ZAHL!
2,69E+05 3,93E+05 1,64E+05 3,16E+05 0,00E+00 7,39E+05 0,00E+00 9,81E+04 2,92E+05 2,64E+05 >tr| AOA239PMM6 | AOA239PMM6_9RHOB Paracoccus seriniphilus Catalase-peroxidase 0 15,2838 2,09E+08 7 1 1 1 2 2 81,232 ADA239PMME6;S5Y589 A0A239PMM6;S5Y589 557 1,77 0,05961
1,95E+06 2,20E+06 2,12E+06 3,39E+06 2,94E+06 1,98E+06 2,14E+06 1,67E+06 1,28E+06 0,00E+00 >tr| AOA256WYH8| AOA256WYH8_9BACT Nitrospira sp. UW-LDO-01 Uncharacterized protein 0,0069444  5,9864| 5,27E+08 2 1 1 1 1 2,6 67,688 AOA256WYH8 AOA256WYH8 558 0,49 0,00604
2,55E+05 2,32E+05 1,20E+05 0,00E+00 1,64E+05 2,08E+05 2,69E+05 5,94E+04 1,57E+05 1,53E+05 >tr| AOA2A2GGF7|AOA2A2GGF7_9RHOB Paracoccus sp. WNOO7 Microcin ABC transporter ATP-binding proteir| 06,4295 6,99E+07 3 1 1 1 1 2,3 55,892 AOA2A2GGF7 AO0A2A2GGF7 559 1,04 0,00120
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,59E+06 7,40E+06 4,59E+06 6,25E+06 6,71E+06 >tr| AOA2HSEWY1|AOA2H5EWY1_9RHOB Paracoccus zhejiangensis 60 kDa chaperonin 0 323,31 1,69E+09 27 7 3 2 34 15,3 57,771 AOA2HSEWY1;A0A2A2GHN6;Q9Z4 AOA2HSEWY1;A0A2A2GHN6;Q97462;/ 560 -0,57 0,00000
5,21E+05 6,26E+05 4,60E+05 6,22E+05 6,09E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA2A2GM46 | AOA2A2GM46_9RHOB Paracoccus sp. WN0O7 Chromosome segregation protein SMC (Fragn 0 63871 2,49E+07 2 1 1 1 1 18 91,458 AOA2A2GM46 A0A2A2GM46 561 H#ZAHL! H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,34E+06 0,00E+00 1,45E+05 8,32E+05 | >tr | AOA2D2C7H2|A0OA2D2C7H2_9RHOB Paracoccus yeei Sugar ABC transporter substrate-binding proty 07,0761 5,33E+07 1 1 1 1 1 5,6 53,048 AOA2D2C7H2 AO0A2D2C7H2 562 H#ZAHL! H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 3,41E+04 4,42E+04 0,00E+00 1,15E+06 0,00E+00 5,59E+05 8,70E+05 | >tr| AOA2E3CFP5|AOA2E3CFP5_9RHOB Paracoccus sp. PQQ-dependent dehydrogenase, methanol/ef 0 62631 1,24E+08 4 1 1 1 2 2,1 67,305 AOA2E3CFP5;A0A2D8X0A6 AOA2E3CFP5;A0A2D8X0A6 563 -0,37 0,05573
1,10E+06 1,49E+06 1,29E+06 1,11E+06 1,19E+06 3,94E+05 1,37E+05 2,96E+05 1,10E+05 0,00E+00 >tr| AOA2E3CEI5 | AOA2E3CEIS_9RHOB Paracoccus sp. Malate dehydrogenase 0,0018553  6,0847| 2,00E+08 4 2 1 1 2 7,8 33,469 AOA2E3CEIS;A0A2D8X362 AOA2E3CEI5;A0A2D8X362 564 3,28 0,02818
1,80E+05 1,21E+05 6,82E+04 1,67E+05 1,23E+05 4,49E+05 5,82E+05 0,00E+00 0,00E+00 0,00E+00 | >tr| AOA2G1YZQ9|A0A2G1YZQ9_9RHOB Paracoccus sp. ATP synthase subunit beta 0 17,755 7,90E+07 3 4 2 2 2 13,1 50,448 A0A2G1YZQ9;A0AIN7MME2 AO0A2G1YZQY;A0AIN7MME2 565 1,22 0,14592
4,31E+05 6,60E+05 6,14E+05 4,14E+05 3,65E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr| AOA2G1Z1D0|AOA2G1Z1D0_SRHOB Paracoccus sp. Chaperone protein Dnak 0 22,931 0,00E+00 0 4 1 0 1 6,4 68,667 A0OA2G1Z1DO A0A2G1Z1DO 566 H#ZAHL! H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,61E+07 1,89E+07 9,05E+06 1,35E+07 1,65E+07 >tr|AOA2G1Z4R4|AOA2G1Z4R4_9RHOB Paracoccus sp. Transcriptional regulator 0 11,233| 8,19E+08 3 2 2 2 41 19,6 12,255 A0A2G1Z4R4;S5XRT9;Q3SRC8;Q1C(A0A2G1Z4R4;S5XRT9;Q3SRC8;Q1QL72 567 -0,25 0,00002
8,49E+05 8,11E+05 6,66E+05 5,18E+05 6,43E+05 0,00E+00 6,57E+05 2,87E+05 6,22E+05 4,81E+05 >tr| AOA2H5EVS3 | AOA2HSEVS3_9RHOB Paracoccus zhejiangensis ATP synthase subunit alpha 0 64,235 6,17E+07 5 3 1 1 1 8,2 55,151 AOA2HSEVS3 AOA2HSEVS3 568 -3,69 H#ZAHL!
8,09E+05 1,32E+06 8,73E+05 1,87E+06 1,38E+06 2,61E+05 3,48E+05 0,00E+00 8,58E+04 2,99E+05 | >tr| AOA2H5EY37 | AOA2H5EY37_9RHOB Paracoccus zhejiangensis Uncharacterized protein 0,0018762  6,1022| 3,35E+08 1 1 1 1 1 0,8 146,73 AOA2HSEY37 AOA2HSEY37 569 1,96 H#ZAHL!
5,83E+05 1,47E+06 1,00E+06 7,98E+05 5,00E+05 3,06E+05 2,28E+05 0,00E+00 1,69E+05 2,05E+05 >tr| AOA2H5F1J9 | AOA2H5F1J9_SRHOB Paracoccus zhejiangensis ABC transporter substrate-binding protein 0 10,689 4,46E+07 5 1 1 1 1 4,4 39,318 AOA2H5F1J9 AOA2H5F1J9 570 1,19 0,00713
1,03E+05 1,59E+05 0,00E+00 9,13E+04 6,88E+04 8,28E+05 1,01E+06 6,46E+05 7,76E+05 9,43E+05 >tr| AOA2H5F246 | AOA2H5F246_9RHOB Paracoccus zhejiangensis Formate dehydrogenase 0 12,264 9,77E+08 5 2 2 2 2 2,6 109,92 AOA2H5F246;A0A1N7JPA7 AOA2H5F246;A0A1IN7JPA7 571 1,94 0,00000
3,31E+05 7,79E+05 8,30E+05 3,21E+05 0,00E+00 8,23E+06 6,07E+06 3,77E+06 8,24E+06 8,72E+06 >tr|Q1QHY1|Q1QHY1_NITHX Nitrobacter hamburgensis (strain | Cold-shock DNA-binding protein family 0 35698 1,24E+09 8 1 1 1 2 15,9 7,3892 Q1QHY1;,A3WV12 Q1QHY1;A3WV12 572 2,98 0,00007
4,99E+05 1,13E+06 6,73E+05 6,63E+05 2,54E+05 1,87E+07 1,24E+07 1,17E+07 1,30E+07 1,65E+07 >tr|A3XINO|A3XINO_9BRAD Nitrobacter sp. Nb-311A Uncharacterized protein 0 6,3386] 1,93E+09 4 1 1 1 1 54 34,228 A3X1NO A3X1NO 573 0,29 H#ZAHL!
8,17E+05 1,11E+06 6,75E+05 0,00E+00 9,01E+05 6,27E+05 1,06E+06 0,00E+00 6,33E+05 1,33E+06 >sp|B1XXY8|CH10_LEPCP Leptothrix cholodnii (strain ATCC £10 kDa chaperonin 0 9,7547| 5,05E+07 5 1 1 1 1 28,1 10,459 BIXXY8 B1XXY8 574 0,39 0,01208
3,18E+07 3,38E+07 2,34E+07 2,53E+07 1,39E+07 2,38E+05 1,98E+04 0,00E+00 6,61E+05 2,13E+06 >sp|B1XXY9|CH60_LEPCP Leptothrix cholodnii (strain ATCC £60 kDa chaperonin 0 64,601 297E+08 7 8 5 3 1 16,4 57,309 BIXXY9 B1XXY9 575 1,17 0,16419
2,24E+06 2,74E+06 2,36E+06 2,37E+06 1,53E+06 2,02E+06 1,98E+06 2,19E+06 2,49E+06 3,11E+06 >tr|14Z6D7|1426D7_9BURK Leptothrix ochracea L12 Isocitrate lyase 0 53,262 1,79E+09 13 1 1 1 2 2,7 47,793 |1426D7;B1XYZ2 1426D7;B1XYZ2 576 2,80 0,00000
1,48E+05 1,60E+05 1,30E+05 1,49E+05 1,40E+05 2,23E+05 4,36E+05 1,08E+05 2,29E+05 3,78E+05 >tr|B1XZV7|B1XZV7_LEPCP Leptothrix cholodnii (strain ATCC £ Aldehyde ferredoxin oxidoreductase 0 63299 8,48E+07 4 1 1 1 1 2,3 65,907 B1XZV7 B1XzV7 577 0,27 0,00162
2,69E+06 3,60E+05 1,16E+06 2,06E+06 1,45E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|B1Y042|B1Y042_LEPCP Leptothrix cholodnii (strain ATCC £ Acetyl-coenzyme A synthetase 06,2361 0,00E+00 2 1 1 1 1 18 71,191 B1Y042 B1Y042 578 H#ZAHL! H#ZAHL!
1,82E+06 1,72E+06 1,40E+06 2,01E+06 1,28E+06 2,08E+06 1,94E+06 1,61E+06 1,22E+06 0,00E+00 | >tr|B1Y0Z0|B1Y0ZO_LEPCP Leptothrix cholodnii (strain ATCC £ Formaldehyde-activating enzyme 0,0071048 6,0128| 9,86E+07 2 1 1 1 1 6,5 17,691 B1Y0ZO B1Y0ZO 579 -0,32 H#ZAHL!
2,69E+06 2,67E+06 2,31E+06 3,03E+06 0,00E+00 4,54E+05 3,34E+05 3,74E+05 4,02E+05 0,00E+00 | >tr|14Z5U7[14Z5U7_9BURK Leptothrix ochracea L12 Acetoacetyl-CoA reductase 0 7,6798| 1,72E+07 1 1 1 1 2 73 26,11/14Z5U7;B1Y253 14Z5U7;B1Y253 580 H#ZAHL! H#ZAHL!
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 7,83E+04 1,11E+05 4,68E+04 0,00E+00 0,00E+00 >tr|B1Y3S7|B1Y3S7_LEPCP Leptothrix cholodnii (strain ATCC §ATP synthase subunit beta 08,1473 8,38E+07 8 3 1 1 1 9,3 51,219 B1Y3s7 B1Y3S7 581 3,78 0,06241
1,55E+07 1,67E+07 1,53E+07 1,61E+07 9,50E+06 1,62E+06 2,66E+06 1,26E+06 0,00E+00 1,13E+05 >sp|B1Y3S9|ATPA_LEPCP Leptothrix cholodnii (strain ATCC {ATP synthase subunit alpha 0 16,466 1,12E+09 12 3 2 2 2 6,1 54,569 B1Y3S9;14Z5I1 B1Y3S9 582 2,60 0,05178
0,00E+00 5,04E+07 3,25E+07 6,61E+07 1,90E+07 0,00E+00 0,00E+00 0,00E+00 4,03E+06 6,53E+06 >tr|B1Y3W8|B1Y3W8_LEPCP Leptothrix cholodnii (strain ATCC £ Cold-shock DNA-binding domain protein 0 65989 9,19E+08 4 1 1 1 1 13,9 7,9468 B1Y3W8 B1Y3ws 583 4,04 0,15703
1,04E+06 1,16E+06 6,75E+05 0,00E+00 3,07E+05 1,47E+05 2,71E+05 1,47E+05 1,78E+05 1,51E+05 >tr|B1Y518|B1Y518_LEPCP Leptothrix cholodnii (strain ATCC £ Benzoyl-CoA dioxygenase B 0 34,677 2,54E+08 11 1 1 1 1 3,6 54,393 /B1Y518 B1Y518 584 3,20 0,00007
1,73E+06 2,06E+06 1,75E+06 1,06E+06 1,34E+05 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >tr|B1Y6I8|B1Y6I8_LEPCP Leptothrix cholodnii (strain ATCC §Short-chain dehydrogenase/reductase SDR 0,003663  6,0554| 0,00E+00 1 1 1 1 1 4,8 25,932 B1Y6I8 B1Y6I8 585 H#ZAHL! H#ZAHL!
1,32E+06 3,65E+06 2,13E+06 2,23E+06 4,55E+04 2,77E+05 1,58E+05 0,00E+00 1,64E+05 0,00E+00 >sp|B1Y6S3|METK_LEPCP Leptothrix cholodnii (strain ATCC £S-adenosylmethionine synthase 0 21,081 3,40E+07 2 1 1 1 1 33 43,033 B1Y6S3 B1Y6S3 586 1,23 H#ZAHL!
2,08E+06 2,31E+06 1,97E+06 2,07E+06 0,00E+00 0,00E+00 2,36E+04 0,00E+00 2,51E+04 0,00E+00 >tr|B1Y6Z6|B1Y6Z6_LEPCP Leptothrix cholodnii (strain ATCC £ Putative serine protein kinase, PrkA 06,9065 3,59E+07 2 1 1 1 1 2,7 73,333 B1Y6Z6 B1Y6Z6 587 4,37 0,14202
1,73E+06 1,82E+06 1,46E+06 1,44E+06 2,61E+06 0,00E+00 3,19E+04 0,00E+00 0,00E+00 0,00E+00 >sp|B1Y786 | DNAK_LEPCP Leptothrix cholodnii (strain ATCC £ Chaperone protein DnakK 07,8846 2,65E+07 1 1 1 1 1 2,8 69,605 B1Y786 B1Y786 588 4,60 0,34782
4,45E+06 3,29E+06 2,89E+06 3,31E+06 3,05E+06 6,90E+06 7,37E+06 1,05E+06 6,75E+06 9,36E+06 >tr|B1Y7HO|B1Y7HO_LEPCP Leptothrix cholodnii (strain ATCC £ Elongation factor Tu 0 39,243 1,41E+09 21 4 3 3 1 13,6 42,881 B1Y7HO B1Y7HO 589 -0,07 0,00194
4,61E+05 1,45E+06 3,48E+06 1,28E+06 0,00E+00 3,97E+05 4,37E+05 2,82E+05 3,84E+05 4,11E+05 >sp|B1Y8A3|MDH_LEPCP Leptothrix cholodnii (strain ATCC £ Malate dehydrogenase 0 27,97 4,16E+08 22 1 1 1 1 52 34,77 B1Y8A3 B1Y8A3 590 BHS) 0,00000
0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 1,53E+05 5,64E+05 9,65E+04 2,12E+05 2,80E+05 >tr|B1Y8D3|B1Y8D3_LEPCP Leptothrix cholodnii (strain ATCC £ Phosphoenolpyruvate carboxykinase [GTP] 0 85296 7,38E+07 6 1 1 1 1 2,7 68,435 B1Y8D3 B1Y8D3 591 0,23 H#ZAHL!
6,13E+05 7,27E+05 0,00E+00 1,93E+05 0,00E+00 1,27E+06 1,79E+06 1,50E+06 0,00E+00 0,00E+00 >tr| DSPEM6 | DSPEM6_9BACT Nitrospira defluvii Uncharacterized protein 0,0084175 5,9147| 4,33E+08 3 1 1 1 1 1,1 114,4 D8PEM6E D8PEM6 605 0,33 0,04370
3,17E+04 3,24E+04 2,38E+04 3,12E+04 0,00E+00 5,85E+06 6,04E+06 4,01E+06 5,71E+06 6,74E+06 >tr| FBGKG5|F8GKG5_NITSI Nitrosomonas sp. (strain Is79A3) |60 kDa chaperonin 0 16,318 2,70E+09 33 7 1 1 1 11,8 57,582 F8GKG5 F8GKG5 606 1,19 0,00000
1,01E+06 1,11E+06 8,46E+05 8,51E+05 5,10E+05 1,19E+06 1,43E+06 0,00E+00 7,70E+03 1,44E+05 >tr|F8GKZ5| F8GKZ5_NITSI Nitrosomonas sp. (strain Is79A3) |Elongation factor Tu 0 13,116 7,88E+07 2 3 1 1 12 11,9 42,873 |F8GKZ5;A0A1H3PF60;A0A1H31313 F8GKZ5 607 -1,50 H#ZAHL!
1,47E+05 1,28E+05 6,71E+04 8,97E+05 1,06E+05 4,40E+06 5,15E+06 3,04E+06 4,07E+06 5,56E+06 >tr|14Z5A4|14Z5A4_9BURK Leptothrix ochracea L12 Universal stress protein UspA-like protein 0 39,593 1,28E+09 23 1 1 1 1 9 15,96 14Z5A4 14Z5A4 608 2,25 0,00001
6,07E+06 5,79E+06 7,02E+06 6,32E+06 6,51E+06 0,00E+00 6,84E+06 2,77E+06 5,65E+06 0,00E+00 >tr|K7ZQX7 |K7ZQX7_9RHOB Paracoccus laeviglucosivorans Putative 5-keto-2-deoxygluconokinae iolC 0,0071942  6,0288| 1,27E+09 6 1 1 1 1 2 69,092 K7ZQX7 K7zQXx7 609 0,40 0,06254
2,56E+07 2,29E+07 1,18E+07 6,57E+06 5,43E+06 1,04E+07 1,06E+07 7,19E+06 9,38E+06 9,42E+06 >tr|Q1PY41|Q1PY41_KUEST Kuenenia stuttgartiensis 60 kDa chaperonin 0 28,565 3,15E+09 20 3 1 1 6 7,2 57,447 Q1PY41;A0A1V6LZI3;A0A1VAATW! Q1PY41;A0A1V6LZI3;A0A1VAATWS;AC 610 -0,04 H#ZAHL!
8,00E+05 4,91E+05 4,95E+05 6,05E+05 6,87E+04 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >sp|Q1QIL6 | CH603_NITHX Nitrobacter hamburgensis (strain 160 kDa chaperonin 3 0 12,791 0,00E+00 0 8 2 0 3 13,2 57,319 Q1QIL6;A0A1Q3JV23;A0A165EYC5 Q1QIL6;A0A1Q3)V23 611 H#ZAHL! H#ZAHL!
2,52E+06 3,13E+06 1,75E+06 1,43E+06 1,47E+06 0,00E+00 0,00E+00 0,00E+00 0,00E+00 0,00E+00 >sp|Q35QS3|CH601_NITWN Nitrobacter winogradskyi (strain A60 kDa chaperonin 1 0 23,071 0,00E+00 0 8 3 0 1 14 57,694/Q3sQs3 Q3sQs3 612 H#ZAHL! H#ZAHL!
3,85E+05 6,99E+05 5,14E+05 4,33E+05 3,41E+05 3,29E+06 3,85E+06 1,27E+06 2,75E+06 2,56E+06 >tr|S5XUP7|S5XUP7_PARAH Paracoccus aminophilus JCM 768€ Spermidine/putrescine transport system, sub 0 10,324| 4,24E+08 8 1 1 1 1 39 38,716 S5XUP7 S5XUP7 619 -0,48 0,00022
6,68E+06 5,80E+06 4,24E+06 4,88E+06 7,32E+06 5,06E+05 6,38E+05 2,13E+05 3,62E+05 5,69E+05 >tr| S5XXR5 | S5XXR5_PARAH Paracoccus aminophilus JCM 768€ Chaperone protein DnakK 0 65,097 1,32E+08 10 6 6 2 36 11,7 69,102 S5XXR5;A0A1X7L3Z7;A0AIN6QS32 SSXXR5;A0A1X7L3Z7;A0AIN6QS32;A0 620 -0,94 0,00032
7,42E+05 1,31E+06 5,89E+05 9,59E+05 2,23E+05 0,00E+00 0,00E+00 6,99E+05 7,34E+05 1,07E+06 >tr|S5YOF3|S5YOF3_PARAH Paracoccus aminophilus JCM 768€ Short-chain dehydrogenase/reductase SDR 0 7,1797| 2,25E+08 3 1 1 1 1 52 25,334 |S5Y0F3 S5YOF3 621 2,44 0,04770
3,24E+07 3,46E+07 2,88E+07 2,97E+07 3,64E+07 2,42E+07 1,98E+07 1,20E+07 2,49E+07 2,18E+07 | >tr|S5Z1J4|S521)14_PARAH Paracoccus aminophilus JCM 7686 ABC-type amino acid transport/signal transdu 0 53,741 3,41E+09 14 1 1 1 1 3,5 36,159 S521J4 S5Z1)4 622 -1,18 0,00002




