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Protein_id 2D/LC? level® peptides  Coverage Gene annotation E value Identity Organism Accession no.
CDM22555 LC ++ 2 6 histidinol dehydrogenase 0.0 78  Alcaligenes faecalis WP_003805416
CDM22588 LC + 27 33 short shain acyl-CoA dehydrogenase 0.0 70  Achromobacter arsenitoxydans WP_008168415
CDM22589 LC ++ 4 14 3-ketoacyl-CoA thiolase 0.0 75  Pusillimonas sp. T7-7 YP_004418047
CDM22590 LC ++ 9 bifunctional enoyl-CoA hydratase / 3-hydroxyacyl-CoA 0.0 66  Pusilimonas sp. T7-7 YP_004418048
dehydrogenase
CDM22592 LC ++ 5 18 long-chain fatty acid transport protein 0.0 58 Alcaligenes sp. HPC1271 WP_009462456
CDM22790 2D/LC 5.0/+ 32 31/21  hypothetical protein 4E-37 63  Pusillimonas noertemannii WP_017525672
CDM22815 2D 7.2 28 55 ABC-type dipeptide transport system, periplasmic 0.0 62  Acidovorax sp. CF316 WP_007849611
CDM22834 LC + 7 44 ubiquinol-cytochrome C reductase iron-sulfur subunit 2E-126 79  Pusilimonas sp. T7-7 YP_004418271
CDM22981 LC ++ 3 10 hypothetical protein 0.0 87  Dechloromonas aromatica RCB YP_283598
CDM22999 LC ++ 3 8 hypothetical protein 0.0 63  Pusillimonas noertemannii WP_017525303
CDM23107 2D 49 20 54 ABC transport protein, substrate-binding component 0.0 83  Pusillimonas sp. T7-7 YP_004417743
CDM23163 LC ++ 6 21 threonine dehydratase 0.0 83  Pusilimonas sp. T7-7 YP_004418520
CDM23168 LC ++ 3 14 hypothetical protein 5E-58 52  Pusillimonas noertemannii WP_017524873
CDM23355 LC ++ 2 10 carbamoyl phosphate synthase small subunit 0.0 81  Pusilimonas sp. T7-7 YP_004415263
CDM23364 LC ++ 2 6 phosphoglucosamine mutase 0.0 76  Pusillimonas sp. T7-7 YP_004415277
CDM23503 2D 4.0 10 57 ketohydroxyglutarate aldolase 1E-98 73  Pusilimonas sp. T7-7 YP_004415557
CDM23555 LC + 6 16 3-oxoacyl-ACP synthase 0.0 87  Pusillimonas sp. T7-7 YP_004416855
CDM23571 2D/LC 10.6/++ 12/2 38/7 ABC transport protein, substrate-binding component 0.0 81  Pusilimonas sp. T7-7 YP_004416836
CDM23572 2D/LC 3.2/+ 20/5 26/12 methylmalonate-semialdehyde dehydrogenase 0.0 80 Bordetella bronchiseptica 253 YP_006970713
CDM23583 2D/LC 3.4/0 19/6 35/11  acetyl-CoA synthetase 0.0 80 Pusilimonas sp. T7-7 YP_004416829
CDM23629 LC + 11 34 ABC-type proline/glycine betaine transport system, ATPase 0.0 81  Pusillimonas sp. T7-7 YP_004416797
component
CDM23645 2D 3.0 15 44 ABC transport protein, substrate-binding component 0.0 74  Pusilimonas sp. T7-7 YP_004416670
CDM23900 LC ++ 4 12 histidinol-phosphate aminotransferase 0.0 73  Bordetella petrii DSM 12804 YP_001630494
CDM23916 2D/LC 4.8/++ 10/3 61/17  alkyl hydroperoxide reductase subunit C-like protein 5E-129 84  Pusillimonas sp. T7-7 YP_004416636
CDM23981 LC ++ 3 23 DNA-3-methyladenine glycosidase | 6E-87 66  Pusillimonas sp. T7-7 YP_004418129
CDM24003 LC ++ 3 10 xanthine permease 0.0 61 Pusilimonas sp. T7-7 YP_004418527
CDM24020 LC ++ 2 7 coproporphyrinogen Il oxidase, oxygen-independent 0.0 68  Pusillimonas sp. T7-7 YP_004415790
CDM24134 LC ++ 3 11 4-hydroxy-3-methylbut-2-en-1-yl diphosphate synthase 0.0 86  Bordetella bronchiseptica 253 YP_006967058
CDM24151 LC + 7 19 aldehyde dehydrogenase, NAD-dependent 0.0 84  Pusillimonas sp. T7-7 YP_004417620
CDM24267 LC ++ 2 14 transcriptional regulator, MerR family 1E-68 83  Pusilimonas sp. T7-7 YP_004416423
CDM24360 LC ++ 4 5 5-methyltetrahydropteroyltriglutamate / homocysteine S- 0.0 77  Bordetella petrii DSM 12804 YP_001630668
methyltransferase
CDM24415 2D 2.6 7 43 nitroreductase 3E-69 58  Pusilimonas sp. T7-7 YP_004416172
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geraniol dehydrogenase

hypothetical protein
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hypothetical protein

geranial dehydrogenase

acyl-CoA dehydrogenase

hypothetical protein

NADH:ferredoxin oxidoreductase
ferredoxin, 2Fe-2S
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SAM-dependent methyltransferase
GTP-binding protein

hypothetical protein
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CDM26059 2D/LC -1.1/++ 9/5 16/12 outer membrane esterase 0.0 52  Pseudogulbenkiania ferrooxidans WP_021475494

CDM26067 2D/LC 3.3/++ 14/2 54/5 ABC-type dipeptide transport system, periplasmic 0.0 62  Enterobacter aerogenes YP_004590478
component KCTC 2190



