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Show [10 v ] entries Search: [Pseudomonas syring:
With Without genome_name species species_type abbres
Homolog Homolog v
Pscudomonas syringae pv. tomato T1 Pscudomonas syringac bacteria PtoT1
Pscudomonas syringae pv. tomato Max13 Pscudomonas syringae bacteria PtoMax13
v Pscudomonas syringae pv. tomato DC3000 Pseudomonas syringae bacteria PtoDC3000
Pseudomonas syringae pv. tabaci str. ATCC 11528 Pseudomonas syringae bacteria Ptal1528
v Pscudomonas syringae pv. syringae B728a Pscudomonas syringae bacteria PsyB728a
Pscudomonas syringae pv. pisi 1704B Pscudomonas syringae bacteria Ppil704B
Pscudomonas syringae pv. phaseolicola 14484 Pseudomonas sy bacteria Pph1448A
Pseudomonas syringae pv. oryzae 36_1 Pseudomonas syris bacteria Por36_1
Pscudomonas syringae pv. morsprunorum str. M302280 Pscudomonas syringae bacteria Pmp302280PT
Pscudomonas syringae pv. mori str. 301020 Pscudomonas sy bacteria Pmo301020
Showing 1 to 10 of 24 entries (filtered from 142 total entries) Previous 1 2 3 Next
(b)
Search Result
Genome Name: |Pseudomonas syringae pv. syringae B728a ¥ | | Show Gene Information
Show [10__v] entries Search: Cony |[ oSV | Excat
Group ID “|  Homolog Group ID HMM Group ID Gene ID Genome Name Details
Cluster_10212.1 Cluster_10212 Group2510 Q47122 Pseudomonas syringae pv. syringae B728a | ATP synthase subunit delta
Cluster_10520.1 Cluster_10520 Group5462 Q4ZMP2 Pseudomonas syringae pv. syringae B728a | Elongation factor Tu
Cluster_10870.1 Cluster_10870 Group4888 Q4ZMN2 Pseudomonas syringae pv. syringae B728a | Transcription termination/antitermination protein NusG
Cluster_11008.1 Cluster_11008 Group3165 Q4ZRHS Pseudomonas syringac pv. syringac B728a | 6-carboxy-5,6,7.8-tetrahydropterin synthase
Cluster_11077.1 Cluster_11077 Groups954 Q47ZW4 Pseudomonas syringae pv. syringae B728a | D-amino acid dehydrogenase
Cluster_11238.1 Cluster_11238 Group4397 Q4ZRK4 Pseudomonas syringae pv. syringac B728a | Isocitrate dehydrogenase NADP-dependent, monomeric type
Cluster_11536.1 Cluster_11536 Group3052 Q4ZMO1 Pseudomonas syringae pv. syringac B728a | S-adenosylmethionine synthase
Cluster_1198.1 Cluster_1198 Group4047 Q47783 Pseudomonas syringae pv. syringae B728a | Dihydroxy-acid dehydratase
Cluster_1254.1 Cluster_1254 Groupl221 Q4ZQB3 Pseudomonas syringae pv. syringae B728a | Unannotated protein sequence
Cluster_12972.1 Cluster_12972 Group2410 Q4ZUP4 Pseudomonas syringae pv. syringae B728a | Unannotated protein sequence
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[Product Description: [ATP synthase subunit dclta

[Comments: [Produces ATP from ADP in the prescnce of a proton gradicnt across the membranc. The alpha chain is a regulatory subunit.
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