A. Riske monoxygenase alpha subunit family
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B. Glycine/betaine/sarcosine/D-proline reductase family
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C. Pyruvate formate lyase family
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D. Molybdopterin oxidoreductase family
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Envronment ___ Metagenomestudy name o Author Project webink Dste_Data weblnk
Open ocean North Paciic Metagenomes [CAVIERA) CAMI_p_0001028 Northcifcetagenomes Ui, .. Campbel, T, Chung, C.C. Hiang K. & Worden, AZ. 2007
open acean Giohal Ocean suvey c0s Vutin N, Suzuk, M., Teeh e, . 05,85 2008 hpjdata microbe usprofeciow25
Openocean SapeloItand Bactrioplankcon Vanilat/ DS Study. 403583 voran, WA 2007
Openocean SapeloItand Bactrioplankcon Vanilat/ DS Study. 4403603 voran, WA 2007
Openocean SapeloItand Bactrioplankcon Vanilat/ DS Study. 403613 voran, WA 2007
Openocean SapeloItand Bactrioplankcon Vanilat/ DS Study. 03623 voran, WA 2007
Openocean SapeloItand Bactrioplankcon Vanilat/ DS Study. 403633 voran, WA 2007
Openocean Sapeloltand Bactrioplankcon Metagename. 137183 voran, WA 2007
Openocean Sapeloltand Bactrioplankcon Metagename. 137193 voran, WA 2007
Openocean Sapeloltand Bactrioplankcon Metagename. 4137203 voran, WA 2007
Openocean Sapeloltand Bactrioplankcon Metagename. 137223 voran, WA 2007
Openocean Sapeloltand Bactrioplankcon Metagename. 137263 voran, WA 2007
Openocean Monterey Bay MicrabialStudy 37123 Delong € 2010
Openocean Monterey Bay MicrabialStudy 37133 Delong £ 2010
Open ocean Monterey Bay MicrabialStudy 03714 3 Dolong € 2010
Open ocean Monterey Bay MicrabialStudy 371533 Delong € 2010
Open ocean Monterey Bay MicrabialStudy 7163 Delong € 2010
Open ocean Monterey Bay MicrabialStudy 037173 Delong € 2010
Marine sedimene Mangroves 151033.3 Andreoe, . 201
Marine sedimene Mangroves 151034.3 Andreoe, . 201
Marine sedimene Mangroves a151035.3 Ancreoe, . 201
Marine sedimene Mangroves a151036.3 Andreoe, . 201
Maring sediment Mansrove 1 BA 4485218.3 Vasconcelos, AT, 2013
Maring sediment Mansrove 1 BA 4485219, Vasconcelos, AT, 2013
Maring sediment Mansrove 1 BA 44859813 Vasconcelos, AT, 2013
Maring sediment Mansrove 1 BA 485982.3 Vasconcelos, AT, 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 41508913 Latoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 4150852.3 Latoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 41520423 Latoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 4152043, Latoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 450876.3 Lafoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 450877.3 Latoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 4150735.3 Latoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 450736.3 Latoche, . 2013
Maring sediment  Peru OMZ- eteor Cruise M77/3 a1588.3 Laoche, . 2013
Maring sediment Peru OMZ-eteor Cruise M77/3 461589.3 Laoche, . 2013
Maring sediment Peru OMZ-eteor Cruise M77/3 462177.3 Laoche, . 2013
Marine sediment  Pert Margi Subseafcor Bosphere. 41599403 Bt L. 2013
Marine sediment  Pert Margi Subseafcor Bosphere. 41599413 B L. 2013
Marine sediment  Pert Margi Subseafcor Bosphere. 4440360.3 e L. 2013
Marine sediment  Pert Margi Subseafcor Bosphere. 44409613 Bt L. 2013
Marine sediment  Pert Margi Subseafcor Bosphere. 4040373, e L 2013
Marine sediment Subsurace il anateas Mever . 2007
Maring sediment Subsurace il anaseas.y Mever . 2007
Maring sediment Subsurace il anaz0us 3 Mever . 2007
Maring sediment Subsurace il asossa 3 Mever . 2007
Maring sediment Subsurace il 5203 Mever . 2007
Maring sediment Subsurace il asezz Mever . 2007
Maring sediment Subsurace il agsezs.y Mever . 2013
Marine sediment pik bary consora - umina Miseq astssez 3 Wibanks, 20
Marine sediment pik bary consora - umina iseq -neb SHA SRIG32174 as17552.3 Wibanks, 20
Marine sediment  Sweetwater wetlands 177683 parker, B 2013
Maring sediment MaCUMBAtidal poct asag2493 sl L 2013
Maring sediment MaCUMBAtidal poct asag2503 sl L 2013
Human gt -healty. Human gut metagenome 13 Heslthy Human Gut Metagenomes [PN]  Hayash, T & Hator, M. hepfjdaa micrsbe.usfpojeciiews3 2007
Human gt -heaity Twin Gut Mcrofors Sty 1401527 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1401535 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1401605 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1401615 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1401625 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 140595.0 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1105103 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 0005113 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1408133 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1006143 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1408153 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1405163 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1108393 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1405103 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1408233 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 0408243 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 140825 3 Gordon, 00
Human gt -heaity Twin Gut Mcrofors Sty 1408263 Gordon, 00
Human gt -heaity Human Facces - Kurolawa 41105403 Hator, . 2007
Human gt -heaity Human Facces - Kurolawa 41408413 Hator, . 2007
Human gt -heaity Human Facces - Kurolawa 4040848 3 Hator, . 2007
411193 Gordon, . 2
4611203 Gordon, . 2
11223 Gordon, . 2
4611233 Gordon, . 2
4611243 Gordon, . 2
461125.3 Gordon, . 2
4611263 Gordon, . 2
461127.3 Gordon, . 2
4611293 Gordon, . 2
411303 Gordon, . 2
4611313 Gordon, . 2
4611333 Gordon, . 2
4611343 Gordon, . 2
1135.3 Gordon, . 2
411363 Gordon, . 2
461137.3 Gordon, . 2
461138.3 Gordon, . 2
4611393 Gordon, . 2
4611403 Gordon, . 2
611413 Gordon, . 2
611423 Gordon, . 2
4611433 Gordon, . 2
611443 Gordon, . 2
461145.3 Gordon, . 2
461146.3 Gordon, . 2
461147.3 Gordon, . 2
61148.3 Gordon, . 2
4611493 Gordon, . 2
4611503 Gordon, . 2
611513 Gordon, . 2
4611533 Gordon, . 2
4611543 Gordon, . 2
41155.3 Gordon, . 2
4611593 Gordon, . 2
4611603 Gordon, . 2
4611613 Gordon, . 2
11623 Gordon, . 2
61163.3 Gordon, . 2
461164.3 Gordon, . 2
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