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Présentation de la séquence d’ADN
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TARA7S_3634040 ADN génomique (Tanger-Alger, station 7 [SRF])

AGTCACAACATCGCCACAACATCACGCAGATTTGTTTCATGCAACATGCGGTGGTATGGGGCTTACTGGAATAATCATAAGTGCAACTATTCAGCTGCTTCCCATCAAATCTTCGTTAATTTCTCAGAAAA
CAATTAAGGCGGACTGTATAGAAGAGGCATGTGAAGTCTTTGAGATTAATAGTGATGCTACTTACAGCGTTGCATGGATAGATTGCCTCAGCAAAGGGAAAAGCCTTGGGCGTAGTGTGATAATGCTT
GGTGAGCATGCATCGCAAGGTGGATTAGATATTGATATACGACAGAAAGTCTCTGTTCCGTTTTCTACTCCATCTGCGTTACTTAACAGTCTAACAGTGAAGGCCTTTAACGCCGCTTATTGGCACAAAT
CAAGGCAAAACCTAAGTCAGACAGTTGGGCTTATGCCTTACTTTTATCCGTTAGATACTGTAGGTGAGTGGAATAGGTTGTACGGTAAAAAGGGATTTTTGCAATTTCAGTGTGTCGTGCCTAAGCTCG
ATGGCGTCGCAAATATGCGTAAGCTCTTAACTGAAATCTCCAACAGCGGCGAAGGTTCGTTTCTAGCAGTACTTAAGCAGTTTGGAATTGCTAATGAGAACCTTCTCTCATTTCCAACAGAAGGTTACAC
ATTGGCACTAGACTTTAAGGCTTCAGAAACAGCAATAAAGACGGTAAAAGACTTGAAGATATGGTGGTAGGTATGGGTGGAAGGCTGTACCTAACGAAAGACGCAGTAATGCAAGAAAGCACCTTTAA
AGCGACATATCCAAACTGGGAAAAGTTTGAGGTAGTGCGAGAACAATATGGTGCGATTGGAAAGTTTAGTTCCACTCAGTCAAAACGCTTAGGATTAGCATGAAGAGAATTTTAATTATTGGGGCGAC
GTCAGCTATTGCGGAGCACTGTGCGCGGATTTGGGCTGCTAGAGGTGATGATTTGCACTTAGTGGCTAGAAATGAACAGCACGTTCAAACAATCG CAGCTGACTT



Transcription et traduction

Utilisation d’'Open Reading
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Séquenae de 292 addes anminés
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Basic Local Alignment Search Tool

« FAD-linked oxidase » présente
chez une gammaprotéobactérie.

equences preducing significant alignments:

ect: All Mone Selected:0

lignments
. E ET
Description value |ident
] FAD linked oxidase domain-containing protein [Pseudomonas aerudinosa YREPAD] =qh|EME12322 1] FAD linked oxidase domain-containing protein [Pseudarr 3e-111 54%
[0 FAD linked cxidase domain-containing protein [Pseudomonas aeruginasa PAT] =oblABRA2404 1| FAD linked axidase domain protein [Pseudomanas aeruginos: 4e-111 55%
[0 hypothetical protein CTOM70 [Chiorobium tepidum TLE] =ablAAM71418.1] conserved hypothetical protein [Chiorobium tepidum TLE] le-106 55%
[0 FAD linked cxidase domain pratein [ibrio parahaemolyticus AK-5034] =reflZP 12107637 1] oxidoreductase, FAD-hinding, putative [Vibrio parahaerolticus 103; 2e-29 51%
[0 mddoreductase, FAD-hinding [Methylococcus capsulatus str Bath] =ghlAAU51 361 1] putative oxidoreductase, FAD-hinding [Methylococcus capsulatus str Bathl  3e-93  49%
[0 FAD linked cxidase domain-containing protein [Hydronenophaga sp. PEC] =ablEIKG2279 1] FAD linked oxidase domain-containing protein [Hydrogenophana sp. 2e-32  48%
[0 EAD linked oxidase domain-containing protein [Chloroherpeton thalassium ATCC 351100 =gblACF14054.1] FAD linked oxidase domain protein [Chloroherpeton tl 1e-31  49%
[0 FAD linked cxidase-like protein [Sulfurimonas denitrificans DS 1251] =ghlABB44496 1] FAD linked oxidase-like protein [Sulfurimaonas denitrificans DEM 1251]  2e-83  48%
[0 FAD linked oxidase domain-containing protein [Syntrophobacter fumaroxidans MPOB] =ohl4BkK15844 1] FAD linked oxidase damain protein [Syntrophobacter fum 4e-89 48%
[0 mddoreductase [Sulfurovurm sp. MBC37-1] =dhilBAF72471.1] oxidoreductase [Sulfurovurm sp. MBC37-1] Je-88  48%
[0 EAD linked oxidase domain protein [Desulfurivibrio alkaliphilus AHT2] =gblADHEE452 1] FAD linked oxidase domain protein [Desuliorivibrio alkalinhilus AHT2] Be-d?  47%
[ hypothetical protein CO00 04196 [Fulivirga imtechensis AKT] =gh|ELR7 3344 1] hypothetical protein ©300 04186 [Fulvivirga imtechensis A7 435 46%
[0 mddoreductase [Sulfurovum sp. MBC37-1] =dhbi|BAF71292.1] oxidoreductase [Sulfurovum sp, MBC37-1] Te-d3  45%
o® [0 FAD linked oxidase domain-containing protein [Sphingobiom chlorophenalicumn L-1] =gh|AEGS0395 1] FAD linked oxidase domain protein [Sphingobium chlorop 2e-82  45%
O.Ifé e [0 putative oxidoreductase, FAD-hinding [Algoriphaqus sp. PR1] =ab|EAZS2410.1] putative oxidoreductase, FAD-binding [Slgoriphaqus sp. PR1] 2082 A%
\. o [0 FAD linked oxidase domain protein [Burkholderia graminis C401 M) =gh|EDT11557.1] FAD linked oxidase domain protein [Burkholderia graminis G401 M) 1e-80 47%




Phylagénie de Ia séquence peptidique &udiée
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Les autres séquences

Séquence d’ADN TARA23S_3634010

GCTTGAGATACTGTTTTGGAGTTTAATTGTTGTCACATGGATTACCGTTGGCATGCACGTAGTCAAGAATTTATAAGATTCAAAAGGAGTAAAGATGATTGAACCAAATATGAAAAAACCTAGTTTGTTCAGAAGAGCTTTATTGA
AATTTGTAAGCGGTTGGAGAAGAATAATGGATGTAAGATATAACCCATTAAAATATATACCAGATCCAAGTTTGCAGACATACTTTATGTTGGTTTTGTTCACTATATGGAGTGTGTTTTTTGGATTTTTGGCAGCAAATTACTTGG
GGTTTTTTAACTACAATACGGTTGCAAGTATAATAATTCATATCGCAATAATATTACCTTTAGCATTTACAAATGCAGTCTTTGTTGATGCAGAAAGAGATGGTGATAAATGGTTAAAAGAATGGAAGGAAGAGCAATCCAGATACA
AGTTAGTTATGAACAGGCTCAAAACCAAAAATTTAGTGATATGGAATCCAAACAAGGAATCATAATTATATAAATAACATTATGTTGGTGGTATAAGCTGACCTATTTCATTAAAGATTGCAGTATCTCAGGATTTTCCTGCAGAGCG
GCTACAACATTTTGACTTAATTCTTGAGCATCGGAGCCCACCAATAGCATTGATTTTTCAACCATTAGAGATTGTTTATTGGTGATTGATTTTCCTTCTTTTGTCTTCATGAAATTATATAAAGCAGTTATTTCATCATAAGAGTAAAC
ATCTTTATATAAATCGGGCATCTTTTTTTCAATTTTTAAGAGATACTCTTTTATAAATGGCTTTAGAAAATCACTCATCGCCTTACTTTTGATATCCATTCCAATTGTTTGAAGCATGGTACCCATTGCATTAGTCATAGTATCTTCCTG
TTGCGAAAGAAACTGTTCTTTGACAATAAAATCTACCATTTCATCCATAGAAATATCTTCAGATGATATAAAAAGGGTTGAGAACAATAAAATGCATAAGGATAATTTTTTCATGTATTTAA

Transcription/Traduction
DSKGVKMIEPNMKKPSLFRRALLKFVSGWRRIMDVRYNPLKYIPDPSLQTYFMLVLEFTIW

SVFFGFLAANYLGFFENYNTVASIITHIAIILPLAFTNAVEFVDAERDGDKWLKEWKEEQSR
YKLVMNRLKTKNLVIWNPNKES*

BLASTp

Max | Total

Description
score SCOre

hypothetical protein GB2207 09866 [namrma proteobacterium HTCC2207] =qb|EAS48108.1] hypothetical protein GB2207 09866 [marine 157 157

hypothetical pratein GPB2148 3139 [matine gamma protecbacterium HTCC2148] =gh|[EEBS0323.1] hypothetical protein GPB2148 3139 B0.5 BOS

possible transrernbrane protein marine garnma protecbacterium HTCC214 3] =gb|EAW31244.1] possible transmermbrane protein maril 58.9 589

hypothetical protein PrubAZ2 16796 [Pseudoalteramaonas rubra ATCC 294670] 539 539

hypothetical protein QANI07 c45140 [Octadecabacter antarcticus 307] =h|AGIEIE71.1] hypothetical protein O&MNI07 c45140 [Octadecah 39.3 393

hypothetical protein [Candidatus Puniceispirillum matinum IMGC1 322) =gb|ADE40665.1] possible transmembrane protein [Candidatus Pr 339 339

hypothetical protein GPB2148 1859 [marine garmma protecbacterium HTCC2148] =ghlEEBTA211.1] hypothetical protein GPB2148 1869 389 389

hypothetical protein OARN307 c1 8560 [Octadecabacter antarcticus 307] =gh|AGIET510.1] hypothetical protein 0AN307 c18560 [Octadecab 38.9 389

hypothetical protein QAN307 ¢11030 [Octadecabacter antarcticus 207] =ghlAGIEES02.1] hypothetical protein OAMN207 11030 [Octadecab: 38.5 38.5

hypothetical protein HIMB100 00012280 [SAR116 cluster alpha protecbacteriurm HIMB100] =qh|EHI4B875.1] hypothetical protein HIMB100 3583 358

methyltransferase [Oxalobacter formigenes OXCC1 3] =gb|EEC2A540 1| methytransferase [Cxalobacter formigenes OHCC1 3] 3B 358

periplasmic binding protein [Stackebrandtia nassavensis DEM 44728] =qblADD44155.1] periplasmmic hinding protein [Stackebrandtia nas: 35.4 354

predicted protein [Arabidopsis thalianal 350 350

hypothetical pratein HIMBS3 00011640 [alpha protecbacterium HIMBS9] =ohlAF 549346.1] hypothetical protein HIMBSS 00011640 [alphay 331 33.1

OOoooooOoooooooodd

ABC transporer permease [Acholeplasima laidlawii PG-84] =qblABXE1335.1] ABC-type transport systern, permease component [Acholepls 347 34.7

Cluery  E  Max
cover  wvalue ident

Accession

V3% Be-d7 B7% ZP 012235491
Bd% 1e03 37% ZP 050932501
B3% 5e09 8% ZP 016170621
B7% 3Je07 34% ZP 102951831
31% 00458 40% YP_007706505.1
453% 0064 27% ¥P 0035527531

81% 0068 25% ZF 050946311
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