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iDp AF516752; SV 2; linear; genomic DNA; STD; PRO; 888 BP.

XX

AC AF516752;

XX

DT 06-AUG-2002 (Rel. 72, Created)
DT 15-APR-2005 (Rel. 83, Last updated, Version 4)

DE Sphingobium herkicidovcrans R-2,4-dichlorophenoxypropicnate dioxygenase
DE (rdpA) gene, complete cds.

XX

KW

X

0OS - Sphingobhium herbicidovorans

oC Bacteria; Protecbacteria; Alphaproteobacteria; Sphingomonadales;
oC Sphingomonadaceae; Sphingobium.

XX

RN [1]

RP 1-888

RX DOL; 10.1128/
RX  PUBMED; 15345421
RA Schleinitz K.M., Kleinsteuber S., Vallaeys T., Babel W.;

RT "Loocalization and characterization of two novel genes encceding

RT stereospecific dioxygenases catalyzing 2(2,4-dichlorophenoxy)propionate
RT cleavage in Delftia acidovorans MC1l";

RL Appl. Environ. Microbiol. 70(9):5357-5365(2004).

VL. 9.5357-5365.2004

RN [2]

RP 1-888

RA Schleinitz K.M.;
R

RL Submitted {(31-MAY-20C2) to the EMBL/GenBank/DDBJ databases.
RL Environmental Microbiology, Center for Environmental Research,
RL FPermoserstrasse 15, Leipzig 04318, Cermany
XX
RN {31
C Sequence update by submitter

RP 1-888
RA Schleinitz K.M.;

RT b

RL Submitted {20-AUG-2003) to the EMBL/GenBank/DDBJ databases.

RL: Envirenmental Microbioclogy, Center for Environmental Research,

RL Permoserstrasse 15, Leipzig 04318, Germany

KX

cc On Aug 20, 2003 this seguence version replaced gi:22087568.

XX

FH Key Location/Qualifiers

FH

FT BOUTrCe 1..888

FT /organism="Sphingobium herbicidovorans"

FT /strain="MH"

FT /mol_type="genomic DNA"

T /db_xref="taxon:76947"

FT ceneg 1..888

FT /gene="rdpA"

FT Cps 1..888

FT /codon_start=1

FT /transl_table=11

FT /gene="rdpaA"

FT /product="R-2,4-dichlorophenoxypropionate dioxygenase"

FT /note="Fell and alpha-ketogliutarate-dependent dicxygenase;

FT similar to TauDb and Tfear

FT /db_xref="GOA:Q8KSCa"
http://www.ebi.ac.uk/cgi-bin/expasyfetch?AF516752 16.04.2008
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Seguence 888 BP;

atgcatgcetg
accggecgtce
acctggaacg
gcgatcacca
ccecectactea
gaaagcggge
ccggceegecyg
ctgagcatgt
ttgaacgtag
cgcttcagea
caccccectgg
tattgccagce
tacgagcatg
ctggtctgge
cgctacctga
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/GO _Xrer="HSs
/db_xref="Int :IPR0OC381O"
/éb_xref="UniProtXs/TrEMBL: Q8KECE"
/protein_id="ARM30EE5.2"

/translation="MHAALSPLSQRFERIAVQPLTGVLGAEITGVDLREPLDDSTWNEI
LDAFHTYQVIYFPGQOAITNEQHIAFSRRFGPVDPVPLLKSIEGYPEVOMIRREANESGR
VIGDDWHTDSTFLDAPPAARVVMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNV
VHSATRVFGSLYQAQNRRFSNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYC
QRIEGMTDAESKPLLQFLYEHATRFDFTCRVRWKKCQVLVWDNLCTMHRAVPDYACGKFR

YLTRTTVGGVRPAR"
168 A; 306 C; 272 G; 142 T; O other;
cactgtcece cctecteccag cgetttgage gcatcgeggt ccageccgctg 60
tgggcgcega gatcaccgge gtagacctgc gocgagccgct cgacgacaec 120
aaatcctcga cgcgttccac acttaccagg tcatctattt tcecccggcecag 180
acgaacagca catcgccttc agccggoeget tcggoccegt cgatcecegtg 240
agagcatcga agggtatcca gaggtgcaga tgatccgccg cgaagccaac 300
gtgtgatcgg tgatgactgg cacaccgaca gcaccttcect ggacgcacceg 360
tggtgatgceg cgecgatcgac gtgoccgage atggcggcga caccggtttte 420
acaccgegtg ggagacgctg tcgoecacca tgcaggccac catcgaaggg 480
tgcacagcgce cacgcgtgtg ttcocggctcecge tctaccaggce ccagaaccgg 540
acaccagcgt caaggtgatg gacgtcgacg cgggcegaccg tgaaaccgtg 600
tggtgaccca tccgggcagce ggceogcaagyg goectgtacgt gaaccaggtc 660
gcatcgaggg catgaccgat gccgaaagca aaccgctgct gcagttcctg 720
cgacacggtt cgatttcacce tgecgegtgce gcoctggaagaa ggaccaggtce 780
acaacctgtg cacgatgcac cgggccgtac ccgactacgc gggcaagtte 840
cgcgcaccac egtcgetggcec gtgcgccecgg cgogoctag 8&8
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