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CooTHOWeEHMe Yynucria bernkos,
npegcTtaBri€HHbIX B PA3HbIX DaHKkax

NocneaoBaTeribHOCTENM BO MHOIo pa3 GonbLie, YemM CTPYKTyp!
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[lokymeHT 6aHKa aaHHbIX Swiss-Prot

YSEA STACA STANDARD; PRT; 165 AAL.

P47935; OnucaHne AoKymMeHTa: naeHTudukaTop,

01-FEB-1996 (Rel. 33, Created)
01-FEE-1996 (Rel. 33, Last sedquence update)
13-3EP-2005 (Rel. 48, Last annotation update)

Hypothetical protein in secld S'region (ORF1l) (Fracment). ]

Staphylococcus carnosus.

Bacteria; Firmicutes; Bacillales; Staphylococcus.

NCEI_ TaxID=1281:;

[1]

NUCLEOTIDE SEQUENCE [GENOMIC DNA].

STRAIN=THM300;

Freudl R.:;

Submitted (JUN-1994) to the EMEL/GenBank/DDBJ databases.

—!— SIMILARITY: Belongs to the ribosomal protein 3304e family.

—=!— CAUTION: This is a conceptual translation.

—!— CAUTION: Ref.l sequence differs from that shown due to frameshifts
in positions 25 and 46.

This Swiss-Prot entry is copyright. It is produced through a collaboration
hbetween the 3wiss Institute of Bioinformatics and the EMEL outstation -
the European Bioinformatics Institute. There are no restrictions on 1its
use as long as its content is in no way modified and this statement is not
removed.

EMBL; X79725; CAAS6161.1; ALT FRAME; Genomic DNA.

PIR; 5471485; 3471485.

InterPro; IPRO03489; Ribosomal 330354.

Pfam; PF02482; Ribosomal S30AE; 1.

Hypothetical protein.

NON_TER d: d:

SEQUENCE 165 AA; 19138 MW; EBFSCES1ADE1594DDO CRC64;

LERYFTNVPN VNAHVKVKTY ANSSKIEVTI PLNDVTLRAE ERNDDIYAGI DKITNKLECQ
VREKYKTRVINR KKREKESEHEP FPATPETPPE TAVDHDKDDE IEIIRSKQFS LEKPMDSEEALV
LOMDLLGTDF FIFNDRETDG TSIVYRRKDG KYGLIETVEK LICDI
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UMs, aata co3gaHusa n moamndukaumm

AHHOTaUKA
nocrnegoBaTesibHOCTU

[NocnenoBaTenbHOCTb



OcHoBHbIe nong 3anncu SwissProt

 ID - VgeHTUukaTop nocrnenoBaTtenbHOCTH, YacTo KogupyeT
BMonorMyeckn OCMbICIEHHYO MHOPMAaLMIO, MEHSETCA OT BblNyCcKa
K Bbinycky b1

« AC - "Kog poctyna" — yHuKanbHbIM naeHTndukaTop
nocrenoBaTenibHOCTUN, HE MEHAKLWMNCA OT BbiMycKa K Bbinycky b/l

« DE - HasBaHue (kpaTkoe onuncaHue) bernka, 4acto ykasbiBalllee Ha
ero oyHKLMIo

« OS - OpraHusm, B KOTOPOM HangeH 6enok
* OC - lNonHaga TakcoHOMUS opraHM3mMa

N cama nocnenoBaTenbHOCTb, KOHEYHO.



