
USGENE® on STN®

Biosequences in USGENE
• Peptide and nucleic acid sequences from 1981 to date

• From all relevant USPTO published applications
and issued patents

• Organism name, sequence length and SEQ ID
number

• Feature tables for modifications and other features

• Typically available within 3 days of publication by
the USPTO

USGENE records also contain
• Original publication title, abstract and claims

• Patent assignees and full inventor names

• Publication, application and parent case WIPO/PCT
numbers and dates

• Full-text links to the USPTO

The USPTO Genetic Sequence Database, USGENE®, is
produced by the SequenceBase Corporation and pro-
vided on STN as file USGENE. STN is operated by FIZ
Karlsruhe and CAS worldwide and is represented in
Japan by JAICI.

USGENE is the new unparalleled
resource for
• Freedom-to-operate, prior-art, validity and

infringement patent sequence searches

• Competitive analysis of organizations with
biosequence patents

• Current awareness alerts (SDIs) from the very
latest USPTO sequence data

USGENE offers three sequence
searching methods
• BLAST for advanced similarity searching based

on NCBI BLAST® algorithm

• GETSIM for advanced similarity searching based
on FASTA algorithm

• GETSEQ for simple fragment or motif sequence
queries

USGENE® covers all available peptide and nucleic acid sequences

from the published applications and issued patents of the United

States Patent and Trademark Office (USPTO). Sequence data are

available within only 3 days of publication by the USPTO.
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L5 ANSWER 1 OF 1 USGENE COPYRIGHT 2009 SEQUENCEBASE CORP on STN
ACCESSION NUMBER: 7566557.70 Protein USGENE
TITLE: Gene variants coding for proteins from the metabolic

pathway of fine chemicals (Patent)
INVENTOR(S): Klopprogge Corinna (Mannheim, DE); Zelder Oskar (Speyer,

DE); Kroeger Burkhard (Limburgerhof, DE); Schroeder Hartwig
(Nuloch, DE); Haefner Stefan (Ludwigshafen, DE);
Ruffer Uwe (Meckenheim, DE); Graef Claudia Isabella
(Lampertheim, DE); Haberhauer Gregor (Limburgerhof, DE)

PATENT ASSIGNEE: Paik Kwang Industrial Co Ltd (Jeollabukdo KR)
PATENT INFORMATION: US 7566557 B2 20090728

US 20070122887 A1 20070531
WO 2005058945 A 20050630

APPLICATION INFO: US 2004-583404 20041216
REL APPL INFO: WO 2004-EP14338 20041216
PRIORITY INFO: DE 2003-10359661 20031218
CALC EXPIR DATE: 20241216 (calculated)
NOTE Subject to any Disclaimer, the term of this patent is

extended or adjusted under 35 USC 154(b) by 296 days.
PAT SEQ LOC: Claim 1; SEQ ID NO 70
DESCRIPTION: Corynebacterium glutamicum Protein; sequence 70 of 144
ABSTRACT: The present invention relates to mutated nucleic acids and

proteins of the metabolic pathway of fine chemicals, to
processes for preparing genetically modified producer
organisms, to processes for preparing fine chemicals by
culturing genetically modified organisms, and to genetically
modified organisms themselves.

CLAIM: US7566557 B2: 1. An isolated nucleic acid molecule encoding
a transketolase selected from the group consisting of:a) an
isolated nucleic acid molecule encoding the amino acid
sequence set forth in SEQ ID NO: 70, wherein (i) the amino
acid residue at position 75 of SEQ ID NO: 70 is any amino
acid except asparagine, (ii) the amino acid residue at
position 332 of SEQ ID NO: 70 is any amino acid except
alanine, or (iii) the amino acid residue at position 556 of
SEQ ID NO: 70 is any amino acid except valine, or a full
complement thereof; andb) an isolated nucleic acid molecule
comprising the nucleotide sequence set forth in SEQ ID NO:
69, wherein the nucleic acid molecule comprises one or more
nucleic acid modifications at (i) nucleotide residues
223-225 of SEQ ID NO: 69 such that nucleotide residues
223-225 of SEQ ID NO: 69 encode any amino acid except
asparagine, (ii) nucleotide residues 994-996 of SEQ ID NO:
69 such that nucleotide residues 994-996 of SEQ ID NO: 69
encode any amino acid except alanine, or (iii) nucleotide
residues 1666-1668 of SEQ ID NO: 69 such that nucleotide
residues 1666-1668 of SEQ ID NO: 69 encode any amino acid
except valine, or a full complement thereof.

2. An isolated nucleic acid construct, comprising at least
one nucleic acid molecule of claim 1.

● ● ● ●

SEQUENCE SOURCE: PROTEIN; PSIPS; GRANTED
ORGANISM NAME: Corynebacterium glutamicum
SEQUENCE LENGTH: 700
SEQUENCE:

1 mttltlspel qaltvrnyps dwsdvdtkav dtvrvlaada vencgsghpg
51 tamslaplay tlyqrvmnvd pqdtnwagrd rfvlscghss ltqyiqlylg

101 gfglemddlk alrtwdsltp ghpeyrhtkg veittgplgq glasavgmam
151 aarrerglfd ptaaegespf dhhiyviasd gdlqegvtse assiagtqql
201 gnlivfwddn risiedntei afnedvvary kaygwqtiev eagedvaaie
251 aavaeakkdt krptfirvrt iigfpaptmm ntgavhgaal gaaevaatkt
301 elgfdpeahf aiddeviaht rslaeraaqk kaawqvkfde waaanpenka
351 lfdrlnsrel pagyadelpt wdadekgvat rkaseaalqa lgktlpelwg
401 gsadlagsnn tvikgspsfg pesistetws aepygrnlhf girehamgsi
451 lngislhggt rpyggtflif sdymrpavrl aalmetdayy vwthdsiglg
501 edgpthqpve tlaalraipg lsvlrpadan etaqawaaal eykegpkgla
551 ltrqnvpvle gtkekaaegv rrggyvlveg sketpdvilm gsgsevqlav
601 naakaleaeg vaarvvsvpc mdwfqeqdae yiesvlpaav tarvsveagi
651 ampwyrflgt qgravslehf gasadyqtlf ekfgittdav vaaakdsing

FEATURE TABLE:
Key |Location|
==========+========+==================================================
PSIPS | |http://www.sequencebase.com/psips.php?d=7566557.70
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