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Sequence databases on STN

This manual is focused on the content and search features of the DGENE database on STN.
DGENE is one of several sequence searchable databases on STN. Details about The USPTO
Genetic Sequence Database (USGENE®), World Patent Application Sequences (PCTGEN) and
CAS Registry® (REGISTRY) — are provided in the Sequence Searching on STN Workshop.

H e I prI Sequence Searching on STN Workshop:
H I N T http://www.stn-international.com/sequence_searching.html
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DATABASE CONTENT

From this section you will learn
O Sequence coverage of GENESEQ™ (DGENE)

0 Summary of the sequence search options




Database Content

Database content

GENESEQ™ (file DGENE) is an intellectually annotated database of nucleic acid and
polypeptide sequences indexed from the basic patent publications of the 41 patent authorities of
the Derwent World Patents Index”® (file WPINDEX). DGENE is updated once every two weeks.

Sequences in DGENE

Polypeptide and nucleic acid sequences from 1981-

From the basic patent publications of 41 patent authorities

Polypeptide and protein sequences of >3 amino acid residues

Nucleic acid sequences of >9 nucleotides

Nucleic acid primer and probe sequences of any length

Sequences with natural, common, uncommon or non-natural nucleotides or amino acids
Separate records for sequences that differ by even one nucleotide or amino acid
Sequence identifying information in description and keyword fields

Features table for features or modifications
DGENE records also contain

English abstracts per sequence written by Thomson Reuters experts
Enhanced patent titles from WPINDEX

Bibliographic Patent information from WPINDEX

Cross-reference Accession Numbers from corresponding WPINDEX records

DGENE offers three sequence searching methods

m BLAST for advanced similarity searching using the NCBI BLAST® algorithm
®  GETSIM for advanced similarity searching based on the FastA algorithm
®  GETSEQ for simple sequence queries

DGENE also provides

®m  Offline batch sequence searching
®  Current awareness Alert feature for similarity searching
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Database Content

How to read a DGENE record

ACCESSION NUMBER: AAE10698 Protein DGENE

TITLE: (1) An isolated polypeptide (I) possessing beta-(1,3)
exoglucanase activity for improvement of plant resistance to
fungal phytopathogens and to promote growth

INVENTOR: Frick M M; Huang T Y; Cheng K J; Lu Z; Laroche A J; Huang H C

PATENT ASSIGNEE: (MIAC) CANADA MIN AGRIC & AGRI-FOOD CANADA.

PATENT INFO: CA 2325774 Al 20010610 (2) 86p

APPLICATION INFO: CA 2000-2325774 20001208

PRIORITY INFO: US 1999-170168P 19991210

PAT. SEQ. LOC: Claim 8; fig 2

DATA ENTRY DATE: 10 DEC 2001 (first entry)

DOCUMENT TYPE: Patent

LANGUAGE: English

OTHER SOURCE: 2001-409063 (441 (4)

CROSS REFERENCES: N-PSDB: AAD18016

DESCRIPTION: Coniothyrium minitans beta-(1,3) exoglucanase, cbegl.

KEYWORD: (5) Beta-(1,3) exoglucanase gene; cbegl; laminarin; plant
resistance; fungal phytopathogen; microbial transgenic
strategy; feed digestion; forage feed; industrial
application; pulp bleaching; monocot; dicot; antifungal;
growth promoter; EC 3.2.1.58.

ORGANISM: (6) Coniothyrium minitans.

ABSTRACT:

The invention relates to nucleotide sequence of a novel beta- (1, 3)
exoglucanase gene denoted as cbegl of the soil borne fungus Coniothyrium
is an enzyme that
catalyses the successive hydrolysis of beta-D-glucose units from the

minitans.

non-reducing ends of 1,3-beta-D-glucans,
is specific for the substrate laminarin.

Beta-

(1,3)

exoglucanase

(EC 3.2.1.58)

releasing alpha-glucose.
cbegl sequences are useful for

cbegl

improvement of plant resistance to fungal phytopathogens or use in
ruminant microbial transgenic strategies to improve feed digestion and

nutritive carbohydrate availability from forage feed.

cbegl is also

useful for use in high temperature industrial applications such as

bleaching of pulp.

Coniothyrium minitans cbegl protein.

AMINO ACID COUNTS:

SEQUENCE LENGTH:

SEQUENCE

1
51
101
151
201
251
301
351
401
451

73 A;

19 R;

6l N;

39 D;

0 B;

(7) 13 H; 52 I; 50 L; 31 K; 14 M; 25 F;

29

mrllsffscl
ggraafnanp
cdsstdtpai
ialidaspyqg
asgatsigdv
nggftmkniv
pdgnvasvii
avkgpsgtvl
nfyakskpqgy
il1fldhghyk

785

Y; 55 Vv; O

laaggpasal
agykvfrnvk
vyfpsgtyvi
dgtgkpgwts
kigmnvaans
isnavvging
idstitncpi
aggtttiagw
etvavgnfvs
itktlylppg

Others

alpspianda
dygakgdgvt
gkpiimyymt
tnvftrgirn
vhvgifieng
iwnwgwlwkg
fvdsawtrts
gqgngytpgg
artsgakgdg
tkivgetypi

tsapleerqga
ddsaainaai
glhgnpnnrp
fvidltpipa
sgghltdiet
ltisdcstaa
taagsgglil
ptkfggaitp
stddttalgn
ilasgstwns

11 C;

33 Q;
42 P;

ssywlenigh
adgnrcapwv
vlkaspnlra
tsgaggihwp
vgglhglnvg
fsmkslkdns
enialnnvpv
vrpaglldgk
ainsvassgk
ktnpvpvvagv

18 E;

68 3; 59 T;

cbegl is useful as an antifungal in dicots and to

promote plant growth in monocots and dicots. The present sequence is

0 z; 77 G;

16 W;

®)

(continued on next page)
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Database Content

501
551
601
651
701
751

gkagesgsve
kgtnlqgvaqgc
dsvstgisif
gsetpyympt
nvllygegfy
vgalgmltvd

1lsdfligtqgg
pvgsvndacm
vgrgllvegt
pdaksqpypv
sffisnnnsc
gvdkadwmpn

ptpgakliey
aahtnvhitk
niwlygngae
nsalndpdyn
skntnsvrdc
lsgyantigy

nmattkgsgm
sannvymenn
hgslygyafa
ticpsgqgrced
gnrmvsiegs
fsyni

wdvhtrigga
wiwtadhdld
nakdvfagfi
alglrvlnss
stvrayslne

FEATURE TABLE:

®)

Key | Location|Qualifier|
+ + t=============================
Region |1..337 |note |"N-terminal region"
Peptide [1..21 | label |Signal peptide
Protein |22..785 |note |"Coniothyrium minitans mature
| | |cbegl protein"
Domain |63..82 |label | GAK_box
Region |76..82 |note |"Region targetted by Gfl
| | | semidegenerate primer"
Region |338..785|note |"C-terminal region"
Domain |425..434 | 1label | GAX box

(1) Enhanced patent title from WPINDEX describing the overall invention

(2) Bibliographic information for the WPINDEX basic patent including the Patent Assignee Name
(PA) and Patent Assignee Code (PACO)

(3) The Patent Sequence Location (PSL). Either claim, example or disclosure is indexed here.

(4) Other source (OS) is the Accession Number of the corresponding WPINDEX record. Cross
references (CR) are related DGENE records from the same patent, e.g. AAD18016 was
disclosed as the nucleic sequence which codes for protein AAE10698. See note below.

(5) Abstract (AB), description (DESC) and keyword (KW) fields describe the nature and uses of
the sequence. There is one abstract per sequence in DGENE

(6) Organism name (ORGN) providing the name of the species from which the sequence derives
(where given). This is typically in the Latin form: genus species

(7) Sequence Length (SQL) and count of the individual amino acids in a polypeptide (AA) or
individual nucleotides in a nucleic acid sequence (NA). These are numeric search fields

(8) The sequence (SEQ) represented with one letter codes. Uncommon amino acids are indicated
with X. Non-standard nucleotides are indicated with N

(9) Feature table (FEAT) describing the modifications and features of the indexed sequence

note

5 Each record in DGENE represents a single sequence. Since a patent may

contain more than one sequence there will often be more than one DGENE
record per WPINDEX patent record.

The WPINDEX Accession Number (AN) is given in the DGENE Other
Source (OS) field to facilitate navigation between the two databases.
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Database Content

Patent family information

Derwent World Patents Index (file WPINDEX) is a comprehensive value-added database of
world-wide patents. Patent family records are compiled from the patents and published
applications of 40 global issuing authorities. Patent families can be displayed directly in DGENE
using the FAM format. DGENE can be viewed as a sequence registry database for WPINDEX.

Display WPINDEX patent families directly in DGENE

=> FILE DGENE

Vs

=> S CA2325774/PN There are 17 sequence records
\
=> D FAM
P
The US member of the family
L1 ANSWER 1 OF 17 DGENE COPYRIGHT 2008 THOMSON REU was eranted on Mav 11" 2004
PI CA 2325774 Al 20010610 (200144) 790 (B E VAL V0%
US 2003115627 Al 20030619 (200341) AO01HO001-00
US 6734344 B2 20040511 (200431) C12N015-56

ADT CA 2325774 A1l CA 2000-2325774 20001208; US 2003115627 Al
Provisional US 1999-170168P 19991210, US 2000-733643 20001208;
US 6734344 B2 Provisional US 1999-170168P 19991210,
US 2000-733643 20001208

PRAI US 1999-170168P 19991210; US 2000-733643 20001208

Legal status information

INPADOCDRB is a comprehensive database of world-wide patents and legal status. The database is
compiled from data published by over 80 global issuing authorities. Patent families and legal
status can be displayed directly in DGENE, using the FAM, CFAM, LS and/or LS2 formats.

Display INPADOCDB Legal Status directly in DGENE

=> S W02002079175/PN

Ll 4 W02002079175/PN There are 4 sequence records in
DGENE for WO2002079175.

=> D PI LS
L1 ANSWER 1 OF 4 DGENE COPYRIGHT 2008 THOMSON REUTERS on STN
PI WO 2002079175 A1l 20021010 67p

LEGAL STATUS INPADOCDB COPYRIGHT 2008 EPO on STN

20021204 wol21 EP: THE EPO HAS BEEN INFORMED BY WIPO THAT EP WAS

DESIGNATED IN THIS APPLICATION
20040219 WOREG REFERENCE TO NATIONAL CODE
DE8642 - DE: IMPACT ABOLISHED FOR DE
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Introduction to Sequence Searching

How to use GETSIM and BLAST

Below are the basic steps in running a GETSIM or BLAST search in DGENE using standard STN
command language. These instructions work for both STN Express and STN on the Web.

Enter a query sequence

Short sequences can be directly entered on the command-line using the RUN BLAST or RUN
GETSIM commands (up to a maximum of 200 characters).

=> RUN BLAST SAILRTLFRCRNEKKKHRAV/SQP

=> RUN GETSIM GGGUUUAGGAGUGGUAGGUCUUACGAUGCCAGCUGUAAUGCCUACCGGATAA/SQN

For long sequences FIZ Karlsruhe recommends that you use UPLOAD to send a plain text file to
STN. This can be achieved via STN on the Web or via STN Express. For STN on the Web use
Upload Sequence Query under the Search Assitants folder. Select the text file and click Upload.

For STN Express (version 8.0 or higher) enter click the Discover! button, select Upload Sequence
or Structure to STN, click Browse pick the text file and select DGENE and then click Finish.

The uploaded sequence text file becomes a query L-number

UPLOAD SUCCESSFULLY COMPLETED
Ll GENERATED

You may check if the sequence was uploaded correctly with D LQUE.

=> D LQUE
(continued on next page)
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Introduction to Sequence Searching

Option: include the WPINDEX patent family in a customised display format

The SET FORMAT command can be used to to define a customised format in any STN file. In
this case the customised format includes the patent family (FAM) display. FAM is the
WPINDEX patent family. D FORMAT is used to review customised formats.

=> SET FORMAT .MYFAM AN OS CR TI IN PA FAM DESC PSL AB KW ORGN
SET COMMAND COMPLETED

=> D FORMAT
USER-DEFINED FORMAT DEFINITION DEFAULT FORMAT FOR FILE
.MYFAM AN OS CR TI IN PA FAM

DESC PSL AB KW ORGN

Display selected answers with a customised format

=> D .MYFAM

L6 ANSWER 1 OF 89 DGENE COPYRIGHT 2008 THOMSON REUTERS on STN

AN ABG01512 DGENE

0s 2001-639362 [73]

CR N-PSDB: AAS65699

TI New isolated polynucleotide and encoded polypeptides, useful in

diagnostics, forensics, gene mapping, identification of mutations
responsible for genetic disorders or other traits and to assess

biodiversity -
IN Drmanac R T; Liu C; Tang Y T
PA (HYSE-N) HYSEQ INC.
PI WO 2001075067 A2 20011011 (200173) 103p C12N000-00

RWw: AT BE CH CY DE DK EA ES FI FR GB GH GM GR IE IT KE LS LU MC MW MZ
NL OA PT SD SE SL SZ TR Tz UG ZW

W: AE AG AL AM AT AU AZ BA BB BG BR BY BZ CA CH CN CO CR CU CZ DE DK
DM Dz EE ES FI GB GD GE GH GM HR HU ID IL IN IS JP KE KG KP KR KZ
ILC LK LR LS LT LU LV MA MD MG MK MN MW MX MZ NO Nz PL PT RO RU SD
SE SG SI SK SL TJd TM TR TT TZ UA UG US UZ VN YU ZA ZW

AU 2001049251 A 20011015 (200209) C12N000-00
ADT WO 2001075067 A2 WO 2001-US8631 20010330; AU 2001049251 A AU 2001-49251
20010330

FDT AU 2001049251 A Based on WO 200175067

PRATI US 2000-649167 20000823; US 2000-540217 20000331

DESC Novel human diagnostic protein #1503.

PSL Claim 20; SEQ ID No 31871

AB The invention relates to isolated polynucleotide (I) and polypeptide (II)
sequences. (I) is useful as hybridisation probes, polymerase chain
reaction (PCR) primers, oligomers, and for chromosome and gene mapping,
and in recombinant production of (II). The polynucleotides are also used
in diagnostics as expressed sequence tags for identifying expressed
genes. (I) is useful in gene therapy techniques to restore normal
activity of (II) or to treat disease states involving (II). (II) is
useful for generating antibodies against it, detecting or quantitating a

KW Human; chromosome mapping; gene mapping; gene therapy; forensic; food
supplement; medical imaging; diagnostic; genetic disorder.
ORGN Homo sapiens.
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Introduction to Sequence Searching

Nucleic acid EXACT Search

Searching of nucleic acids is similar to polypeptide sequence searching, except that there are no
FAMILY search options available for nucleic acids. However nucleotide ambiguity codes can be
used to specify base alternatives (see page 120).

Search Question: Find patent references for the following nucleotide sequence:
GACCAGCCCCAAGATGACTATC

Search Strategy
To find nucleic acid sequences and display patent results...

Step 1 Nucleic acid EXACT search

Step 2 Display patent families and sequences

Nucleic acid exact search

=> RUN GETSEQ GACCAGCCCCAAGATGACTATC/SQEN

RUN GETSEQ AT 21:03:26 ON 19 JUL 2008
COPYRIGHT (C) 2008 FIZ KARLSRUHE GMBH

L3 RUN STATEMENT CREATED

L3 1 GACCAGCCCCAAGATGACTATC/SQEN

=> D SEQ

L3 ANSWER 1 OF 1 DGENE COPYRIGHT 2008 THOMSON REUTERS on STN
SEQ

1 gaccagcccc aagatgacta tc

HITS AT: 1-22

Hel pful Use the SET DFORMAT command to define a default format for any
H | NT STN file. For example the customised format MYFAM (page 43):

=> SET DFORMAT .MYFAM PERM
SET COMMAND COMPLETED
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Introduction to Sequence Searching

Display the patent family

=>D

L3
AN
oS
TI

IN
PA
PI

ADT

FDT
PRAT

DESC

PSL
AB

KW

ORGN

ANSWER 1 OF 1 DGENE COPYRIGHT 2008 THOMSON REUTERS on STN
AAV64044 DGENE
1998-557138 [47]
Obtaining genomic and diagnostic marker from single collection step - by
placing sample on bibulous solid support and extracting diagnostic and
genomic marker
Bestwick R K; Goldstein A S
(EPIT-N) EPITOPE INC.
WO---9844158 Al 19981008 (199847) 71lp C12Q0-001-68
RW: AT BE CH DE DK EA ES FI FR GB GH GM GR IE IT KE LS LU MC MW NL OA
PT SD SE SZ UG zZW
W: AL AM AT AU AZ BA BB BG BR BY CA CH CN CU CZ DE DK EE ES FI GB GE
GH GM GW HU ID IL IS JP KE KG KP KR KZ LC LK LR LS LT LU LV MD MG
MK MN MW MX NO NZ PL PT RO RU SD SE SG SI SK SL Td TM TR TT UA UG
Us Uz VN YU ZW

AU---9865896 A 19981022 (199910) Cl120-001-68
Us---6309827 B1 20011030 (200172) Cl12G-001-68
Us2002115089 Al 20020822 (200258) C120-001-70

WO---9844158 Al 1998WO-US06096 19980327; AU---9865896 A 1998AU-0065896
19980327; US---6309827 Bl Provisional 1997US-042124P 19970328,
1998US-0049714 19980327; US2002115089 Al Provisional 1997US-042124P
19970328, Div ex 1998US-0049714 19980327, 2001US-0983735 20011025
AU---9865896 A Based on WO---9844158

1997U0S-042124P 19970328; 1998US-0049714 19980327; 2001US-0983735
20011025

Human chemokine receptor 5 gene PCR primer #2.

Example 7; Fig 6

A method has been developed for obtaining a genomic marker (GM) and a
diagnostic marker (DM) from a single collection step. The method
comprises: (a) collecting a sample, comprising whole cells containing the
GM and the DM, onto a bibulous solid support (SS) having a fibrous matrix
(FM) ; (b) selectively extracting the DM so that the GM remains on the FM,
and (c) extracting the GM from the SS so that the whole cells are lysed
and the GM is freed from the FM. The GM and the DM are selected from: (1)
antibodies directed against HIV and CKR5 Delta 32 mutations; (ii)
prostate-specific antigen and hereditary prostate cancer gene; (iii)
cotinine and lung cancer susceptibility gene; (iv) carcinoembryonic
antigen and colon cancer susceptibility genes; (v) antibodies directed
against HIV and nucleic acid sequences identified as originating from
HIV; (vi) lipoprotein phospholipase A2 (LPA2) and mutations in the
nucleic acid sequence that encodes LPA2, which leads to elevated serum
levels of LPA2; (vii) serum tumour antigen and p53 gene; (viii)
galactokinase (GK) and mutations in the nucleic acid sequence that
encodes GK, which leads to elevated GK serum levels; and (ix) cathepsin K
and mutations in the nucleic acid sequence that encodes cathepsin K,
which leads to elevated serum levels of cathepsin K. The DM is selected
from therapeutic drugs (TDO), drugs of abuse (DAO), e.g. cannabinoids,
cocaine and its metabolites and methamphetamines and its metabolites,
anti-infectious drugs (AIO) and disease markers (DMO). The simultaneous
collection of an oral fluid sample for diagnostic and genomic assay is
enabled. The present sequence represents a PCR primer for the human
chemokine receptor 5 gene which is used in the present invention.

Human; chemokine receptor 5; CKR5; PCR primer; diagnosis; serum based
assay; detection; genomic information; ss.

Synthetic. Homo sapiens.
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Introduction to Sequence Searching

Nucleic Acid SUBSEQUENCE Search

Search Question: Find patent references for the following nucleotide sequence which

have a sequence length of over 4000: TTCACCTCGAAAGCAAGCTG

Search Strategy
To find nucleic acid subsequences and patent information...

Step 1  Runa SUBSEQUENCE search

Step 2 Limit the search by sequence length range

Step 3 Display patent and sequence information

Nucleic acid subsequence search

=> FILE DGENE

=> RUN GETSEQ TTCACCTCGAAAGCAAGCTG/SQSN

RUN GETSEQ AT 22:01:15 ON 19 JUL 2008

COPYRIGHT (C)

2008 FIZ KARLSRUHE GMBH

L2 RUN STATEMENT CREATED
L2 60 TTCACCTCGAAAGCAAGCTG/SQSN

Helpful
HINT

Use the SET AUTOSEARCH command to remove the requirement to

type "S" at the beginning of every search line. Add PERM to ensure the
feature is in place next time you log on.

=> SET AUTOSEARCH ON PERM
SET COMMAND COMPLETED
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Text Searching

SORT

Sort an answer set alphanumerically using any of a number of SORT fields. See page 134 for a
complete list of sortable fields in DGENE.

=> SORT L7

SORT ENTIRE ANSWER SET? (Y)/N:Y

ENTER SORT FIELDS AND SORT DIRECTION (?):IN
PROCESSING COMPLETED FOR L7

L14 1049 SOR L7 IN

FSORT

Group an answer set of DGENE sequences by patent families using the patent Family SORT
(FSORT) command. Sequence records from the same patents can be conveniently gathered
together via common publication, application and/or priority application numbers. Selected
members of each family group can be displayed with the DISPLAY PFAM command.

=> FSORT L13
L15 1049 FSO L13

34 Multi-record Families Answers 1-1003

Family 1 Answers 1-15
Family 2 Answers 16-17
Family 33 Answers 992-1001
Family 34 Answers 1002-1003
46 Individual Records Answers 1004-1049

0 Non-patent Records

=> DISPLAY PFAM

ENTER (L15) OR L#:L15

ENTER PATENT FAMILY NUMBER OR RANGE (1): 1-
ENTER ANSWER NUMBER OR RANGE (1): 1

ENTER DISPLAY FORMAT (BIB): IBIB
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Text Searching

Recall the Search Question...

Find patent references to Expressed Sequence Tag (EST) sequences of
human origin used in the diagnosis or treatment of HIV and AIDS

Search Strategy
To find and sort patent references...

Step 1  Access file DGENE

Step 2  Enter the search query

Step 3  Review the results

Step 4  Refine the search strategy

Step 5 Sort and review the final results

Limit search to cDNA sequences

=> S L4 AND CDNA/MTY
1029752 CDNA/MTY
L5 1081 L4 AND CDNA/MTY

Limit search to human sequences

=> S L5 AND HOMO
3767863 HOMO
L6 1049 L5 AND HOMO

Reorganize answer set by relevance (FOCUS)

=> FOCUS L6
PROCESSING COMPLETED FOR L6
L7 1049 FOCUS L6 1-

L4 is the 374 sequence records
retrieved in the Basic Index search.

We are interested in sequences of human origin.
The Organism Name field (ORGN) forms part of

the basic index, and species are indexed in the
Latin form: genus species.

GENESEQ on STN (DGENE) Workshop Manual | Page 113



Text Searching

Display selected answers

=> D IALL

L7 ANSWER 1 OF 1049 DGENE COPYRIGHT 2008 THOMSON REUTERS on STN
ACCESSION NUMBER: AAD21722 cDNA DGENE

TITLE: Novel stem cell growth factor like polypeptides and
polynucleotides for identifying modulators useful for
treating diseases such as Alzheimer's disease, cancer,
rheumatoid arthritis, osteoporosis -

INVENTOR: Tang T Y; Labat I; Tillinghast J S; Sinku A; Liu C; Drmanac R

T; Stache-Crain B;
(HYSE-N) HYSEQ INC.
KIRIN BEER KK.

Dickson M; Mize N K; Nishikawa M
PATENT ASSIGNEE:
(KIRI)

PATENT INFO: WO 2001077169 A2 20011018 232p

APPLICATION INFO: WO 2001-US11208 20010405

PRIORITY INFO: US 2000-543774 20000405
US 2000-215733P 20000628
UsS 2001-757562 20010109
US 2001-266614P 20010205

PAT. SEQ. LOC: Example 1; Page 208

DATA ENTRY DATE: 28 JAN 2002 (first entry)

DOCUMENT TYPE: Patent

LANGUAGE: English

OTHER SOURCE: 2001-657166 [75]

DESCRIPTION: Human stem cell growth factor-like protein encoding EST
cDNA #7.

KEYWORD: Human; stem cell growth factor-like protein;
antiinflammatory; nootropic; neuroprotective; .
Wiskott-Aldrich syndrome; AIDS; acquired immune deficiency
syndrome; SCR-1; supporting factor for the
proliferation of stem cell; EST; expressed sequence tag; ss.

ORGANISM: Homo sapiens.

ABSTRACT:

The patent discloses novel stem cell growth factor-like proteins and
polynucleotides encoding them. Proteins of the invention are also known
as supporting factor for the proliferation of stem cells (SCR-1).
agammaglobulinaemia, Wiskott-Aldrich syndrome, acquired immune deficiency
syndrome (AIDS), pulmonary inflammation. Sequences of the invention
are also useful in gene therapy. The present sequence is an EST
(expressed sequence tag) cDNA encoding human stem cell growth factor-like
protein.
NUC. ACID COUNTS:
SEQUENCE LENGTH:
SEQUENCE
1

62 A;
390

102 C; 69 G; 156 T; 1 other

51
101
151
201
251
301
351

cgttgctctg
tgcttcttta
ctttttttcc
tttcttgtct
ctgtattatt
tttttcecett
cagtgcacaa
ttctgggcaa

ggatttcttt
ctttctecctt
tcgttctceccecce
catttgttgg
tctcggaccc
cttcgtgcat
tactgacaca
ttgtcaaggc

gctggattcc
tattaggttt
ttctgacact
gggacatagg
gtgtttcagt
ggactccaag
ctccatagta
actttccaag

agacttttgc
ttttctttte
tcttecectttg
ttaccctttg
ccctecttttg
gattccattc
tggttgttgg
gtgtaagtan

tgtcaggtat
ctctcceccettce
cactgtacac
ctgaaggatg
aagccacatg
actgacctca
cttccaaccc
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Reorganize answer set by patent family (FSORT)

=> FSORT L7

L8

Display answers grouped by patent family

1049 FSO L7

34 Multi-record Families

Family 1
Family 2
Family 34
46 Individual Records
0 Non-patent Records

=> DISPLAY PFAM

ENTER

L8
AN
TI

DESC
KW

SQL
oS

L8
AN
TI

DESC
KW

SQL
(OF}
L8
AN
TI

DESC
KW

SQL
(OF}

(L8)

ANSWER 1 OF 1049
AAD21722

OR L#: L8
ENTER PATENT FAMILY NUMBER OR RANGE
ENTER ANSWER NUMBER OR RANGE
ENTER DISPLAY FORMAT

(1) :.
(BIB) : TRI OS
DGENE

cDNA DGENE

(1): 1-

Answers 1-1003
Answers 1-15
Answers 16-17

Answers 1002-1003
Answers 1004-1049

Gze STN patent Family
Sort (FSORT) command
groups patent records
together by invention
(family), via any common
publication, application
or priority application
number that they might
have. STN FSORT is
free-of-charge.

DISPLAY PFAM can also be used
in expert mode, e.g.

=> D PFAM=1- TRI OS

COPYRIGHT 2008 THOMSON REUTERS on STN FAMILY 1

Novel stem cell growth factor like polypeptides and polynucleotides for
identifying modulators useful for treating diseases
Human stem cell growth factor-like protein encoding EST cDNA #7.

Human;
AIDS;

gene therapy:;
EST;

cell;
390

2001-657166

ANSWER 16 OF 1049
AAA26985

stem cell growth factor-like protein;
acquired immune deficiency syndrome; .
supporting factor for the proliferation of stem
expressed sequence tag; ss.

SCR-1;

[75]

DGENE

cDNA DGENE

antiinflammatory;
agammaglobulinaemia;

COPYRIGHT 2008 THOMSON REUTERS on STN FAMILY 2

Isolated polypeptide of HNOVILR type used for diagnosing or treating for

example cancer,
Human HNOVILR polynucleotide 2.

inflammation,

autoimmune disease

Human; anticancer; anti-inflammatory; anti-HIV;
antiviral; antianaemic;. cardiovascular disease;
1707

2000-376497

ANSWER 1004 OF 1049
AAZ49741
New mitochondrial processing peptidase subunit protein,

[32]

DGENE

cDNA DGENE

cancer or acquired immune deficiency syndrome
Human mitochondrial processing peptidase beta subunit CBDAOHO3 cDNA.

Human;

1771

2000-147047

[13]

mitochondrial processing peptidase beta subunit;
immunodeficiency syndrome; AIDS;

antiprotozoal;

SS.

COPYRIGHT 2008 THOMSON REUTERS on STN

for treating e.qg.

acquired

metallopeptidase family; ss.
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Option: retrieve corresponding patent records in WPINDEX

=> FILE WPINDEX In this example 103 Derwent WPI
S Accession Numbers were extracted (OS)
from 1049 DGENE sequence records and
=> TRANSFER L8 OS 1- /AN searched (AN) in WPINDEX retrieving
L9 TRANSFER L8 1- OS : 103 TERMS | 103 patent family records.
L10 103 L9/AN
=> D IBIB

L10 ANSWER 1 OF 103 WPINDEX COPYRIGHT 2008 THOMSON REUTERS on STN

ACCESSION NUMBER: 2004-330181 [30] WPINDEX
DOC. NO. CPI: C2004-125104
TITLE: New isolated polynucleotide encoding human PP2C-1like

protein phosphatase, for treating e.g. asthma, acquired
immunodeficiency syndrome, neurodegenerative diseases,
myelodysplasia, ischemic injuries, or viral infections.

DERWENT CLASS: B04 D16

INVENTOR(S) : BACON, K; ENCINAS, J; FLOECKNER, J
PATENT ASSIGNEE (S): (FARB) BAYER HEALTHCARE AG

COUNTRY COUNT: 106

PATENT INFORMATION:

PATENT NO KIND DATE WEEK LA PG
WO 2004031377 Al 20040415 (200430)* EN 136
RWw: AT BE BG CH CY CZ DE DK EA EE ES FI FR GB GH GM GR HU IE IT KE LS
LU MC MW Mz NL OA PT RO SD SE SI SK SL SZ TR TZ UG zZM ZW
W: AE AG AL AM AT AU AZ BA BB BG BR BY BZ CA CH CN CO CR CU CZ DE DK
DM Dz EC EE EG ES FI GB GD GE GH GM HR HU ID IL IN IS JP KE KG KP
KR Kz LC LK LR LS LT LU LV MA MD MG MK MN MW MX MZ NI NO Nz OM PG
PH PL PT RO RU SC SD SE SG SK SL SY TJd TM TN TR TT TZ UA UG US UZ
VC VN YU ZA ZM ZW
AU 2003271651 Al 20040423 (200465)

APPLICATION DETAILS:

PATENT NO KIND APPLICATION DATE
WO 2004031377 Al WO 2003-EP10752 20030926
AU 2003271651 Al AU 2003-271651 20030926

FILING DETAILS:

PATENT NO KIND PATENT NO
AU 2003271651 Al Based on WO 2004031377
PRIORITY APPLN. INFO: US 2002-416145P 20021004
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APPENDICES

This section includes appendices for:

I. Amino acids (three and one letter symbols)

II. Nucleotides (including ambiguity codes)

III. Universal Genetic Code translation table

IV.Feature keys in DGENE feature tables

V. Molecule Type codes

VI. Variability and concatenation symbols for GETSEQ

VII. BLAST advanced options

VIII. Search query limits for GETSEQ, GETSIM and BLAST

IX. Database fields and display formats




Appendices

I: Amino Acid Codes

The following table lists the 1- and 3-letter codes that may be used for the common amino acids'
in sequence searches. Uncommon amino acids are represented in the sequence either by a related
parent amino acid, if available, or by an 'X' (or 'XXX'). Details about uncommon amino acids in a
sequence can be found in the corresponding feature table (FEAT). DGENE uses standard
abbreviations for most non-standard amino acids as proposed by the US Patent and Trade Mark
Office (US Official Gazette May 16th 1989).

One letter codes

l1-Letter Code 3-Letter Code Name
A Ala Alanine
B Asx Aspartic acid or Asparagine
C Cys Cysteine
D Asp Aspartic acid
E Glu Glutamic acid
F Phe Phenylalanine
G Gly Glycine
H His Histidine
I Ile Isoleucine
K Lys Lysine
L Leu Leucine
M Met Methionine
N Asn Asparagine
P Pro Proline
Q Gln Glutamine
R Arg Arginine
S Ser Serine
T Thr Threonine
\Y Val Valine
W Trp Tryptophan
X Xxx Uncommon
Y Tyr Tyrosine
Z Glx Glutamic acid or Glutamine

The codes B and Z may be used only in subsequence searches (/SQSP and /SQSFP). In family
searches B and Z match both the specific amino acids and the generic B and Z in the database.

' The assignment of the symbols follows the IUPAC/IUB rules. Joint Commission on Biochemical Nomenclature
(JCBN) Nomenclature and Symbolism for Amino Acids and Peptides. Recommendations 1983. Eur.J.Biochem.138:9-
37(1984)
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Three letter codes

3-Letter Code l1-Letter Code Name
Ala A Alanine
Arg R Arginine
Asn N Asparagine
Asp D Aspartic acid
Asx B Aspartic acid or Asparagine
Cys C Cysteine
Gln Q Glutamine
Glu E Glutamic acid
Glx Z Glutamic acid or Glutamine
Gly G Glycine
His H Histidine
Ile I Isoleucine
Leu L Leucine
Lys K Lysine
Met M Methionine
Phe F Phenylalanine
Pro P Proline
Ser S Serine
Thr T Threonine
Trp W Tryptophan
Tyr Y Tyrosine
Val \Y Valine
Xxx X Uncommon

The codes Asx and Glx may be used only in subsequence searches (/SQSP and /SQSFP). In family
searches Asx and Glx match both the specific amino acids and the generic Asx and GlIx in the
database.
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II: Nucleotide Codes

The following table lists the symbols and ambiguity codes for nucleotides according to the IUPAC
system that may be used in nucleic acid sequence searches.

Codes Name or Definition
Adenine

Guanine

Uracil

A or G

C or G

G or T/U

A, C or T/U; not G
C, G or T/U; not A
Cytosine

Thymine

A or C

A or T/U

C or T/U

A, C or G; not T/U
A, G or T/U; not C
Unknown or Other

Z2U0<K=ETEHQUWED R nNnITaon @

Modified bases are represented by the parent base or by N with the annotations added in the
feature table. There are standard abbreviations for the most common modified bases available.
Exact Sequence Searches of Nucleic Acids (/SQEN) allow all codes and match the codes in the
query exactly against the codes in the database. Subsequence searches allow the requested
sequences to be a subsequence of the sequences in the database.
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lll: Universal Genetic Code Table

When FIZ Karlsruhe receives DGENE data from Thomson Reuters the nucleic acid sequences are
translated into polypeptides according to the Universal Genetic Code. These translated
polypeptides are loaded into a behind-the-scenes database which is used as an intermediate step
between a polypeptide TSQN search query and nucleic acid sequence records in DGENE.

Symbol  3-letter Codons? ! IUPAC

A Ala GCT GCC GCA GCG ! GCX

B ... ... ! RAY

C Cys TGT TGC ! TGY

D Asp GAT GAC ! GAY

E Glu GAA GAG ! GAR

F Phe TTT TTC ! TTY

G Gly GGT GGC GGA GGG I GGX

H His CAT CAC ! CAY

I Ile ATT ATC ATA ! ATH

K Lys AAA AAG ! AAR

L Leu TTG TTA CTT CTC CTA CTG ! TTR CTX YTR
M Met atg ' ATG

N Asn AAT AAC ! AAY

P Pro CCT CCC CCA CCG ! CCX

Q Gln CAA CAG ! CAR

R Arg CGT CGC CGA CGG AGA AGG ! CGX AGR MGR
S Ser TCT TCC TCA TCG AGT AGC I TCX AGY
T Thr ACT ACC ACA ACG ! ACX

\Y Val GTT GTC GTA GTG ! GTX

W Trp TGG ' TGG

X Xxx I XXX

Y Tyr TAT TAC ! TAY

Z .. .. ! SAR

* STOP TAA TAG TGA ! TAR TRA

"' T in this table actually represents T or U, i.e. both DNA and RNA sequences are translated into polypeptides.
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IV: Feature keys in DGENE feature tables

Peptide sequences

Peptide sequence Feature tables have a limited number of possible feature keys. Each feature can
be qualified with a “label”, and can be further described by a “note”. Notes are used when a label
is inappropriate or when the use of a given label requires further explanation.

An example of a peptide sequence feature table

FEATURE TABLE:

Key | Location|Qualifier|

f======== f=========4==—======——==—==——======
Peptide [1..23 | label |Signal peptide
Protein |24..255 |label |[Mature protein
Domain |24..186 |note |"extracellular domain"
Region |186..213 | note |"transmembrane region"
Domain [214..255|note |"cytoplasmic domain"

Modified-site|138..140|note
Modified-site|149..151|note

|"Asn is N-glycosylated"
|["Asn is N-glycosylated"

Feature keys for peptide sequences

Feature Definition

Active-site Denotes the residues constituting an active site of a polypeptide
Binding-site Site of molecule- or ion- or non-covalent binding to a polypeptide
Cleavage-site Polypeptide or peptide cleavage site

Cross-links Bonds linking the sequence to an adjacent polypeptide chain
Disulfide-bond Identifies residues connected by disulphide bonds

Domain Distinct polypeptide functional regions

Duplication Regions evolved by sequence duplication

Inhibitory-site
Misc-difference

Note

Modified-site
Peptide
Polypeptide
Region
Thiolester-bond

Residues constituting a polypeptide’s inhibitory site

Sequence differs from that presented in the sequence part of the record in a way that cannot be
described using any other feature key

Used mainly to indicate a generic site i.e. x in the sequence is not unknown and not simply a
modified site, in which case the “Modified-site” term is used. If x is generic and modified, Misc-
difference is used, x is defined as a label and the modification is defined using a note

Site of modified amino acid in polypeptide sequence

Peptides derived from the displayed sequence

Mature polypeptide derived from the displayed sequence

Biologically significant polypeptide sequence regions not covered by other polypeptide keys
Identifies residues connected by thiolester bonds

Helpful

HINT

For further reading - An introduction to GENESEQ:
http://www.stn-international.com/stn_biosequence_searching_dgene.html
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Nucleic acids

Nucleotide sequence Feature tables have an extensive list of possible feature keys. Each feature is
tagged and can be qualified with one or more “qualifiers”. Each feature can be further described
by a “note”. Notes are used when there is no appropriate qualifier for a feature, or when
information given in the qualifier requires further explanation.

An example of a nucleotide sequence feature table

FEATURE TABLE:

Key | Location |Qualifier
+ + +
CDS |1..2073 |*tag= a /partial |
| |product [ "TyrA"
| |note |"Contains one intron, no stop
\ \ |codon given"
transit peptide|l..174 | *tag= b
exon |1..1088 | *tag= ¢
| | number |1
intron [1089..1181|*tag= d |
\ | number |1
exon [1182..2073|*tag= e
\ | number |2

Feature keys for nucleotide sequences

Feature

Definition

allele

attenuator

CAAT_signal

CDS

cellular

D_loop

enhancer
exon
GC_signal
iDNA
insertion_seq

intron

a related individual or strain contains stable, alternative forms of the same gene which differs
from the presented sequence at this location (and perhaps others)

1) regions of DNA at which regulation of termination of transcription occurs, which controls the
expression of some bacterial operons;

2) sequence segment located between the promoter and the first structural gene that causes
partial termination of transcription

CAAT box; part of a conserved sequence located about 75 bp upstream of the start point of
eukaryotic transcription units which may be involved in RNA polymerase binding; consensus =
GG(C or T)CAATCT[1,2]

coding sequence; sequence of nucleotides that corresponds with the sequence of amino acids in
a polypeptide (location includes stop codon)

cellular genomic sequences that have recombined with a foreign sequence (from the organism
specified in JORGANISM qualifier) conflict independent determinations of the “same” sequence
differ at this site or region

displacement loop; a region within mitochondrial DNA in which a short length of RNA is paired
with one strand of DNA, displacing the original partner DNA strand in this region; also used to
describe the displacement of a region of one strand of duplex DNA by a single invader in the
reaction catalyzed by RecA polypeptide

a cis-acting sequence that increases the utilization of (some) eukaryotic promoters, and can
function in either orientation in any location (upstream or downstream) relative to the promoter
region of genome that codes for portion of spliced mRNA; may contain 5’UTR, all CDSs, and
JUTR

GC box; a conserved GC-rich region located upstream of the start point of eukaryotic
transcription units which may occur in multiple copies or in either orientation;
consensus=GGGCGG

intervening DNA; DNA which is eliminated through any of several kinds of recombination

insertion sequence; IS; a small transposon that carries only the genes needed for its own
transposition

a segment of DNA that is transcribed, but removed from within the transcript by splicing together
the sequences (exons) on either side of it
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Feature Definition

LTR long terminal repeat, a sequence directly repeated at both ends of a defined sequence, of the sort
typically found in retroviruses

mat_peptide mature peptide or polypeptide coding sequence; coding sequence for the mature or final peptide

misc_binding

misc_difference

misc_feature

misc_recomb

misc_RNA

misc_signal

misc_structure
modified_base
mRNA

mutation
old_sequence
polyA_signal

polyA_site
precursor_RNA

primer_bind
prim_transcript

promoter
protein_bind
provirus

RBS
repeat_region
repeat_unit
rep_origin
rRNA

satellite

scRNA

sig_peptide

snRNA
stem_loop

TATA_signal

or polypeptide product following post-translational modification. The location does not include the
stop codon (unlike the corresponding CDS)

site in nucleic acid which covalently or non-covalently binds another moiety that cannot be
described by any other Binding key (primer_bind or polypeptide_bind)

feature sequence is different from that presented in the entry and cannot be described by any
other Difference key (conflict, unsure, old_sequence, mutation, variation, allele, or
modified_base)

region of biological interest which cannot be described by any other feature key; a new or rare
feature

site of any generalized, site-specific or replicative recombination event where there is a breakage
and reunion of duplex DNA that cannot be described by other recombination keys (cellular, iDNA,
insertion_seq, transposon, provirus, and virion)

any transcript or RNA product that cannot be defined by other RNA keys (prim_transcript,
precursor_RNA, mRNA, 5’clip, 3’clip, 5UTR, 3'UTR, exon, CDS, sig_peptide, transit_peptide,
mat_peptide, intron, polyA_site, rRNA, tRNA, scRNA, and snRNA)

any region containing a signal controlling or altering gene function or expression that cannot be
described by other Signal keys (promoter, CAAT_signal, TATA_signal, -35_ signal, -10_signal,
GC_signal, RBS, polyA_ signal, enhancer, attenuator, terminator, and rep_origin)

any secondary or tertiary structure or conformation that cannot be described by other Structure
keys (stem_loop and D-loop)

the indicated nucleotide is a modified nucleotide and should be substituted for by the indicated
molecule (given in the mod_base qualifier value)

messenger RNA,; includes 5' untranslated region (5’UTR), coding sequences (CDS, exon) and 3'
untranslated region (3UTR)

a related strain has an abrupt, inheritable change in the sequence at this location

the presented sequence revises a previous version of the sequence at this location

recognition region necessary for endonuclease cleavage of an RNA transcript that is followed by
polyadenylation; consensus=AATAAA

site on an RNA transcript to which will be added adenine residues by posttranscriptional
polyadenylation

any RNA species that is not yet the mature RNA product; may include 5' clipped region (5°clip), 5'
untranslated region (5’UTR), coding sequences (CDS, exon), intervening sequences (intron), 3’
untranslated region (3’UTR), and 3' clipped region (3’clip)

non-covalent primer binding site for initiation of replication, transcription, or reverse transcription

primary (initial, unprocessed) transcript; includes 5' clipped region (5'clip), 5' untranslated region
(5’UTR), coding sequences (CDS, exon) intervening sequences (intron), 3' untranslated region
(3'UTR), and 3' clipped region (3’clip)

region on a DNA molecule involved in RNA polymerase binding to initiate transcription
non-covalent polypeptide binding site on nucleic acid

proviral sequence specified by organism

ribosome binding site

region of genome containing repeating units

single repeat element

origin of replication; starting site for duplication of nucleic acid to give two identical copies

mature ribosomal RNA; the RNA component of the ribonucleopolypeptide particle (ribosome)
which assembles acids into polypeptides

many tandem repeats (identical or related) of a short basic repeating unit; many have a base
composition or other property different from the genome average that allows them to be
separated from the bulk (main band) genomic DNA

small cytoplasmic RNA; any one of several small cytoplasmic RNA molecules present in the
cytoplasm and (sometimes) nucleus of a eukaryote

signal peptide coding sequence; coding sequence for an N-terminal domain of a secreted
polypeptide; this domain is involved in attaching nascent polypeptide to the membrane; leader
sequence

small nuclear RNA; any one of many small RNA species confined to the nucleus; several of the
snRNAs are involved in splicing or other RNA processing reactions

hairpin; a double-helical region formed by base-pairing between adjacent (inverted)
complementary sequences in a single strand of RNA or DNA

TATA box; Goldberg-Hogness box; a conserved AT-rich septamer found about 25 bp before the
start point of each eukaryotic RNA polymerase Il transcript unit which may be involved in
positioning the enzyme for correct initiation; consensus=TATA(A or T)A(A or T)
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VIII: Sequence Search Query Limits

STN has some general command length limits, and also some specific query length limits for
Specific Code Match (SCM) sequence searching and similarity searching.

DGENE query limits for SCM sequence searching using GETSEQ:

®  Limit of 256 characters if run online (as for general STN)
®  Limit of 300 characters if via a COMMAND FILE (as for general STN)
®  Limit of 2,000 characters as an ASCII text file using UPLOAD (page 14)

DGENE query limits for similarity sequence searching:

General limits
B Limit of 256 characters if run online (as for general STN)
B Limit of 300 characters if via a COMMAND FILE (as for general STN)

BLAST limits using UPLOAD:

® Limit of 10,000 characters for all kinds (SQP, SQN, and TSQN) and modes of searches incl.
online, offline in BATCH mode and awareness searches (ALERT)

GETSIM limits using UPLOAD:

B Nucleic acid (SQN) and translated polypeptide (TSQN) limits are 500 characters for searches
conducted online

®m Polypeptide (SQP) limits are 750 characters for searches conducted online
SQN, TSQN and SQP are limited to 2,000 characters via the offline BATCH mode
SQN, TSQN and SQP are limited to 2,000 characters for current awareness ALERT mode
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IX: Database fields and formats
Search Fields

The searchable fields in the DGENE file are listed below. If you do not specify a field, our term
will be searched in the basic index, which contains single words from title, abstract, keywords,
description, and organism name. The Feature Table field allows left truncation.

Search Code Definition

/AR Amino Acid

/AA.CNT Amino Acid Count

/AC Application Country

/AD Application Date

/AN Accession Number

/AP Application Number

/APPS Application Number Group

/AY Application Year

/BI Basic Index

/CR (XR) Cross Reference (to related DGENE
sequence records)

/DED Data Entry Date

/DT (TC) Document Type

/ED Entry Date

/FEAT Feature Table

/FS File Segment

/IN (AU) Inventor

/KW (ST) Keyword

/LA Language

/MTY Molecule Type

/NA Nucleic Acid

/NA.CNT Nucleic Acid Count

/ORGN Organism Name

/0S Other Source (DWPI accession number)

/PA (CS) Patent Assignee

/PACO Patent Assignee Code

/PATS Patent Number Group

/PC Patent Country (WIPO code and text)

/PCS Patent Countries (WIPO code and text)

/PD Publication Date

/PK Patent Kind Code

/PN Patent Number

/PRC Priority Country (WIPO code and text)

/PRD Priority Date

/PRDF Priority Date, First

/PRN Priority Number

/PRY Priority Year

/PRYF Priority Year, First

/PSL Patent Sequence Location

/PY Publication Year

/SQL Sequence Length

/TI Title

/UP Update Date
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Display fields

The display fields which you may see in records in this file are listed below. You may use
these field codes in any combination with the DISPLAY and PRINT commands.

Display Code Definition

AA Amino Acid

AB Abstract

AI (AP) Application Information
AN Accession Number

APPS Application Number Group
CR (XR) Cross Reference (to related DGENE sequence records)
DED Data Entry Date

DESC Description

DT (TC) Document Type

FEAT Feature Table

FS File Segment

IN (AU) Inventor

KW (ST) Keyword

LA Language

MTY Molecule Type

NA Nucleic Acid

ORGN Organism Name

oS Other Source (DWPI accession number)
PA (CS) Patent Assignee

PATS Patent Number Group

PI (PN) Patent Information

PRAI (PRN) Priority Information

PSL Patent Sequence Location
SEQ Sequence (l-letter-codes)
SEQ3 Sequence (3-letter-codes)
SQL Sequence Length

TT Title
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Sort Fields

The SORT command is used to rearrange search results in either alphabetic or numeric
order of sortable fields. The fields that you may use for sorting answers in the DGENE file
are listed below.

Sort

Code Definition

AC ------ Application Country

AD ------ Application Date

ATl ——-——-—- Applciation Information
AP ------ Application Number

AY -—-—---- Application Year

DED —--—-——- Data Entry Date

FS —=————- File Segment

IN - ————- Inventor

LA —————- Language

MTY —----- Molecule Type

ORGN ---- Organism Name

0SS —-————- Other Source (DWPI accession number)
PA -————- Patent Assignee

PACO ---- Patent Assignee Code

PC —————- Patent Country

PD -————- Publication Date

PI —————- Patent Information

PK —------ Patent Kind Code

PN —-————- Patent Number

PRAI ---- Priority Information
PRC ---—-- Priority Country

PRD --——- Priority Date

PRDF ---- Priority Date, First
PRN ----- Priority Number

PRY ----- Priority Year

PRYF ---- Priority Year, First
PSL —-=-—-- Patent Sequence Location
SQL —-—--——- Sequence Length

SCORE --- Similarity Score (GETSIM/BLAST run package)
TT —————- Title
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