1. Gene Summaries

The Gene Sum-
mary Page pro- . ceoe
vides concise in-
formation about
each C. elegans
gene organized
into distinct sec-
tions: identifica-
tion, location,
function, associ-
ated gene ontol-
ogy terms, al-
leles, sequence

similarities,
available re-

agents, and bib-

liography.

Within each section are
hypertext links to pages
that contain detailed in-
formation about specific

hd Gene Summ,

ary for goa-1- Mozilla
. File Edit ¥iew Go Bookmarks Tools Window Help

IrMBdS

OO @ O |% hitp:/tveany wormbase.org/db/genedgene tname=goa-1

data types, such as

cDNA clones or RNA1

experiments.
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Gene Summary for goa-1
Specify a gene using a gene name {unc-26), a predicted gene id (R13A45.8), or a protein ID {(CEOZ7 11): igoa—1 F
[identification] [location] [function] [gene ontology] [reactome knowledgebase] [alleles] [similarities] [reagents] [bibliography]
Identification i CGC name Sequence name Other name(s) WB Gene ID Version
goa-1 - (G protein, O, Alphia sublrit) 11101
{via person: Paul Sternberg) - MNM_059707 e e s 1
Concise The goa-1 gene encodes an ortholog of the heterotrimeric G protein alpha subunit Go [GolGl class) that affects normal locomation,
Description: edd-laying, and male mating; it genetically interacts with the egh30 pathway, and is expressed in all neurons and sex-specific muscles.
[details]
NCBI KOGs*:  G-protein alpha subunit (small G protein superfamily) [KOGO082]
Species: Casnortiabditls elegans
Other M38251 (Celegans G-o protein alpha subunit (GOA-1) mENA, complete cds)
sequence(s):
NCBI: [RefSeq:
Gene model(s): [Gene Model Status Nucleotides (coding/transcript) Protein Swissprot Amino Acids
cocEs | confirmed by cDNA(S) 1065/45099 bp WPICEOS311 | GNAD_CAEEL 354 aa
Putative Cagnorthiabditis briggsae: CBG24698 [syntenic alignment] (Stein LD et al. B pest reciprocal blastp match-seg-off)
ortholog(s):
gz"meam:_da e elegans GOA-1 proteln; contains similarity to Pfam domain PFO0503 {G-proteln alpha subunit)
Location | genetic Position: 1:2,10 +/- 0.021 oM [mapping data]
Genomic Position: [17522111.7526709 bp
Genomic Environs: ) Genlun.i.c segnent: I:7522111..75267689 :
7522k 7HE3K THzdk 7ok 7oz6k TEETR
Gene Hodels
0a-1 (CZ6CE.2)
guanine nucleotide-binding protein  (curated coding gened
Coding Segnents =
Frame 1152
M & & F1 | Documen t: Done (2,266 secs) == e
Function | pytant Phenotype: [Hajdu-Cronin Y] sy 192 hyperactive, abnormal male mating efficiency.
[C.elegansll] sy192 : hyperactive, Egl-c, defective male mating ©AS: pk38 (Tt insertion, similar phenotypes),n363, n1134 (some
axon guidance defects ?) Cloned: encodes homolog of mammalian G protein alpha subunit {=80% identity). goa-1:lacs expressed in
most neurons,some muscle cells, pharyne, distal tip cells, Transgena overexprassion leads to lathargy slow pumping, egg-laying
defects, iregular defecation. [Mendel et al. 1985, Segalat et al. 1995; KF; PE]
Definitions of abbreviations used in the text,
RMAI Eqgl Emb Pyl Spn Ste Unc [For details see: Ahringer JA 16 Moy 2000]
Phenotype(s): Egl Hya Pyl [For detalls see: Simmer F 01 Oct 2003]
WT [For details see; Simmer F 01 Oct 2003]
WT [For details see: 24 Mar 2005]
¥2H: Bait Target Reference
F3246.4a [See: Y2HOOB108 Y2HODE 113
€26€8.2\\or1006114 more] e
. Li S (2004) Science "A map of the Interactome network of the
C26C6.2 (R151.5 [See: Y2HO0E099] metazoan C. elegans.”
; Li 2 [2004) Science "A map of the interactome network of the
C26C6.2 |[ROTHS.1 [See: YZHDO0548] metazoan . elegans.”
. Li 3 [2004) Science "A map of the interactoms network of the
C26CB.2 [F38H4 3 [See: Y2HOO6102] metazoan . elegans.”
: Li & (2004 Science "A map of the interactome network of the
C26CB.2 [F22B7.13 [See: Y2HO06105 Y2HO0E 106] metazoan C. elegans.”
C2606.2 F53410.2a [See: YZHOO0G 100 Y2HOOB104 Li S (2004) Science "A map of the Interactome network of the
= [Y2HO0B107 more] metazoan C. elegans.”
Anatomic Fharyngeal muscles and HSN stain only with KP#14. Expression neurons include: sensony neurons ALM, AWM, IL1, OLG, OLL, FHA,
expression FWD, and PYM; motor neurons S0, HEN, BIM, BMD and BMG; intemeurons BOU, CAN, RID, PYC, and S14; and the pharyngeal
pattern: neuron NSM. Th... [For details see: Expribdi]
Lacy activity was shown throughout the nervous system at all larva stages and in adults, Virtually all neurons showed goa-1
expression, including HEM. Some non-neuronal types also express goa-1, such as vulva, Uterine muscles in the hermaphrodite, the
dia... [For details see: Expr1542]
Larval Expression: unidentified [For details see: Johnsen R 2004]
Microarray SMD_C28CE2
Expression Data:  arf CoBC62
Microarray WMountain 5 [see Kim et al. Science (2001]]
"topology map"
position:
Protein domains  G-protein alpha subunit [Residues 6-353]
(WP:CE05311): Glanine nucleotide binding prateln (G-proteln), alpha subunit
G-protein alpha subunit, group |
G protein alpha subunit, helical insertion

Gene
Ontology

goa-1 gens orology sLTimary
Biological process G-protein coupled receptor protein signaling pathway

signal transduction

Molecular function GTF binding
signal transducer activity

IEA) wia InterPro
[EA) wia InterPro
|[EA) wia InterPro
IEA) wia InterPro

Alleles

Reference allele:
Alleles:

Strains carrying goa-1:

nore

ri134 n363 pke2 sa73d
N3055 pk39 pk63 sy192

Alleles for which the sequence change is known are listed in boldface.

JT734 MT363 MT2426

Straing carying goa-1 alone are listed in boldface.
Strains available dirsctly from the CGC are fafitized.

Rearrangements: Browse for rearrangements known to: include, exclude, either include or exclude goa-1.
Note: Please submit additional alleles or molecular information to WormBase.,
similaritlos ?elﬂ BLA;STP :"?“?hes L. migratoria |G :Pae404 Guanine nucleatide-binding protein G(o), apha subLni. 1Ge-171[09.7%
oroduet (full list):  [S- avenae  [TRBI2KE Guanine nucleotide binding protein G(0) alpha subunit, 4.56-171(99.7%
. ; . i i : - o,
(Show allgnments); melanogaster FLYBASE.CG2204-FD Flybase gene name is G-oalphad7A-FD 1.1e-168]99.7%
. ; Guanine nucleotide bindinG protein, alpha activatinG &
H. sapiens ENSEMBLENSFO0000262454 polypeptide O 5.4e-162 (99 7%
C. briggsae | BF:CBF 13559 gene CBG24688 1.1e-160/38.7%
C. elegans WF.CE24692 G-protein 2.3e-118[899.7%
Alpha subunit of G protein coupled to mating factor receptors,
s : involved in the mating pheromone signal transduction pathway; o o
Biceiouisiasil = il component of pheromone response pathway commen to both PpeRE |t
a and alpha cells

Reagents

Transgene Strains:

nulsg sEx 10830 syls9

ORFeome Project primers & sequences: my C28C8.2 OSTF{154F5 1
my_AAAZE058 OSTR154F5_1

Primer pairs:

Microarray probes:
SAGE Transcripts:

Matching cDNAs:

TH:118-e8 gjj_Ca6C6.2

175737 _at [Affymetrix] 193458 s at [Affymetrix]

8 SAGE transcripts described

CRE30074 wk 11502083 yvk881c09.5 wkB13c11.3 wk 1105b02.3 vk 1724104 5
CK580980 yk520ch.5 AY0D08140 OSTR154F5 1yk85g12.3 yki1638810.5

yk282f3.5 yk1724104.3 yk1582a07 3 vk 1582a07.5

yk797h08.3 vk 1582c06.5

2. Person Reports

The Person Report Page con-
tains information about peo-

ple who work, or have

worked, on C. elegans. This
page provides our most re-
cent contact information, as
well as a list of verified pub-
lications and each person's
intellectual lineage. Where

applicable,
the page also
provides in-
formation re-
garding labo-
ratory desig-
nation and
assigned al-
lele and gene
classes.

Person Report: Bob Horvitz
Enter name (Last, Last F, Last First) | [Bob Howite

Flease add your information to update our lineage of C. elegans scientists.

Bob Horvitz
Name First name: H
Middle name: Robert
Last name: Horvitz
Standard name: Bob Horvitz
Full name: H Robert Horvitz
Also known as: HR Horvitz
Bob Horvitz
H Robert Horvitz
WormBase Identifier: WWEBFerson268
Address Street address: 77 Massachusetts Avene
Cepartment of Biology 68-425
hassachusetts Institute of Technology
Cambridge, MA 02139
Country: United States of America
Institution: hMassachusetts Institute of Technology
Email: horvitz@ mit.edu
Office phone: (617} 253-4671
Fax: [B17) 253-8126
Web page: httpiweb mitedufhorvitziwwwlindesx html
Laboratory AT
CGC CGC designation: T
represfz?tatwe Assigned allele classes:n

Assigned gene classes: adc digepc mys ssl tr
ces dpl isw  sem suy
cpn efl mod sho thh
crh egl muc sgy tdc

Publications

Papers: Ceol CJ and Horvitz HR: 2004, A rnew class of . elegans synlduy geries impiicates a TipoiNuAd-ike HAT complex as

(author & negative reguilator of Ras signaling. Developmental Cell 8; 563-576,
confinnmed) Horvitz HR: 2003, Worms, ifa, and death (Nobe! lecturs), Chembiochem 4: 697-711.
Hwang HY et al.: 2003, Caenoriabditis elegans early smbryoganesis and vulval morphiogenssis require chondioiin
dioswrittiosis, Nature 423: 438-443,
Hwang HY et al.: 2003, The Casnorhabditiz glegans genes sqv-2 and sgv-6, which are required for viival
moiphiogenasis, encode giveosaminoglvean galactosyitransiorase i and xylosyitransierase. Journal of Biological
Chemistry 278, 11735-11738,
Ferez de la Cruz | et al.: 2003, sup-9, sup-10, and Lnc-83 may encode components of a two-pare K+ charme! that
coordinatas muscie comtraction in Casnoriabditis elegans. Journal of Meuroscience 28: 8133-8145,
Thomas JH et al.: 2003, New genes that interact with K-35 Bb 1o negatively regulate the let-60 ras pathway in
Cagnorhabdltls slegans, Genetics 164, 135-151,
Line

age Supervised:

Mark Alkemna {(during Alkema's Fostdoc [18996 - present])

Yictor Ambros {during Ambros's Postdoc [1979 - 1884])
Leon Avery (during Avery's Fostdoc [1984 - 1987])

Corl Bargmann {during Bargmanm's Fostdoc [1957 - 1991])
Michael Basson (during Basson's Postdoc [1988 - 1835])
scott Cameron (during Cameron's Postdoc [1996 - 2001])
Craig Ceol (during Ceols Phd [1996 - 2002])
Andrew Chisholm (during Chisholm's Postdoc [1881 - 1983])
Scott Clark (during Clark's Phd [1986 - 1992])
Barbara Conradt (during Conradt's Fostdoc [1994 - 1999])

3. WormMart

WormMart provides

easy and interactive ac-

cess to data en masse.

In particular, it enables

users to retrieve se-
quences and genome

annotations using a va-

riety of filters to con-

strain retrieved results.

Some of the available
filters include gene

names, genomic loca-
tion and the presence
or absence of specific
annotations. Data can

be returned in a variety

of formats, including
HTML, text, FASTA,
and Microsoft Excel.
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4. Synteny Viewer

One way to start the Synteny Viewer is to click on the "Syntenic Alignment"
link on a Gene Page:

Putative Caenorhabditis briggsae: CBG02462 [syntenic alignment] (Stein LD et al. ; best reciprocal
ortholog(s):  blastp match-seg-off)

Another way is to click right on a gene's briggsae alignment in the Genome
Browser:

1 1 1 1 1
REROk RERLk REn2k REn3k REndk

Gene Hodels
zug=1 (FEOE1lz.Z2.1)

|
v

(curated coding genel

'—
Zug-1 (FOSE1Z.2.22
'—

Ccurated coding gened

hli-2 (FE9E1Z.12)
I "

(focurated coding gened

Operons
CEOPZ200
B e S g

Briggsae alignnents
ch2fb  Fpohd s 730697 . 735020
1T

F - T - - 1T~ ---- e S m— =

Genbank entry
AFOO33E6

I l I I I I I " I I I 1 " I I I I I I I I l I I I I I I I I I 1 I I I I n I I I
33k adk, a5k, gk,

Either way,  [ajigning 11:5649844,5654167 to cb25.fpc0058:730697,735020

y Enter an elegans or briggsae cosmid, supercontig, or predicted gene name, such as M7.3, cb25.fpc0143:1..8000, FO8G5,

lOOk at the ele_ cb25.fpc0143.en2151a Regions must be smaller than 100000 bp :
Search for ch25.fpc0058: Search | - Lock Zoom/Scroll Recenter |
gans and

Align elegans | b6aos4s 5654167 [ Flip << [Showa324kbp ~|] 22

bl”iggsae VEer- to briggsae  |cb25ipc00s8  [730697  [735020 [ Flip << [Showa324kbp | 2 Align |
. Show Alignment Image width: © 640 768 ¢ 800 ¢ 1024 ¢ 1280
sions of a ge-

IT

1 1 1
Se5zk 5553k S654k

netic 1egion, o
linked by ho- &2 I 10 11

zug-1
FE9ELZ.12

mology. This I

chZh  FRoO)hd 730792, . 734738
can handle e P ——— e ——

COTTYPICKTTICS | ohmieotiiio i i s

chz5 .chO?EE

SU.Ch asS genCS Falk 73 73K =

briggsae genes

L] L]
CEGOZ462
lnSIde genesj orthologous to FISELZ.2 by hest mutual match ceval=0)
. . . CRGOZ463
llke b l l_2 ln_ orthologous to FS9ELZ.12 by hest mutual match (eval=3e-78)

side zyg-1:

5. Using AQL

AQL query language provides users with flexible data retrieval based on cus-
tom criteria. Queries can aggregate data from multiple database classes, mak-
ing AQL a powerful data mining tool. For instance, the following query will
return a table containing RNA1 ID, associated phenotype, gene ID and corre-
sponding sequence name for all RNA1 experiments with non-wildtype pheno-
types that were carried out against genes located on chromosome IV by the
Julie Ahringer group:

select a, a->Phenotype, b, b->Sequence name from a in class RNAI, b in
a->Gene, ¢ in a->Reference where b->Interpolated map position="1V"
and c->Author like "*Ahringer*'" and not a->Phenotype="WT"

As demonstrated by this example, using AQL requires knowledge of Worm-
Base data models. The data model for each object can be accessed by follow-
ing the Schema link on most WormBase pages. Models can also be browsed
using the Class Browser:

http://www.wormbase.org/db/searches/class query?class=model
While AQL takes some time to learn, mastering it provides users with a new
and efficient way of data extraction. A good tutorial on AQL can be found

here:

http://www.acedb.org/Software/whelp/AQL/

6. Phenotype

WormBase RNAi Phenotype Search

prOVldeS Select one or more of the following maternal, embryonic or post-embryonic phenotypes. Press Search when done.
Maternal Phenotype Embryonic Phenotype
searchable
Partly or completely sterile: " yves ¢ no © don't care Embryonic lethal: ¢ yes ¢ no & don't care

phen()types General Postembryonic Phenotypes

. ™ Growth defect [ Morphology defect [~ Movement defect [~ Reproductive defect
fOI’ RNAl Specific Postembryonic Phenotypes

e . r ™ (Pvu) protrudin :
data. (In [~ (Bli) blistered [~ (Egl) egg laying defect (Hya) HY perActive [~ (MIt) molt defect vul\.-f:a )P 9 [~ (Ste) sterile
[~ (Bmd) body [T (Fem) feminization of XX I [~ (Stp) sterile
the Ileal' fU‘ morphology defect  and XO animals L) e L2 (Muv) MUtV ulva L= en progeny
[~ (Fog) feminization of
ture, these [~ (Clr) clear e [~ (Lon) long body [ (Prl) paralyzed [ (Rup)exploded o) e st ot
0 [~ (Daf) DAuer [~ (Lva) larval r :
data Wlll i [~ (Gro) slow growth o e (Prz) PaRalLyzed ™ (Sck) sick ™ (Vul) vulvaless
[~ {Him) high incidence of [~ (Pvl) protruding
be GX- [~ (Dpy) dumpy e e [~ (Lvl) larval lethal ol [~ (Sma) small
Combine conditions with # AND ¢ OR
panded tO Prominent datasets
o Limit results to the following datasets:

Cl&SSlcal I Ahringer, 2003 [ Hyman, 2000 - Maeda, 2001 = Piano, 2002 [+ Simmer, 2003 [= Vidal, 2004 = other

1 Chromosomal limits
mutant a - Limit results to the following chromosomal range in genetic map values (ie -1.0 or 4.3): I | j I to I

Reset | Search |
leles.) S— . Ao ] — .
List genes with wild type RNAI assays | List genes with positive RNAI assays | List genes with ANY RNAI assay

1. Phenotype Ontology

Developing a controlled vocabulary for the description of the phenotypes will
allow high level and more detailed descriptions to be contained in a hierarchi-
cal browsable structure.

E4-€% egg_laying abnommal 1] WBFPhenotype: 0001074 |
El 4= eag_laying_defectve f Mameepace C elegans phenotype ontology .
E4+£% o990 _laying semtonin  nsensmne f OBOCinss Hams

4—E% VUlval MEsce e sponsheg 10 Serotomn i viulval muscle unresponsive to_sercionin
B4 eqgs_retaineg |
4—i% bag ot worms

; Drafirvition = Cormmant Complete definitions oo

o

Taxt poefs | Edd
4—&% mansient_bloating i, AL S il N L. _
The vulval muscle does not respond Wh:cab
4—£% lower_egg_iaving_evonis_aumng_acive . T ; o o )
typrcally 1o serotonin, based on mmaging prid: 14588249
B4 inactive _phasa fong 2 of calcum transsents in response o
sarpbonin,

4—E&% aclive_phase SwWach_ detoctive
4+—&% 09g ayng_ireguiar
El4—% eag laying phases abnormal

8. Gene Ontology Summaries

Gene Ontology terms are categorized according to Biological Process, Cellu-

lar Component, or Molecular Function. Evidence, such as IEA (inferred from
electronic annotation) or IMP (inferred from mutant phenotype), indicates the
type of data used to assign the GO terms. More in-depth searches can also be

performed on this page.

Biological process
Term

(GO:0002119)

male genital morphogenesis
(GO:0030539)

ovulation (sensu Mammalia)
(GO:0001542)

positive regulation of vulval
development (sensu Nematoda)
(GO:0040026)

(GO:0006468)

Cellular component
Term

basolateral plasma membrane
(GO:0016323)

membrane (GO:0016020)

Molecular function
Term

ATP binding (GO:0005524)

epidermal growth factor receptor
activity (GO:00050086)

protein-tyrosine kinase activity
(GO:0004713)

transmembrane receptor protein

larval development (sensu Nematoda)

protein amino acid phosphorylation

protein kinase activity (GO:0004672)

Gene Ontology Summary for gene: let-23

Processes leading to rupture the of the follicle Inferred from mutant phenotype (IMP)
releasing the central located cocyte. via Paper Clandinin TR et al. 1998

Any process that activates or increases the rate of
development of the vulva in nematodes. HR 1985

Part of the plasma membrane that includes the
basal end and sides of the cell. Often used in
reference to animal polarized epithelial membranes,
where the basal membrane is the part attached to

the extracellular matrix, or in plant cells, where the Paper Kaech SM et al. 1998
basal membrane is defined with respect to the

Zygotic axis.

Double layer of lipid molecules that encloses all

cells, and, in eukaryotes, many organelles; may be Inferred from electronic annotation
a single or double lipid bilayer, also includes (IEA) via InterPro

associated proteins.

Interacting selectively with ATP, adenosine 5'-
triphosphate, a universally important coenzyme and :
enzyme regulator. (IEA) via InterPro

Catalysis of the transfer of a phosphate group, Inferred from electronic annotation
usually from ATP, to a protein substrate. (IEA) via InterPro
Catalysis of the reaction: ATP + a protein tyrosine = Inferred from electronic annotation
ADP + protein tyrosine phosphate. (IEA) via InterPro

tyrosine kinase activity (GO:0004714)

Development from the newly hatched first-stage
larva to the end of the last larval stage (e. g. fourth- .
stage in C. elegans) before molting to adulthood. viaiFaper Heman R 1675

The process of introducing a phosphoric group on  Inferred from electronic
to a protein. annotation (IEA) via InterPro

Definition Evidence
Inferred from mutant phenotype (IMP)

Inferred from mutant phenotype (IMP)
via Paper Chamberlin HM and
Sternberg PW 1994

Inferred from mutant phenotype (IMP)
via Paper Ferguson EL and Horvitz

Definition Evidence

Inferred from direct assay (IDA) via

Definition Evidence
Inferred from electronic annotation

Inferred from electronic annotation
(IEA) via InterPro

Inferred from electronic annotation
(IEA) via InterPro

Query Termor ID Limit To Terms Attached To

Enter a gene ontology ID (GO:0004437), a gene (unc-26: T20H4.4), — Expression patterns
or a brief text description {endocytosis) “IHomology groups

C_Anatomy ontology
—cDs
_ICells

_Genes

[WEGene00002299

_Motifs
_Phenotypes
_Psuedogenes
_Publications
_Transcripts

9.Literature Curation

Literature curaion is an important part of the data collection in WormBase.

There are ~11,400 C. elegans papers in Medline and there 1s a steady increase
in the number of new papers published each year. To facilitate data extraction

from the literature we have implemented a two-stage approach. During the

first stage, the pa-
pers are scanned by
a curator who 1denti-
fies the data of inter-
est. He flags the pa-
pers with the moni-
tored data types.
This information is
passed on to the cu-
rators who actually
extract the informa-
tion during the sec-
ond stage of the cu-
ration. First-pass
curation is evolving

Curatable Info Falls into 29 Fields

(only biological data is shown below)

Gene data: Gene product data: Sequence data:
@ gene-sequence connection @ gene product function @ gene structure update/corrections
@ mapping data ® expression data O DNA features
@ transgene @ sequenced mutations

*() mutant phenotype

() structure info O SNPs

RNAIi (non-large scale)

(O in vitro protein analysis

® RNAi (large-scale)

O meosaic analysis

@® antibodies Cell data:
(O covalent modification

O site of action analysis *() gene product interactions nomenclature, function, ablation
@ allele info @ microarrays
*@ gene interactions #*() overexpression data
O functional complementation * used for
functional
DB entry completeness: annotations

®=90% complete ~5-25% complete () Not being extracted yet

as new data types are added to the curation pipeline. Currently, some data

types are flagged but
not extracted due to
limited staff; these
data are stored for
future extraction.

First-pass curation
has covered all C.
elegans papers since
January 2002 and all
information-rich pa-
pers since January
2001. So far, ~3,700
papers have gone
through first-pass
curation. Curatable

Data Type Distribution (3,590 papers)

1200 506
1000 -
a14
840 -
806 ggo
600 - 505 481 o0
400 - 408 347 344 208
278
200 - ll 184 142 408 129 i e -
I I I I 1 12
0 a2 EE N S B m L s
P& S o°°&c‘;pﬁ&" }@’@9 @f“’f’&"‘f&&@” Tl
& & & > &
& &»#" L ,f"cfw{;@ Sy @.&vwffo

information falls into 29 different fields as shown below. The percentage of
the data extraction is shown for different data types.

10. Wormbook

Home About WormBook

Comprehensive Review: WormBook

WormbBookE

THE ONLINE REVIEW OF C. elegans BIOLOGY |

Author Instructions Sponsars e-dlerts  Feedback  Wormatlas WormBase

WormBook is a comprehensive, open-access collection of original, peer-reviewed chapters covering topics
related to the biology of Caenorhabditis elegans (C. elegans). WormBook also includes WormMethods, an
up-to-date collection of methods and protocols for C. elegans researchers,

Genetics and genomics
| Molecular biology 'f-_.-ll:ﬁ ..| Signal transduction
Cell biology

M/ | Sex determination ;i?r's‘ Evolution and ecology

HTML Preprints D PDF. | Search I

WormBook Sections

jZ8] Developmental control

. | Neurobiology and behavior

11. Textpresso

The literature search engine in WormBase contains over 7,000 full-text journal
articles pertaining to worm biology (>95% from the last 6 years) and is updated
weekly. Abstracts and full text are searchable either by keywords or

by categories selected from drop down menus. Categories are biologically
meaningful words and phrases that have been pre-organized into groups for
searching, and can be combined with keywords to increase the accuracy of a
search. The search engine provides a number of useful links for each citation
returned from a search including: (1) a link to the on-line journal access if you
have a subscription to that journal, (ii) a link to the PubMed report page for that
citation and (iii) a downloadable file that can be read into the EndNote citation
manager. Most importantly, the user can follow a link to the actual underlying
sentence 1n full text that matched the search terms. The system 1s powered by
Textpresso (http://www.textpresso.org), an information retrieval and extraction
system developed at WormBase.
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12. Future Plans

WormBase hopes to accomplish the following tasks in the near future:

e Incorporation of the genomes of several Caenorhabditis species (C. re-
manei, C. japonica, C. sp. CB5161), that are currently in the sequencing
pipeline, as they become available.

o Building tools essential for viewing and analysing newly incorporated
nematode genomes, such as synteny viewers, motif browsers, orthologous
groups, etc.

o Curation of phenotypes and attaching phenotype information to alleles,
transgenes and RNA1 experiments

o Completing the anatomy ontology and building a phenotype ontology

o Building queries for gene expression using the anatomy ontology

o Building links between WormBase and WormBook

o Continuing gene function curation through updating concise descriptions
and assigning GO (Gene Ontology) annotations for all the named genes in
C. elegans.in C. elegans

e Reorganizing complex Web pages to simplify access to data and to 1m-
prove speed.

13. WormBase Help via email and Wiki

WormBase wants your comments, complaints, questions, or praises. Please
send e-mail to the general list help@wormbase.org, or anyone on this list of
people <http://wormbase.org/about/people.html> 1f you desire more privacy.
We strive for a response time of less than 24 hours during working days.

Documentation & User Feedback

www.wormbase. org/wiki
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This is the official wiki site for WormBase &, the database of the model organism Caenorhabditis elegans & and related nematodes. In addit
on using WormBase, this Wiki contains articles on C. elegans biclogy and experimental protocols. WormBase is developed by an an internat
researchers and cormputer scientists.

Before contributing, please see the WormBaseWwiki usage guidelines.
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