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Reference
https://wormbase.org//about/userguide/nomenclature#4bfij9063gedh7m5a2c81kl--10
The Fang group prefixes (approved by and recorded in Wormbase)
Laboratory/strain prefix (EFF)
allele prefix (efg)
Our way
EFF021 pha-1(e2123ts) III; efgIs015[Punc-17::unc-17::gfp, pha-1(+)]
Description: This worm strain named EFF021, generated from Dr. Evandro F. Fang’s lab with
WormBase registered Lab/strain prefix ‘EFF’. The genotype of this strain contains two parts, a
mutation ‘pha-1(e2123ts) III’ and a transgene ‘efgIs015[Punc-17::unc-17::gfp, pha-1(+)]’. For the
mutant, it is a pha-1 gene mutation with allele number ‘e2123’; ‘e’ stands for the allele prefix of
the lab of LMB, Cambridge where Prof. Sidney Brenner was, while the suffix ‘ts’ means this
strain is ‘temperature sensitive’ (the pha-1 worms die at temperature 25 C). NOTE, no italic for
‘TS’ since it is not a gene. For the transgene, it is generated by the lab with allele prefix ‘efg’
(the Evandro F. Fang lab allele prefix) with the transgene integrated but we do not know how
many copies have been integrated, thus we use ‘Is’, not ‘Si’; the DNA sequence of gfp has
been integrated into the C-terminal of unc-17 DNA, while the promoter (P/transcriptional)
integrated is the endogenous DNA sequence of unc-17 promoter. We use ‘::’ to show DNA
integration, and ‘,’ to separate different constructs (some labs use ‘+’). For this case, pha-1(+)
wild-gene was co-injected as a selection marker, since if the progenies (after cross pha1(e2123ts) with the transgene) are temperature insensitive, indicating the cross is successful.








Since we do not know where ‘efgIs015’ is integrated, thus we place it after the known
chromosomal mutant (in chromosome III of the current case)
Here ‘unc-17::gfp’, gfp gene is fused at the C-terminal. If gfp is fused at the Nterminal, we should write as ‘gfp::unc-17.’
‘ts’, stands for ‘temperature sensitive’, and not in italic
No ‘colon/:’ after the strain name ‘EFF021’
‘Punc-17::unc-17::gfp’, so the GFP protein level stands for translational expression of
unc-17 gene.
If we want to check transcriptional level of unc-17, we writes as ‘Punc-17::gfp’
‘pha-1(+)’ is the co-injection marker, placed at the end of the construct of interest.

Transcriptional fusion and translational fusion
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lin-12p::gfp
(for the Fang lab suggested to be
written as Plin-12::gfp

GFP transcriptional fusion (using only the promoter
of the gene)

lin-12::gfp
(for the Fang lab suggested to be
written as
Plin-12::lin-12::gfp

GFP translational fusion (in which gfp is inserted at
the C-terminus of the lin-12 coding sequence)

Sources
 All genetic data for C. elegans are summarized in WormBase 2014: new views of
curated biology.(Harris et al. 2014, Nucleic Acids Res. 42 Database Issue: D789-793
 Queries on recommended nomenclature for C. elegans should be addressed to:
genenames@wormbase.org or to the curator for C. elegans Genetic Mapping and
Genetic Nomenclature (Professor Tim Schedl, Department of Genetics Campus Box
#8232, Washington University School of Medicine, 4566 Scott Ave., St. Louis, MO
63110): email tim.schedl@wormbase.org

reference wildtype strain, Bristol N2.
Strains
 A strain is a set of individuals of a particular genotype with the capacity to produce
more individuals of the same genotype. Strains are given nonitalicized names
consisting of two or three uppercase letters followed by a number. The strain letter
prefixes refer to the laboratory of origin and are distinct from the mutation letter
prefixes. Examples: CB1893 is a strain of genotype unc-17(e113) dpy-13(e184) IV.,
originally constructed by S. Brenner at the MRC Laboratory of Molecular Biology
(strain prefix CB, allele prefix e), and MT688 is a strain of genotype unc-32(e189) +/+
lin-12(n137) III; him-5(e1467) V, constructed in the laboratory of H.R. Horvitz at M.I.T.
(strain prefix MT, allele prefix n).
 Strain prefixes are listed at the CGC.
 Strains can and should be preserved as frozen stocks at -70C or ideally in liquid
nitrogen, in order to ensure long-term maintenance and to avoid drift or accumulation
of modifier mutations.
 Bacterial strain names employ the two or three letter Laboratory/Strain designation,
followed by “b”. For example, CBb###. This facilitates distinguishing nematode strains
from bacterial strains. Please provide full information on species and relevant
genotype of the bacteria.

Transgenes
 Transformation of C. elegans with exogenous DNA by microinjection usually leads to
the formation of a transmissible extrachromosomal array containing many copies of
the introduced DNA. Extrachromosomal arrays differ in their frequency of meiotic and
mitotic transmission. Extrachromosomal arrays can subsequently be integrated into
the genome by irradiation. Direct integrative transformation with exogenous DNA can
be obtained by microparticle bombardment, mosSCI or miniMos techniques. As these
integrative events are not associated with the endogenous locus corresponding to the
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exogenous DNA they are considered distinct from genome engineered changes to
the endogenous locus and thus have different designations.
Extrachromosomal arrays are given italicized names consisting of the laboratory
allele prefix, the two letters Ex, and a number.
Integrated transgenes are designated by italicized names consisting of the laboratory
allele prefix, the two letters Is, and a number. Single copy integrants, usually
generated by the MosSCI or miniMos insertion techniques, are a subset of integrated
transgenes and are designated by italicized names consisting of the laboratory allele
prefix, the two letters Si, and a number.
Transgenes designations Ex, Is and Si can optionally be followed by genotypic or
molecular information describing the transgene, in square brackets. For example,
eEx3 or eIs2 or stEx5[sup-7(st5) unc-22(+)]. (no semicolon between)
Gene fusions incorporated in transgenes that consist of a C. elegans gene or part
thereof fused to a reporter such as lacZ or GFP are indicated by the C. elegans gene
name followed by two colons and the reporter, all italicized: pes-1::lacZ,
mab-9::gfp (translational fusion) (NOT mab-9::GFP)
To distinguish between transcriptional and translational fusions, lowercase italicized p
following the gene name has been used to indicate transcriptional fusions,
e.g., mab-9p::gfp (transcriptional fusion)

RNAi Phenotypes
 Animals in which an endogenous gene has been down-regulated by RNA
interference (RNAi), after exposure to double-stranded RNA corresponding to that
gene, can be referred to as mutants, using italicized RNAi as the mutation name.
Example: mog-4(RNAi), C08F8.8(RNAi)
 Phenotypes induced by RNAi can be named using conventional mutant phenotype
descriptors, such as Unc, Muv, Fem. For high-throughput RNAi screens, which may
detect only conspicuous phenotypes, the more general phenotype descriptors could
be used (see the Phenotype Ontology).
Genomes, assemblies, clones and contigs
Reference genomes in WormBase are given version names, for example C. elegans has the
version names: WBcel215 (an old version) and WBcel235 (the current version). A. suum
has two assemblies from different groups in WormBase and these have the version names
AscSuum_1.0 and ASU_2.0
The genomes of most species in WormBase are incompletely assembled, being left as
various sizes of contig. Only C. elegans and C. briggsae have been assembled into
chromosomes. The chromosomes of C. elegans have the names:
 CHROMOSOME_I
 CHROMOSOME_II
 CHROMOSOME_III
 CHROMOSOME_IV
 CHROMOSOME_V
 CHROMOSOME_X
 f (f refers to free duplications or chromosomal fragments.) (this bullet, added by EFF;
correct)
 CHROMOSOME_MtDNA
 Is (Si) with unknown location, as well as Ex
These may be abbreviated to the chromosome letter (I, II, III, IV, V, X, f, MtDNA,).
Proteins
The protein product of a gene can be referred to by the relevant gene name, written in nonitalic capitals, e.g., the protein encoded by unc-13 can be called UNC-13.
In some cases the gene name and the protein products have distinct names, often in
situations where the gene name is based on phenotype and the protein product is named
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based on sequence similarity or biochemical activity. For example, for the gene let-60 and
the corresponding protein RAS, designation let-60/RAS or let-60 RAS can be used.
Where more than one protein product is predicted for a gene (usually as a result of
alternative message processing), the different proteins are distinguished by adding 'isoform'
and then the isoform letter derived from the isoform letter of the name of the WormBase
CDS, e.g., the gene 'tra-1' has two CDS isoforms: 'Y47D3A.6a' and 'Y47D3A.6b' which give
rise to the protein isoforms: 'TRA-1, isoform a' and 'TRA-1, isoform b'.
Mutant protein products can be named by the missense change, for example a mutant 'TRA1, isoform a' protein with a Pro to Leu change at codon 79 would be written:
'TRA-1, isoform a (P79L)'.
How to Register a New Laboratory and Receive Lab, Strain and Allele designations
WormBase assigns specific identifying codes to each laboratory engaged in dedicated longterm genetic research on C. elegans. Each laboratory is assigned a laboratory/strain code for
naming strains, and an allele code for naming genetic variation (e.g., mutations) and
transgenes. These designations are assigned to the laboratory head/PI who is charged with
supervising their organization in laboratory databases and their associated biological
reagents that are described on WormBase, in publications, and distributed to the scientific
community on request. The laboratory/strain code is used (a) to identify the originator of
community-supplied information on WormBase, which in addition to attribution facilitates
communications between the community/curators and the originator if an issue related to the
information should arise at a later date, and (b) provide a tracking code for activities at the
CGC. The laboratory/strain designation consists of 2-3 uppercase letters while the allele
designation has 1-3 lowercase letters. The final letter of a laboratory code should not be an
“O” or an “I” so as not to be mistaken for the numbers “0” or “1” respectively. Additionally,
allele designations should also not end with the letter “l” which could also be mistaken for the
number “1.” These codes are listed at the CGC and in WormBase.
Investigators generating strains, alleles, transgenes, and/or defining genes require these
designations and should apply for them at genenames@wormbase.org.
Phenotypes
 Phenotypic characteristics can be described in words, e.g., dumpy animals or
uncoordinated animals. If more convenient, a non-italicized 3-letter or 4-letter
abbreviation, which usually corresponds to a gene class or gene name, may be used.
The first letter of a phenotypic abbreviation is capitalized, e.g., Unc for uncoordinated,
Dpy for dumpy. If necessary to distinguish among related but distinguishable
phenotypes, the relevant gene number can be added, e.g., Unc-4 and Unc-13 to
differentiate the distinct phenotypes produced by mutations in the two genes unc-4
and unc-13. WormBase maintains a standard set of defined phenotype descriptors
(the WormBase Phenotype Ontology)
 Abbreviations that do not correspond to a gene class or gene name can also be used,
e.g., Muv for multiple vulval development, and Daf-c for dauer-formation-constitutive.
Assignment of phenotype abbreviations not corresponding to a gene name is
controlled by WormBase and requests for names should be made, before
publication via email to: genenames@wormbase.org
 A common and accepted convention, when comparing a mutant with the wild-type, is
to use the prefix non- to refer to the wild-type phenotypes, for example, non-Lin (=
wild type cell lineage) or Dpy non-Unc (= wild type with respect to movement, but
dumpy with respect to body shape).
RNA Molecules
 Messenger RNA species can be written by using the protein product as a descriptor,
for example TRA-1A mRNA, TRA-1B mRNA, in order to allow distinction between
different splice variants.
 Non-coding RNA species can be written using the gene name as a descriptor, for
example lin-4 RNA. Small RNA species derived from mir genes (micro-RNAs) can be
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written miR-, followed by a number corresponding to the mir gene. Example: miR-2
for the RNA derived from mir-2.
Gene Transcripts
 The transcripts of a gene in WormBase are automatically derived by mapping any
available cDNA or mRNA alignments onto the CDS model.
 These gene transcripts will therefore often include the UTR exons surrounding the
CDS.
 If there are no available cDNA or mRNA transcripts, then the gene transcripts will
have exactly the same structure as the CDS that they are modelled on.
 Gene transcripts are named after the Sequence Name of the CDS used to create
them with the addition of .1, for example, F38H4.7.1 or K04F10.4a.1. - Updated
Nomenclature for WS268
 However if there is alternative splicing in the UTRs, which would not change the
protein sequence, the alternatively-spliced transcripts are named with a digit
appended, for example: K04F10.4a.1 and K04F10.4a.2.
 If there are no isoforms of the coding gene, for example AC3.5, but there is
alternative splicing in the UTRs, there will be multiple transcripts named AC3.5.1 and
AC3.5.2, etc.
 If there are no alternate UTR transcripts the single coding_transcript is named the
same as the CDS and does not have the .1 appended, as in the case of K04F10.4f.
RFLPs and SNPs
 Polymorphic sites, which are mostly RFLPs (restriction fragment length
polymorphisms) or SNPs (single nucleotide polymorphisms), are designated by an
italic letter P and an italic number, preceded by the allele prefix for the laboratory
responsible for identifying the site.
Examples: stP17 and stP196 are RFLPs identified in the laboratory of R. H.
Waterston, amP6 and amP15 are SNPs identified in the laboratory of K. Kornfeld.
 SNPs identified in whole genome sequencing projects from one or more natural
isolates are not assigned a name but may be referred to by their WBVariationID. For
example, WBVar01710822 is an intronic SNP in the npr-1 gene found in various
natural isolates. Other identifiers (such as those used in publications, internal IDs
assigned by the project or historical names) are incorporated into WormBase to
enable users to recover such entities through searches.
Variation data: Chromosomal aberrations.
Duplications (Dp) deficiencies (Df), inversions (In) and translocations (T) are known in C.
elegans genetics and cytogenetics; these are given italicized names consisting of the
laboratory mutation prefix, the relevant abbreviation, and a number, optionally followed by
the affected linkage groups in parentheses (e.g., eT1(III;V), mnDp5(X;f), where f indicates a
free duplication). If linkage groups are indicated in a translocation then they should be in the
order ‘transposed from’; transposed to’. Chromosomal balancers of unknown structure can
be designated using the abbreviation C, e.g., mnC1(II).
A Chromosome fragment, designated Cf, is a large region of a chromosome that, in the
presence of the corresponding fragment(s) can be present in the nucleus, without a full
complement of the normal homologous chromosome. When first published, the molecular
properties and chromosome coordinates of the chromosome fragment should be described.
Cf is preceded by the generating laboratory’s allele designation, and followed by an Arabic
number, typically including the chromosome of origin, all in italics. For example, eCf20 X.
Genotypes
 The genotype of an animal is specified by listing all known differences between its
genotype and that of wild type, which is defined by convention as Bristol N2. Each
such difference is assigned a unique name. The table below lists the currently
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recognized types of difference that have designations, described at greater length
elsewhere in the chapter.
Where necessary, wild type sequence can be indicated using the symbol +. Because
every genetic "feature" (i.e., difference from Bristol N2) has a unique name, an
animal's genotype is fully specified by listing all the named features that it carries.
Example: e2123; mdIs18.
For clarity and convenience, additional information about genes, chromosomes,
transgene contents, etc., can be added as described elsewhere in this document, to
produce a more informative genotype. Example: pha-1(e2123ts) III; mdIs18[pha-1(+)
unc-17::GFP] ((from Tim Schedl: Typically gfp is used for genotype and GFP is
used when talking about protein))
Strains carrying more than one mutation are designated by sequentially listing mutant
genes or alleles according to the left-right (= up-down) order on the genetic
map/genome sequence.
Different chromosomes (linkage groups) are separated by a semicolon and given in
the order I, II, III, IV, V, X, f, M. I-V are the five autosomes, X is the X chromosome, f
refers to free duplications or chromosomal fragments, and M is the mitochondrial
genome. For example: dpy-5(e61) I; bli-2(e768) II; unc-32(e189) III.
Integrated transgenes (Is and Si) should be grouped with other mutant genes or
alleles on the chromosome, if it is known into which chromosome the transgene is
integrated. Extrachromosomal arrays (Ex) and unmapped integrated arrays should be
included at the end of the genotype. Example: oxTi330 III; gaIs283.
Heterozygotes, with allelic differences between chromosomes are designated by
separating mutations on the two homologous chromosomes with a slash. For
example, the compound heterozygote lin-12(n941)/lin-12(n137). Where
unambiguous, wild type alleles can be designated by a plus sign alone, or even
omitted. For example, dpy-5(e61) unc-13(+)/dpy-5(+) unc-13(e51) I can also be
written dpy-5 +/+ unc-13 or dpy-5/unc-13.
Systematic gene identification (the 8th predicted gene on cosmid
R107)

R107.8

There are no specific recommendations for designating cloned
sequences that are not homologous to known genes. Most genomic
clones have been provided by the C. elegans mapping/sequencing
consortium (based at the Sanger Centre, Cambridge, UK, and the
Genome Sequencing Center, St. Louis, USA; see Waterston et al.,
this volume). Cosmid clones generated by the consortium are
named on the basis of the vector, either pJB8 (initial letters B, C, D,
E, R, M, ZC) or a Lorist vector (initial letters K, T, W, F, ZK). Phage
clones (in Lambda 2001) are identified by the initial letters A, ZL,
YSL. YACs (yeast artificial chromosome clones) are identified by the
initial letter Y, e.g., Y3D5.

lin-12

Gene class, “abnormal cell LINeage”

lin-12

The 12th “abnormal cell LINeage” gene named

ar170

Allele name ("ar” allele designation from the Greenwald lab; the
170th allele generated in the Greenwald lab)

LIN-12

Protein name (product of lin-12 gene)
Phenotype (abnormal cell lineage phenotype)

Lin

Phenotypic characteristics can be described in words, e.g., dumpy
animals or uncoordinated animals. If more convenient, a
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nonitalicized three-letter abbreviation, which usually corresponds to
a gene name, may be used. The first letter of a phenotypic
abbreviation is capitalized, e.g., Unc for uncoordinated, Dpy for
dumpy. If necessary to distinguish among related but distinguishable
phenotypes, the relevant gene number can be added, e.g., Unc-4
and Unc-13, to differentiate the distinct phenotypes produced by
mutations in the two genes unc-4 and unc-13 . Abbreviations that do
not correspond to gene names can also be used, e.g., Muv for
multiple vulval development.
A common convention, when comparing a mutant with the wild type,
is to use the prefix non- to refer to the wild-type phenotypes, for
example, non-Lin (= wild-type cell lineage) or Dpy non-Unc (= wild
type with respect to movement, but dumpy with respect to body
shape).
lin-12(ar170) or
lin-12(ar170)/lin12(ar170)

Homozygous for lin-12(ar170) allele

lin-12(ar170)/+

Heterozygous for lin-12(ar170) allele

lin-12(ar170)/lin12(n941)

Heterozygous for two different lin-12 alleles (also call a compound
heterozygote) (“n” allele designation from the Horvitz lab)

hc17ts

Suffixes indicating characteristics of a mutation can follow a
mutation name. These are usually two-letter nonitalicized letters,
e.g., hc17ts, where ts stands for temperature sensitive.

lin-12(n676n930)

n930 is an intragenic revertant of the n676 lin-12 gain of function
allele

gk181351

Allele of lin-12 from the Million mutant project, MMP (“gk” MMP allele
numbering starts at 100000)
Single Nucleotide Polymorphism (SNP) in the lin-12 3’UTR found in
the natural isolate CB4856 (Hawaiian strain)

WBVar00070143

SNPs identified in whole genome sequencing projects from one or
more natural isolates are not assigned a name but may be referred
to by their WBVariationID. For example, WBVar01710822 is an
intronic SNP in the npr-1 gene found in various natural isolates.

stP17

Restriction Fragment Length Polymorphism (RFLP) (“st” allele
designation from the Waterston lab, at University of Washington,
Seattle,)

lin-12p::gfp

GFP transcriptional fusion (using only the promoter of the gene)

lin-12::gfp

GFP translational fusion (in which gfp is inserted at the C-terminus
of the lin-12 coding sequence)

GS60

Strain name (“GS” laboratory/strain designation from the Greenwald
lab); full genotype unc-32(e189) lin-12(n676n930) III.

lin-41(tn1490)

lin-41 allele generated by chemical mutagenesis (“tn” allele
designation from the Greenstein lab)

lin-41(xe11)

lin-41 allele generated by genome engineering (“xe” allele
designation from the Grosshans lab)
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lin41(tn1490[G883E])

Amino acid change in lin-41 allele tn1490 indicated

mnDp26

Duplication (Dp) (“mn” allele designation from the Herman lab)

nDf17

Deficiency (Df) (multi-gene deletion)

nT1 (IV; V)

Translocation (T) involving chromosomes IV and V

rtEx726

Extrachromosomal (Ex) transgene array (“rt” allele designation from
the Hart lab)

arIs80

Integrated (Is) transgene

dotSi110

Single copy insertion (Si) (“dot” allele designation from the J. Chen
lab)
Transposon (Tc1) insertion in glc-1 gene (“pk” allele designation
from the Plasterk lab)
A transposable element (TE, transposon, or jumping gene)

glc-1(pk54::Tc1)

pgIR2

C. elegans transposons are called Tc1, Tc2, etc., where each
number represents a different family. Transposon names are not
italicized except when included in a genotype. Transposon insertions
in genes are indicated by adding ::Tc to the relevant mutation name,
as an optional descriptor. Thus, a mutation of the gene unc-54 ,
called r293, is a Tc1 insertion and can therefore be written unc54(r293::Tc1).
Introgressed region (IR); full genotype (II, CB4856>N2), which
indicates that a region from chromosome II of the Hawaiian strain
CB4856 has been crossed into the Bristol N2 background (“pg”
allele designation from the M. Goodman lab).
Introgression: movement of genes from one species to another by
recurrent backcrossing of hybrid to a parent

Genome Engineering
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Genome engineering (CRISPR-Cas9, TALENs, etc.) is increasingly being applied to C.
elegans and related nematodes. The resulting genomic alterations require some additional
recommendations. The aim is to provide compact and unambiguous ways of describing and
referring to engineered changes to endogenous loci, as distinct from transgenic constructs
that are inserted elsewhere in the genome.
 Each engineered modification to an endogenous locus (point mutations, deletions,
insertions or combinations thereof) should receive a unique allele designation, using
the standard allele designation of the originating laboratory. For example: bus50(e5000).
 Optional brackets can be employed to provide additional information. Example: bus50(e5000[T110E]) (an engineered missense mutation).
 Natural isolates: Engineered alleles in natural isolates are indicated with []. For
example, the bus-50(e5000) change generated in the CB4856 Hawaiian strain would
be bus-50(e5000[CB4856]).
 An engineered fusion of GFP to the C-terminus of BUS-50 would be: bus50(e5001[bus-50::gfp]).
 As a shorter and more convenient form, and where unambiguous, this could be
referred to as: bus-50::gfp. Such abbreviations should be clearly defined where first
used in a paper.
 An engineered insertion of GFP plus the unc-119(+) selectable marker, flanked by
loxP sites, would be: bus-50(e5002[bus-50::gfp + loxP unc-119(+) loxP]).
 Each additional engineering of the endogenous locus requires a new allele number.
In the example of bus-50(e5002), following Cre-mediated recombinase removal of
unc-119(+) so that a single loxP site remains, the new genotype would be bus50(e5003[bus-50::gfp +loxP]) or bus-50(e5003) for short.
 Engineered insertions in apparent intergenic regions are given standard Is insertion
names, for example eIs2002. Optional descriptors can include the nature of the
insertion, e.g., [unc-119::gfp] and the position in the genome, e.g., [III:2992500], to
give eIs2002[unc-119::gfp]] or eIs2002[unc-119::gfp, III:2992500].
 Engineered changes to existing Is (or Si) insertions should receive new Is numbers
using originating lab’s prefix. The original Is insertion can be indicated in brackets
with a preceding asterisk (*), in order to allow searches for all derivatives from a given
insertion.
For example, an engineered change from GFP to mCherry in eIs2002 might be
named as ozIs909, or ozIs909[unc-119::mCherry *eIs2002].
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Part A Genetic Nomenclature
The genetic nomenclature summarized here is based on the original proposals for
Caenorhabditis elegans nomenclature (Horvitz et al. 1979), plus additional recommendations
that have been distributed in The Worm Breeder's Gazette.
Go to:
Genetic Loci
Genes are given names consisting of three italicized letters, a hyphen, and an arabic
number, e.g., dpy-5 or let-37 or mlc-3 . The gene name may be followed by an italicized
Roman numeral, to indicate the linkage group on which the gene maps, e.g. dpy-5 I or let-37
X or mlc-3 III.
For genes defined by mutation, the gene names refer to the mutant phenotype originally
detected and/or most easily scored: dumpy (DumPY) in the case of dpy-5 , and lethal
(LEThal) in the case of let-37 .
For genes defined by cloning, on the basis of sequence similarity, the gene name refers to
the predicted protein product or RNA product: Myosin Light Chain in the case of mlc-3 ,
SuperOxide Dismutase in the case of sod-1 , Ribosomal RNA in the case of rrn-1 .
Genes with related properties are usually given the same three-letter name and different
numbers. For example, the 3 known myosin light chain genes are indicated mlc-1, mlc-2,
mlc-3, and the more than 20 different dumpy genes are indicated dpy-1, dpy-2, dpy-3, and so
on.
There are no specific recommendations for designating cloned sequences that are not
homologous to known genes. Most genomic clones have been provided by the C. elegans
mapping/sequencing consortium (based at the Sanger Centre, Cambridge, UK, and the
Genome Sequencing Center, St. Louis, USA; see Waterston et al., this volume). Cosmid
clones generated by the consortium are named on the basis of the vector, either pJB8 (initial
letters B, C, D, E, R, M, ZC) or a Lorist vector (initial letters K, T, W, F, ZK). Phage clones (in
Lambda 2001) are identified by the initial letters A, ZL, YSL. YACs (yeast artificial
chromosome clones) are identified by the initial letter Y, e.g., Y3D5.
Sequences that are predicted to be genes are named on the basis of the sequenced cosmid,
plus a number. For example, the genes predicted for the cosmid T05G3 are called T05G3.1,
T05G3.2, etc. DNA clones that have not been generated by the consortium are usually
designated by the laboratory strain designation (see below), a # symbol and an isolation
number, e.g., MT#JAL6.
Go to:
Homologous Genes
If a homolog of a known C. elegans gene is identified in a related species such as
Caenorhabditis briggsae, it can be given the same gene name, preceded by two italic letters
referring to the species, and a hyphen. For example, Cb-tra-1 is the name for the C. briggsae
homolog of the C. elegans gene tra-1 .
The C. elegans homolog of a gene identified and named in another organism can be
distinguished by the same convention, using "Ce-" as an optional prefix. For example, Cesnt-1 defines the C. elegans synaptotagmin gene.
Go to:
Alleles and Mutations
Every mutation has a unique designation. Mutations are given names consisting of one or
two italicized letters followed by an italicized Arabic number, e.g., e61 or mn138 or st5. The
letter prefix refers to the laboratory of isolation, as registered with the Caenorhabditis
Genetics Center (CGC). There are currently more than 150 registered laboratories (see Part
B). For example, e refers to the MRC Laboratory of Molecular Biology (Cambridge, U.K.),
and st refers to the laboratory of R.H. Waterston (Washington University, St. Louis, Missouri).
When gene and mutation names are used together, the mutation name is included in
parentheses after the gene name, e.g., dpy-5(e61), let-37(mn138). When unambiguous, e.g.,
if only one mutation is known for a given gene, gene names are used in preference to
mutation names ( let-37 rather than mn138).
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Suffixes indicating characteristics of a mutation can follow a mutation name. These are
usually two-letter nonitalicized letters, e.g., hc17ts, where ts stands for temperature sensitive.
The wild-type allele of a gene is defined as that present in the Bristol N2 strain, stored frozen
at the CGC and other locations. Wild-type alleles can be designated by a plus sign
immediately after the gene name, dpy-5+, or by including the plus sign in parentheses, dpy5(+). The widely understood convention of a superscript plus sign, dpy-5 +, has also been
used.
There is no special nomenclature for suppressor mutations. Most extragenic suppressor loci
are called sup (40 loci defined so far, with a wide variety of properties and mechanisms).
Some more specific classes have been established, such as smu (Suppressor of Mec and
Unc), and smg (Suppressor with Morphogenetic effect on Genitalia). Intragenic suppressors
or modifiers are indicated by adding a second mutation name within parentheses; for
example, unc-17(e245e2608) is an intragenic partial revertant of unc-17(e245).
Mutations known to be chromosomal rearrangements, rather than intragenic lesions, are
named somewhat differently, as described below.
Go to:
RFLPs
Polymorphic sites, which are usually RFLPs (restriction fragment length polymorphisms), are
designated by an italic letter P and an italic number, preceded by the allele prefix for the
laboratory responsible for identifying the site. For example, eP2 and eP98 are RFLPs
identified at the MRC Laboratory of Molecular Biology, and stP17 and stP196 are RFLPs
identified in the laboratory of R. H. Waterston.
Go to:
Transgenes
Transformation of C. elegans with exogenous DNA usually leads to the formation of a
transmissible extrachromosomal array containing many copies of the injected DNA, but
sometimes chromosomal integration of the injected DNA can occur. Extrachromosomal
arrays are given italicized names consisting of the laboratory allele prefix, the two letters Ex,
and a number. Integrated transgenes are designated by italicized names consisting of the
laboratory allele prefix, the two letters Is, and a number. Both Ex and Is can optionally be
followed by genotypic or molecular information describing the transgene, in brackets, e.g.,
eEx3 or eIs2 or stEx5 [sup-7(st5) unc-22(+)].
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https://www.semanticscholar.org/paper/Investigating-C.-elegans-development-through-mosaicYochem-Herman/7a051865cd6555d26a3910010d7d936b8ae00782/figure/0

Go to:
Genotypes
Mutants carrying more than one mutation are designated by sequentially listing mutant genes
or mutations according to the left-right (= up-down) order on the genetic map. A skeleton
genetic map is provided in Part C. Different linkage groups are separated by a semicolon and
given in the order I, II, III, IV, V, X, f. I–V are the five autosomes, X is the X chromosome, and
f refers to free duplications or chromosomal fragments. For example: dpy-5(e61) I; bli2(e768) II; unc-32(e189) III .
Heterozygotes, with allelic differences between chromosomes, are designated by separating
mutations on the two homologous chromosomes with a slash. Where unambiguous, wild-
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type alleles can be designated by a plus sign alone, or even omitted, e.g., dpy-5(e61) unc13(+)/dpy-5(+) unc-13(e51) I can also be written dpy-5 +/+ unc-13 or dpy-5/unc-13.
Go to:
Transposons
C. elegans transposons are called Tc1, Tc2, etc., where each number represents a different
family. Transposon names are not italicized except when included in a genotype.
Transposon insertions in genes are indicated by adding ::Tc to the relevant mutation name,
as an optional descriptor. Thus, a mutation of the gene unc-54 , called r293, is a Tc1
insertion and can therefore be written unc-54(r293::Tc1).
Go to:
Chromosomal Aberrations
Duplications (Dp) deficiencies (Df), inversions (In), and translocations (T) are known in C.
elegans cytogenetics; these are given italicized names consisting of the laboratory mutation
prefix, the relevant abbreviation, and a number, optionally followed by the affected linkage
groups in parentheses, for example, eT1(III;V), mnDp5(X;f), where f indicates a free
duplication. Chromosomal balancers of unknown structure can be designated using the
abbreviation C, for example, mnC1 (II).
Go to:
Phenotypes
Phenotypic characteristics can be described in words, e.g., dumpy animals or uncoordinated
animals. If more convenient, a nonitalicized three-letter abbreviation, which usually
corresponds to a gene name, may be used. The first letter of a phenotypic abbreviation is
capitalized, e.g., Unc for uncoordinated, Dpy for dumpy. If necessary to distinguish among
related but distinguishable phenotypes, the relevant gene number can be added, e.g., Unc-4
and Unc-13, to differentiate the distinct phenotypes produced by mutations in the two genes
unc-4 and unc-13 . Abbreviations that do not correspond to gene names can also be used,
e.g., Muv for multiple vulval development.
A common convention, when comparing a mutant with the wild type, is to use the prefix nonto refer to the wild-type phenotypes, for example, non-Lin (= wild-type cell lineage) or Dpy
non-Unc (= wild type with respect to movement, but dumpy with respect to body shape).
Go to:
Proteins
The protein product of a gene can be referred to by the relevant gene name, written in
nonitalic capitals, for example, the protein encoded by unc-13 can be called UNC-13. Where
more than one protein product is predicted for a gene (usually as a result of alternative
message processing), the different proteins are distinguished by additional capital letters, for
example, TRA-1A, TRA-1B.
Go to:
Strains
A strain is a set of individuals of a particular genotype with the capacity to produce more
individuals of the same genotype. Strains are given nonitalicized names consisting of two to
three uppercase letters followed by a number. The letter prefixes refer to the laboratory of
origin and are different from mutation letter prefixes (see Part B). For example, CB1833 is a
strain of genotype dpy-5(e61) unc-13(e51), constructed at the MRC Laboratory of Molecular
Biology (strain prefix CB, allele prefix e), and MT688 is a strain of genotype unc-32(e189) +/+
lin-12(n137) III; him-5(e1467) V, constructed in the laboratory of H.R. Horvitz at M.I.T. (strain
prefix MT, allele prefix n).
Some 3-letter laboratory designations are also in use (see Part B), to refer to strains of
nematode species other than C. elegans (EFF: also for C. elegans).
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Schedl, Tim ts@wustl.edu
raymond@caltech.edu; jae.cho@wormbase.org
Dear Raymond and Jae,
I read the worm nomenclature many times based on the wormbase version and it is very
helpful. I have four questions for your expertise:
1. gfp and GFP
lin-12p::gfp

GFP transcriptional fusion (using only the promoter of the gene)

Plin-12::gfp
lin-12::gfp

GFP translational fusion (in which gfp is inserted at the C-terminus of the
lin-12 coding sequence)

Plin-12::lin-12::gfp
I thought we should only use ‘gfp’, but the sentence in the wombase page (the link shown
below) uses GFP.
Example: pha-1(e2123ts) III; mdIs18[pha-1(+) unc-17::GFP]
https://wormbase.org//about/userguide/nomenclature#4bfij9063gedh7m5a2c81kl--10
I got good comments from Prof. Tim Schel; ‘Typically gfp is used for genotype and GFP is
used when talking about protein’. I understand well on this; but does it mean that it is
exchangeable to use ‘gfp’ (in intalic) and GFP in this case
pha-1 animals should be dead at 25 C
pha-1(e2123ts) III; mdIs18[pha-1(+) unc-17::GFP] or pha-1(e2123ts) III; mdIs18[pha-1(+)
unc-17::gfp]
Both ways to write are correct?
Raymond: For best practice, I would use the lower case form as that is for genotypes.

2. Whether ‘GFP’ should be in italic or not
GFP: since we are now talking protein, should not it be ‘non-italic’?
pha-1(e2123ts) III; mdIs18[pha-1(+) unc-17::GFP] or pha-1(e2123ts) III; mdIs18[pha-1(+)
unc-17::GFP]
Which one is correct?
Raymond: Again, for genotype, I would use the lowercase, italicized form. An example
usage for GFP as a protein is "In ∼50% of the transgenic eat-4(ky5) mutant animals the
pharyngeal interneuron I5 showed weak GFP staining".

3. Why no semicolon used in the strain CB1833
In wormbase, it says ‘Mutants carrying more than one mutation are designated by
sequentially listing mutant genes or mutations according to the left-right (= up-down) order on
the genetic map. A skeleton genetic map is provided in Part C. Different linkage groups are
separated by a semicolon and given in the order I, II, III, IV, V, X, f. I–V are the five
autosomes, X is the X chromosome, and f refers to free duplications or chromosomal
fragments. For example: dpy-5(e61) I; bli-2(e768) II; unc-32(e189) III .’
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For the case of CB1833, is a strain of genotype dpy-5(e61) unc-13(e51). Does it mean that
we are now indicating a wild-type allele e61 of dpy-5 gene and a wild-type allele e51 of gene
unc-13; and we are not talking about ‘mutants’, thus no ‘semicolon’?
Raymond: Semicolon separates genes on different chromosomes (unlinked). Since
dpy-5 and unc-13 are linked on chromosome I, there is no semicolon. e51 and e61 are
mutant alleles of their respective genes.

4. How to distinguish when we are writing ‘a mutant gene’ or ‘an wild-type allele’?
In wormbase, it says ‘Wild-type alleles can be designated by a plus sign immediately after
the gene name, dpy-5+, or by including the plus sign in parentheses, dpy-5(+). The widely
understood convention of a superscript plus sign, dpy-5+, has also been used.’
Any additional comments?
Raymond: Generally, wild-type alleles of N2 (standard wild-type strain) are not named
(no allele name). Thus if you must, use a plus sign to denote them. I am not sure what
your confusion is.
Hope my answers clarified some things for you. If you still wonder about proper
usage, please email genenames@wormbase.org.
Cheers,
Raymond
5. As the WormBase assigned to my lab, I have EFF as the lab/strain designation and efg as
the allele prefix. For the below strain EFF010 my group generated with myo-2p::gfp as
selection marker.
Should I name as
·
EFF010 efgIs05[aex-3::tau4R1N(P301L) + myo-2p::gfp], or
·
EFF010 efgIs05[aex-3::tau4R1N(P301L) myo-2p::gfp]
For simplicity, I would like to call this strain TauhP301L. When I am labelling this strain in the
Figures, should I do as
·
TauhP301L
·
TauhP301L (not in italic)
·
TauhP30L(efgIs05), or
·
TauhP30L(EFF010), or
·
Any other names you recommended to use
Hi Evandro,
1) EFF010 efgIs05[aex-3::tau4R1N(P301L) + myo-2p::gfp] is best.
2) The superscript nomenclature is used in other organisms (e.g., Drosophila).
In C. elegans, we do not use superscripts as part of the nomenclature.
While a shorthand name does not need to follow C. elegans nomenclature, I think there
would be less of a chance for confusion if you avoided superscripts.
I recommend Tau[hP30L] with Tau being either in italics or not, depending if you are talking
about the gene or protein.
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Dear WormBase,

It is me again, and I hope you had a good weekend.

After went through the worm nomenclature, I got some additional questions. If would be
much appreciated to get your expertise.

1, How to separate genes in transgene complex?
In wormbase, you used one example on nomenclature
pha-1(e2123ts) III; mdIs18[pha-1(+) unc17::GFP] (https://wormbase.org//about/userguide/nomenclature#4bfij9063gedh7m5a2c81kl
--10)
Evandro Fang: should we have a ‘+’ beween ‘pha-1(+)’ and ‘unc-17::gfp’, as
pha-1(e2123ts) III; mdIs18[pha-1(+) + unc-17::gfp] or by adding ‘;’
pha-1(e2123ts) III; mdIs18[pha-1(+); unc-17::gfp]
I see Wormbase also writes the transgene part as ‘mdIs18[Punc-17::GFP; pha-1] (reference
https://wormbase.org/species/all/transgene/WBTransgene00000956#01--10) or we should
write as ‘mdIs18[unc-17p::gfp; pha-1(+)] based on my previous communication with
wormbase?

2. Transcriptional fusion.
You had an example in wormbase like this
lin-12p::gfp

GFP transcriptional fusion (using only the promoter of the gene)

Evandro Fang: In some cases, I see worm researchers write ‘P’ ahead like in (Tavernarakis
lab, Nature 2015)
Case 1: Ex001[pdct-1DCT-1::GFP] (endogenous promoter) Should we correct the
nomenclature to (allele prefix)Ex001[dct-1::gfp] since the endogenous promoter was used
to drive the expression of GFP to reflect translational level of dct-1 gene? Or we would write
as (allele prefix)Ex001[dct-1p::dct-1::gfp] ?

Case 2: IR1631: N2;Ex003[pmyo-3TOMM-20::Rosella] (not endogenous promoter was
used)
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Should I rewrote as
IR1631

N2;(allele prefix)Ex003[myo-3p::tomm-20::Rosella] , or

IR1631

N2;(allele prefix)Ex003[Pmyo-3::tomm-20::Rosella]

Thanks you in advance.

Hi Evandro
Historically, people have used both ways to denote the transcriptional promoter in C. elegans. It
used to be that all worm genes were 3 letters, hyphen and number. So the extra P at the beginning
really stood out.

I can see arguments for either way to write this out. For promoter bashing experiments that the
Hobert often does, you get subsets of promoters for each gene. They ended up using no P when
talking about a general reporter in the main text, but used superscript for specific numbered
promoter in the Methods.
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2671564/

I'm not sure what wormbase will recommend. I think as long as you're consistent in a single paper,
you'll be fine.

Take care. - jon

Hi Evandro,

Both ways are correct.
The difference is to what you refer to. For example:

lin-12p::gfp: This refers to DNA. This is why there is the “::”, which represent the fusion between the
promoter DNA sequence to gfp DNA sequence.
We usually prefer writing the nomenclature by using the other way:
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pdct-1DCT-1::GFP or pmyo-3TOMM-20::Rosella —> capital letters refer to protein sequence and normal
italic letters to DNA sequence. Also, there is not any “::” symbol because there is not fusion between
DNA and protein sequences.
For more details you could search and read the following:
https://wormbase.org/about/userguide/nomenclature#h0987aij36bmlk1ed5gf24c--10

Best,

Kostas
New case
Hi K,
I hope you are doing well.
And sorry to interrupt you again. Since we are not good at genetics, and thus Yahyah and I
had some construcitive discussions on the nomenclature again. Using your Nature 2015
paper, as an example,
IR1487: pink-1(tm1779);Ex001[pdct-1DCT-1::GFP]
IR1739: N2;Ex001[pmyo-3PDR-1::DsRed;pdct-1DCT-1::GFP]



Questions:
To generate Ex001[pdct-1DCT-1::GFP]
Normally when you generate a gene plasmid, do you use DNA or cDNA? Does the ‘DNA
sequence’ or ‘cDNA’ sequence contain ‘the promoter sequence’?
We use cDNA only if the gene size is more than 2-3 kb. This is happening some times because C.
Elegans genes contain huge introns.
Depending on the rationale behind the transgenesis, we decide to use either Endogenous or different
promoter. If a gene is located in an operon, we either use the promoter of the operon or a different
one.



do you insert the gfp DNA to the N-terminal of the cDNA sequence of dct-1, and then
have the dct-1 promoter sequence inserted at the N-terminal of the dct-1 gene?
No, I did not use the cDNA of dct-1 gene. The GFP is fused at the C-terminal of the gene, this is why
the genotype is written like that (pdct-1DCT-1::GFP)



In the case of ‘Pdct-1::dct-1::gfp’, it indicates that the DCT-1::GFP protein expression is
driven by its endogenous promoter dct-1. Right?

Yes, I used the endogenous promoter of dct-1. I did that because I wanted to investigate also the
spatiotemporal expression pattern of the gene, which was not known.
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Ex001[pmyo-3PDR-1::DsRed;pdct-1DCT-1::GFP]
To overexpress pdr-1::DsRed, why did not you use the endogenous promotor of ‘pdr-1’,
or because you want the ‘PDR-1::DsRed’ only express in the muscle?
I did not want to overexposes PDR-1. The rationale behind of this strain generation was to express
PDR-1 fused with DsRed and check whether PDR-1 is co-localized with DCT-1::GFP. DCT-1::GFP is very
nicely expressed in body-wall muscle cells. Therefore, I used myo-3 promoter to express PDR1::DsRed in body wall muscle cells too.

Best
E

Communication with Prof. Hide
Q1: Regarding the strain KH2261 (ybEx2261 [eef-1A.1::C33H5.18E1E2(+1)E3-GGS6-mCherry
eef-1A.1::C33H5.18E1E2(+1)E3-(+2)GGS6-EGFP pBSKII(-)]), the bichromatic change from GFP
(Green) to mCherry (Red), can reflect the universal alternative splicing dysfunction? or only point
to the C33H5.18 exon 2 skip? We would like to be sure of the accuracy of the data interpretation.
William B. Mair published a paper (Nature, 2017, 541(7635):102-106) using fluorescent
alternative splicing reporter KH2235 (lin-15 (n765) ybIs2167 [eef-1A.1::RET-1E4E5(+1)E6-GGS6mCherry eef-1A.1::RET-1E4E5(+1)E6-(+2)GGS6-EGFP lin-15 (+) pRG5271Neo] X) from your
group. For this strain, they argue that the color change from Green to Red in KH2235 strain can
reflect the universal splicing dysfunction.
Hide: I am not sure whether C33H5.18 exon 2 skipping reflects global splicing defects. As for ret-1
exon 5, Will and Caroline finally demonstrated by RNA-seq and RT-PCR that endogenous ret-1 exon 5
is dysregulated upon aging. When I first heard their story at an Intl Worm Meeting, my concern was
that the change in the color of the bichromatic splicing reporter was due to differential stability of
GFP and RFP proteins and not to changes at the mRNA level, because it is the case that any reporter
worms turn red upon aging. So I sent them cassette constructs and they swapped the positions of
GFP and RFP and demonstrated that the inverted reporter worms turned green upon hrpr-1(RNAi)
(Extended Figure 1a, e). (EFF: good points)

A similarity between the ret-1 exon 5 reporter and the C33H5.18 exon 2 is that their alternative
splicing is not restricted to a single tissue but multiple tissues show regulated splicing and that UNC75 is responsible only for regulation in the nervous system. Please note that this is apparent when
the reporters are ubiquitously expressed. We do not know real expression patterns of the
endogenous genes.

Q2: For KH2235 strain, it is ‘red’ in the neurons, thus it is not a good reporter for us to perform
age-dependent changes in RNA splicing. To investigate age-dependent changes of RNA splicing
in the neurons, in addition to use KH2261, we would like to use a 2nd strain to consolidate our
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data. How about the strain KH2236 (unc-75 (yb1701) I; lin-15 (n765) ybIs2167 [eef-1A.1::RET1E4E5(+1)E6-GGS6-mCherry eef-1A.1::RET-1E4E5(+1)E6-(+2)GGS6-EGFP lin-15 (+)
pRG5271Neo] X), which is KH2235 cross with unc-75 mutant? Does KH2236 have a shift from
neuronal GFP to RFP in ageing? And can this change reflect the universal neuronal splicing
dysfunction (rather than reflect changes of RNA splicing in one gene)?
Hide: Yes, KH2236 was made by crossing KH2235 with unc-75. We are not sure if GFP is expressed in
place of RFP in neurons in KH2236. We have not carefully looked into the color in aged worms. unc75 may affect aging itself or feeding behavior, so I do not recommend using the mutant background.
Why do you think 'red' neurons are not good for your purpose?
As Adam Norris and John Calarco reported in Molecular Cell (2014), alternative splicing varies from
neurons to neurons. We also noticed similar things with our unc-32 exon 7 reporters expressed
specifically in the nervous system (PLoS Genet, 2013). So, you may find something when you express
the splicing reporters only in the nervous system.
You may use alternative splicing events for homeostasis of gene expression and not for tissuespecific proteome, although I am not sure which event is suitable for your purpose.

Q3: Nomenclature
KH2261 ybEx2261 [eef-1A.1::C33H5.18E1E2(+1)E3-GGS6-mCherry eef1A.1::C33H5.18E1E2(+1)E3-(+2)GGS6-EGFP pBSKII(-)]. Based on the wormbase
nomenclature/other references, it suggests to add ‘+’ or ‘,’ to separate multiple constructs of
transgenes, thus it would suggest to have your strain rewritten as
KH2261 ybEx2261[eef-1A.1p::C33H5.18E1E2(+1)E3-GGS6-mCherry, eef1A.1p::C33H5.18E1E2(+1)E3-(+2)GGS6-EGFP, pBSKII(-)]



What is GGS6-mCherry? Is it a specific mCherry?
For ‘C33H5.18E1E2(+1)E3(+2)’ and ‘C33H5.18E1E2(+1)E3’, what do ‘+1’ and ‘+2’ stand
for?
 ‘pBSKII(-)’, meaning no existence of this plasmid ‘pBSKII’?
 What do you think of the new nomenclature?
Hide: I do not find recommendation of the use of '+' or ',' in WormBase Nomenclature.
GGS6 is a linker between the gene of interest and the fluorescent proteins. GGS6 stands for six
repeats of (Gly-Gly-Ser).
E2(+1) stands for one nucleotide insertion in exon 2 for a frameshift. Please see an attached file for
details.
(+2)GGS6 stands for two nucleotide insertion upstream of the GGS6 linker for a frameshift.
'pBSKII(-)' stands for pBluescript II SK(-). So the plasmid is used.

Fusion of protein sequences derived from the gene of interest often affect expression, stability and
subcellular localization of florescent proteins. The GGS6 linker improves the expression but not
perfectly. These days we use 2A linker that works better than GGS6.

2020-10-22 communication with WormBase
Dear WormBase,
I hope this email finds you doing well. I have some questions regarding worm nomenclature for your
expertise.
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We have some questions on nomenclature which are not covered in the WormBase guideline:
#1 Neuronal mt-Rosella: N2;Ex[punc-119TOMM-20::Rosella;pRF4].
(with
panneuronal promoter unc-119)
#2 SJZ63: Is[aex-3p::tau4R1N(P301L) + myo-2p::gfp]; foxEx3[f25B3.3p::Tomm-20::Rosella]. (with
panneuronal promoter f25B3.3)
#3 SJZ63: Is[aex-3p::tau4R1N(P301L) + myo-2p::gfp]; foxIs3[f25B3.3p::Tomm-20::Rosella].


For the purpose of paper preparation (written on the manuscript and to show in the figure),
can we use the below simplified writings?
#1: Rosellanu (nu: neuronal only)
#2: hTau[P301L]; Rosellanu



The 2nd question is the nomenclature of strain #2: since both hTau[P301L] and Rosellanu are
non-worm genes, but because hTau[P301L] part is integrated and Rosellanu is an
chromosome array, thus we put the ‘Is’ part ahead of the ‘Ex’ part. Right?



The 3rd question is the nomenclature of strain #3: since both hTau[P301L] and Rosellanu are
non-worm genes, both are integrated, and we do not know which chromosome each of them
has been integrated. Then which one should be first? How to decide the order? Shall we
write as Rosellanu; hTau[P301L] or hTau[P301L]; Rosellanu?

Thank you in advance.
Evandro

3’UTR and to generate ‘Is’ worms
Hi Evandro,

I see where the confusion lies, sorry about that. The rab-3 in that context refers to the rab-3 3'UTR.
Normally, the 3'UTR sequence is not indicated in the genotype for worms since most people just
utilise the unc-54 3'UTR sequence. However, since I have used the rab-3 3'UTR sequence in
combination with the rab-3 promoter sequence to drive HLH-30 only in the neurons, I had hence
indicated that since that's not the normal practice. Again, the reason for this specific usage of rab-3
over unc-54 3'UTR is because we see dual neuronal and intestinal expression of HLH-30 when the
rab-3 promoter is used in combination with the unc-54 3'UTR sequence. Hope that makes sense.

Regarding the protocol to integrate the worms, I just followed what is outlined in wormbook for the
section on UV irradiation
(http://www.wormbook.org/chapters/www_transformationmicroinjection/transformationmicroinjec
tion.html). You might have to pick a higher number of worms for UV exposure and singling out
afterwards depending on how easily you can derive stable transformants - that may require a bit of
trial and error as it depends also on how easily the injected plasmid gets integrated.

Best regards,
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Shiquan

Shiquan Wong, PhD
Postdoctoral Research Associate
Laboratory of Louis Lapierre
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Providence, RI
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