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Methods

MAGPIE/EGRETAnNnotation of the 2.9-Mb
Drosophila melanogaster Adh Region

Terry Gaasterland,'* Alexander Sczyrba,' Elizabeth Thomas,'-?

Gulriz Aytekin-Kurban,' Paul Gordon,? and Christoph W. Sensen?

"The Rockefeller University, Laboratory of Computational Genomics, New York, New York 10021 USA; 2Cold Spring Harbor
Laboratory, Cold Spring Harbor, New York 11724 USA; 3Institute for Marine Biosciences, Halifax, Nova Scotia, Canada

Our challenge in annotating the 2.91-Mb Adh region of the Drosophila melanogaster genome was to identify genetic
and genomic features automatically, completely, and precisely within a 6-week period. To do so, we augmented
the MAGPIE microbial genome annotation system to handle eukaryotic genomic sequence data. The new
configuration required the integration of eukaryotic gene-finding tools and DNA repeat tools into the
automatic data collection module. It also required us to define in MAGPIEnew strategies to combine data about
eukaryotic exon predictions with functional data to refine the exon predictions. At the heart of the resulting
new eukaryotic genome annotation system is a reverse comparison of public protein and complementary DNA
sequences against the input genome to identify missing exons and to refine exon boundaries. The software
modules that add eukaryotic genome annotation capability to MAGPIE are available as EGRET(Eukaryotic

Genome Rapid Evaluation Tool).

The microbial MAGPIE genome annotation system
(Gaasterland and Sensen 1996; Deckert et al. 1998;
Gaasterland and Ragan 1998; Romine et al. 1999) ac-
cepts assembled, unannotated contiguous genome se-
quence data as input. For finished genome sequence
data, the system performs three phases of analysis.
Phase 1 identifies coding regions, builds DNA-level and
protein-level analysis requests for the coding regions,
manages the execution of the requests on remote or
local machines, and parses the output data into local
relational facts, each of which is connected to support-
ing text extracted from the original output. Included in
the phase 1 data collection are comparisons of each
protein sequence encoded in the query genome with
the proteins from each available complete genome or
chromosome.

In phase 2, MAGPIEgenerates a functional report
for each coding region by synthesizing all overlapping
functional evidence into a single view according to
user-specified preferences (Gaasterland and Lobo
1997). A series of decision rules generate one or more
suggested functions for the gene product of the coding
region. Alignments with proteins from other genomes
are used to determine potential boundaries between
protein domains. Currently, the system suggests one
function for the whole protein and notes potential do-
mains. The system also suggests one or more func-
tional categories for the protein based on categories of
similar functions in Escherichia coli, yeast, Synechocystis
sp., and other complete genomes with assigned func-
tion categorization. The system treats enzymes as spe-

“Corresponding author.
E-MAIL gaasterl@genomes.rockefeller.edu; FAX (212) 327-7765.
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cial cases. It looks for all enzyme numbers in the
collected evidence and displays the most frequently
occurring enzyme numbers together with their func-
tion descriptions. The synthesis of evidence overlays
PROSITE (Hofmann et al. 1999), BLOCKS(Henikoff et
al. 1999), and PRINTS (Attwood et al. 1999) functional
motifs with sequence alignments so that a biologist
user can easily see whether motif information is con-
sistent with suggested enzyme functions. In phase 2,
biologist users are expected to confirm or edit the an-
notations of individual gene products through interac-
tive forms. Confirmed annotations are saved for later
automatic reformatting into an European Molecular
Biology Laboratory (EMBL) or GenBank nucleotide da-
tabase submission form.

In phase 3, the MAGPIEsystem generates a series of
whole-genome reports. The first is an enzyme report
that collects links to coding regions with suggested en-
zymatic functions into one table. The second is a tRNA
report that summarizes which tRNAs have been found
and which amino acids have at least one type of codon
in an annotated tRNA gene. The third is a pathway
report that lists for every pathway in the enzyme and
metabolic pathway (EMP) database which enzymes
have been confirmed manually or suggested automati-
cally. This phase also generates an executive summary
of all predicted genes and their current confirmed or
suggested annotation. Finally, this phase generates a
summary of the distribution of matching proteins
from other genomes in the form of a genomic signa-
ture (Gaasterland and Ragan 1998a) [also referred to
more recently in the literature as a phylogenetic profile
(Marcotte et al. 1999)] for every encoded protein. Ge-
nomic signatures of ORFs are included in the enzyme
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reports, the individual protein function re-
ports, the pathway reports, and the execu-
tive summary.

Adapting MAGPIEfor Eukaryotic
Genome Annotation

Adapting MAGPIE for eukaryotic genome
annotation required four steps related to

Genomic DNA | ____. o A ~ Repeats
t (2.9 M) ] (156 w length > 50bp)

spliseq
l 50kb Contigs } _____ Capso_ . » Tandem Repeats
(65) (785 w/ length > 15bp)
GENSCAN
BLASTX

!Predicted Genesy ... _________

exon identification. First, we had to add a
preliminary module to request and parse
gene-finding tools. We evaluated several
tools based on (1) their ability to find Dro-

= Genes w/o Homologs
(309 genes)

—————— > Genes w/ Homologs
(131 ganes)

3 : Top DB Matches Genes w/ Homologs
SOphlla exons, (2) whether they could be in- (ESTs’?Proteins, cDNAs) (>90% Exon Iden'my)g
stalled locally or used remotely via an email (164) )
server, and (3) the difficulty of parsing the LAS

output into a relational form. We selected
GENSCANBurge and Karlin 1998) as the
first gene-finding tool to integrate into the
system. Second, we had to adapt the visual
display and internal relational tables to

Compare w/
50kb Contigs

Check
Gene Structure

store coding regions as a series of exons
rather than as one ORF. Third, we had to
add an automated reverse-similarity feature

Missing Exons /

Check
Exons Splice Sites

that extracted the strongest matching pro-
teins for a coding region from the public
databases, load those sequences into a

search group, and compare the sequences
with BLAST (Altschul et al. 1997) to the in-
put genomic sequence data. Fourth, we had
to build an exon editing tool that allowed
an expert biologist to “tune” exon bound-
aries based on alignments with complementary DNA
(cDNA) and protein sequences from the query organ-
ism. Finally, we built a module that assembled the ed-
ited exons, translated them into final protein se-
quences, and generated a new set of requests for final
comparison with nonredundant public proteins and
all available genomic proteins.

Eukaryotic Annotation Strategy

The steps listed above added the general functionality
necessary for MAGPIE to be used as a eukaryotic ge-
nome annotation system. To execute the annotation of
the 2.91-Mb Adh region of Drosophila, we created a spe-
cific configuration of MAGPIE to run the following
tools:

REPuter: (Kurtz and Schleiermacher 1999)
(input = full genome) to find all forward, reverse,
complement, and reverse complement repeats with
length >50 bp.

Splitseq: (Gaasterland and Sensen 1996)
(input = full genome) to split the input sequence into
65 50,000-base contiguous sequences (contigs) each
overlapping with the next by 10,000 bases.

- Genes w/ Homologs and
Confirmed Gene Structure
(53 genes)

Figure 1 Eukaryotic genome analysis strategy.

Calypso: (Fields 1999) (input = 65 50-kb subse-
quences) to identify tandem repeats.

GENSCAN: (Burge and Karlin 1998) (input = 65 50-
kb subsequences) to identify exons and assemble them
into translatable DNA.

BLASTX: (Altschul et al. 1997) sequence compari-
son against nonredundant protein databases (in-
put = 65 50-kb subsequences), to identify protein
matches both inside and outside predicted exon re-
gions.

BLASTP: against nonredundant protein databases
(input = 551 predicted proteins), to find pairwise
matching proteins.

BLASTN: against nonredundant GenBank se-
quences (input = DNA sequences for 551 predicted
proteins), to find pairwise matching genes.

BLASTN: against Drosophila EST and cDNA se-
quences (input = DNA sequences for 551 predicted
proteins), to confirm exons.

FASTA: (Pearson 2000) against proteins from each
complete genome (input = 551 predicted proteins), to
find genomic distribution of matching proteins.
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MAGPIE CONTIG REPORT FOR dm_059
PROJECT drosophila_3M - GROUP dm_059

STATUS | CONTIG INFO

ANNOTATED GENES:

dn_059_85_1 a2+ channel protsin alphal subunit D
dn_ 05965 2 Gal+ channel protein alphal subunit D
dn 0509653  hypothetical
dn 050654  hypothetical

¢lick on gencme features to view details. Cross to neighboring contigs at top left or top right.
Purple - genss and exons

Green = amotated gemes and exons
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Figure 2 Annotated features in contig 59 of 50-kb subsequences. The 31 exon coding region
labeled dm 059 2 encodes a calcium-ion channel protein.

TBLASTN: against the input genome (input = top

teins and that intron-exon
splice sites were correct.

Figure 1 shows the flow-
chart for executing this analysis
strategy. At each stage of the
analysis, output at the right of
the flowchart was stored in
MAGPIErelational tables for fur-
ther report generation. The
REPuter output identified all
repeats >50 bp (a threshold that
we selected) throughout the 2.91-
Mb contig. The Calypso output
identified tandem repeats, which
we mapped to gene locations to-
gether with REPuter repeats in a
new repeat report. GENSCANgen-
erated 550 sets of predicted ex-
ons, with promoters, terminators,
protein sequence translations,
and a score indicating confidence
that the genes were real. The sub-
sequent BLAST and FASTAanaly-
sis of each encoded protein se-
quence divided the GENSCAIlpre-
dictions into the following sets:
309 with no evidence beyond

protein matches for the 184 of 551 proteins that had a
match in the nonredundant databases), to find missing
exons and extra, overpredicted exons.

GENSCANrediction; 131 confirmed by protein sequence
matches or partial cDNA or EST matches; and 53 con-
firmed by full-length cDNA sequence matches. These last

BLASTP: against the pre-
dicted proteins (input = top pro-
tein matches for the 184 of 551
proteins that had a match in the
nonredundant databases), to
find portions of the known pro-
teins that were not covered by
predicted protein sequence.

TBLASTN: against the Dro-
sophila cDNA and EST sequences
(input = top protein matches for
the 184 of 551 proteins that had
a match in the nonredundant
databases), to identify whether
cDNA and EST sequences
matched protein boundaries or
internal regions.

BLASTP: against the nonre-
dundant sequence databases (in-
put = 53 predicted proteins
whose DNA sequences had exact
cDNA matches), to confirm that
entire protein domains were
matched by the predicted pro-

504 Genome Research
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MAGPIE CONTIG REPORT FOR dm_062
PROJECT dresophila_3M - GROUP dm_062

3
STATUS | CONTIG INFO
ANNOTATED GENES:
du_D62_G5_1 transitional epxumlu response protein
dn_D52 652 zine fu.gzr protein
dn 0627653 tion factor
dn 062 G5 4 Eren) Sprug o EST ﬂxo:uphlla
dn 062655  seven transmesbrans - humen
dn 0627656  sed5 protein - fruit fly
de_DEZ 65T Fizzy protein
dn D62 05 8 cactis phosphoprotein
dn_052 55 9 st nggl- ubzractu:g factor 3
dn 062765 10  LD3M85. Sprime LD EST dros
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Figure 3 Annotated features in contig 63 of 50-kb subsequences. Of 13 proteins are en-
coded, 8 are functionally annotated and 4 are confirmed by ESTs. Individual exons are shown
in series in the middle of the graphic and in frame top and bottom.
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53 predicted proteins all matched a full-length Drosophila
protein sequence as well, because full-length cDNAs are
translated into the public nonredundant protein se-
quence databases. The best protein matches for the 184
(131 + 53) predicted proteins with evidence were ex-
tracted and configured as a group to be compared as que-
ries against the Drosophila genome. This step led to in-
tron—exon boundary adjustments for every encoded pro-
tein with evidence.

Example: The Calcium-lon Channel Region

Figure 2 illustrates the results of the annotation pro-
cess. It shows a visual display of predicted exons and
refined exons for a gene encoding a calcium-ion chan-
nel protein. The initial GENSCANredictions are shown
in pink starting at the left. The display runs off to the
previous 50-kb subsequence because the GENSCANool
included exons from the previous subsequence in the
gene. The refined exons are shown in green. Each exon
is displayed both in the middle and in its translation
frame, with respect to the in-strand beginning of the
50-kb subsequence. Pink numbers indicate GENSCAN
exons in order; green numbers apply to refined exons.
Note that GENSCAMredicted an additional gene with
two exons downstream of the predicted calcium-ion
channel exons, numbered in pink as 2 2. The reverse
similarity step of the analysis indicated that these two
exons should be joined with the previous set as encod-
ing the carboxy-terminal end of a single amino acid
sequence. Two additional cod-
ing regions with no evidence be-

these two GENSCAMredictions should be merged into
a single coding region. Comparing the query sequence
against the cDNA sequences revealed a full-length
match and confirmed that the two sets of exons should
be merged. Comparison against the genomic DNA,
shown in green, indicates that the full query protein
sequence maps completely to the genomic sequence.
This match meant that without an automated exon-
boundary refinement tool, such as that provided in
GeneWise (Birney 1999), the exon boundaries would
need to be refined manually, which we did, using the
form shown in Figure 5, below. The resulting com-
bined gene corresponds to BG:DS02795.1 (Ca-a1D)
(Ashburner et al. 1999).

Example: A Well-Annotated Region

Figure 4 shows a well-annotated region of the Dro-
sophila genome. The 50-kb subsequence contains 13
predicted coding regions, some on the negative strand,
others on the positive strand. The exons for three pro-
teins in the region, labeled as dm 062 6 (6 2), dm 062 7
(75), and dm 062 8 (8 6), were confirmed with full-
length cDNA sequences and refined via reverse-BLAST
against the protein sequences. Four of the remaining
proteins were confirmed and functionally annotated
through protein sequence similarities. The genes for
the remaining four proteins were validated with
matches against Drosophila EST sequences. These genes

yond GENSCANprediction are ¢ g w267 900 P
. } . B e e fea
shown on the reverse strand in
. 1 1 evides
dark plnk, labeled as 1 3 and 6 4 o 059_65_dna_1 e = 3 blastplDS 1335  OIMYOROPYRIDINE-SENSITIVE L-TYPE, SKELETAL
i T e ThISoicOus 4115 Orosaphiia melanegosier catelam chamen
(label not in Fig. 2). The cal- £i770m — ————— Dimtiile 1181  Drosethils melonecaster catoin
; ; h 1 coding region s e TOISIESY B7q  ESTRaNan Hoeaotscaa ret brain. Berto
cium-ion channe T K ;
th t 1 t gd i gth Ezﬁsﬁé Ez%; 5% 'g%% gi*a Wi?
was the most complicated in the prereh ISStEST 391 GHoZiz9.Speine oH Drososhila
entire genome in terms of num- aaw WSS 2 bmm e s
8 e M g St cs vomls
. i S plscenta,
ber and size of exons. f BISUST 13 aeotont s Stratagene Sorizo rain
Figure 3 ShOWS the evidence dh_059 m——— thlastn 644 of dm from 2510001 to 2660000
2864454 = thlastEST 96.3  HLO1140.5prime HL Drosophi.
collected when the best match- Erret 3 Eiﬁ TS Aoo sw:wm;?g s
ing protein sequence for the cal- et RS BI Sl Rl S
. . . 3077061 o as’: fd Geaod ot Sores LT E S .
cium-ion channel protein was Lotz = BT 13 RIS Tt et how sepiers
. e bt ;o s 4
used as a query against the 2.91- e = Bletsl B A gk
. . 2339911 thlastES 105 HLS -Sprime HL Droscphila
Mb genomic COI’ltlg, the as- 2204937 s o thlasts 101 2uS2h03.sd Scares total fetus Nb2HFS
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Frend ST G Eiereeo s i
cDNA sequence databases. Por- s = = mEe @1 Geiraeeld b
. . 1767357 E; el thlastEST 78.8  meB3ed2.rd Life Tech mouse embryo 13
tions of the query protein se- ot = Bl 7 fedReaoususe
quence, represented as a ruler e = M B Lot afiands
. E77276 . thlastEST 59.7 H. sapiens partial cON& sequence:
across the top of the diagram, S = B §:§§ %;;_ mﬁﬁﬁi&g‘ggﬁm
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labeled on the left as dm 059 1
and dm 059 2. Notice that this
pair of matches indicates that

Figure 4 Evidence shows missing and mispredicted exons for the calcium ion channel pro-
tein. The first gap in the first row indicates that exons from the next predicted gene should be
merged with the calcium-ion channel gene.
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correspond to genes BG:DS02740.12 (Sed5),
BG:DS02740.14 (fzy), and BG:DS02740.15 (cact) (Ash-
burner et al. 1999).

Combining Evidence

for Individual Decisions

Figure 5 shows an overview of the evidence gathered
for the DNA mismatch repair protein predicted in sub-
sequence dm 029 of the input genome, labeled as
BG:DS02740.15 and “Spellchecker” by Ashburner et al.
(1999). The protein matched a nonredundant protein
sequence from beginning to end with both BLASTP
(yellow) and FASTA(pink). In addition, it matched pro-
teins from 11 bacterial genomes (Aquifex, Borrellia, Ba-
cillus, Camphylobacter, two Chlamydia, E. coli, Hae-
mophilus, Treponema, Rickettsia, and Synechocystis sp.)
and two eukaryotic genomes (Caenorhabditis ele-
gans and Saccaromyces cerevisiae). The query Drosophila
sequence matched the yeast sequence nearly entirely.
The other genomic matches missed 200 or more of the
amino-terminal amino acids. Figure 6 shows the com-
plete display of the high-quality matches for the query
sequence, represented at the top of the display with an
amino acid sequence ruler.

Genomic Signatures for 53 Confirmed Proteins
We incorporated genomic signatures into the MAGPIE
report for the 53 proteins whose exon boundaries were

=l ger 701 o

dm_020_MP_cna_1

Protein similaritu

1 2739
[ e M B |

Figure 6 Evidence summary for DNA mismatch repair protein
showing matches in 11 bacterial genomes (blue) and 2 eukary-
otic genomes (cyan).

refined using full-length cDNA matches. Figure 8
shows the signatures together with the final protein
functional annotations. Only 2 of the 52 proteins had
matches only in archaeal and eukaryotic genomes:
One was DNA-directed RNA polymerase II, and the
other was RNA polymerase I elongation factor, consis-
tent with observations in the yeast (Ragan and Gaaster-
land 1998) and archaeal genomes (Gaasterland and
Ragan 1998) that proteins shared exclusively between
archaea and eukaryotes tend to be involved in transla-
tion and transcription. Four pro-
teins were conserved across all

2739 B 913 A (0N} (0 X) ; 60=51 pI=5.56 M@=102838 D ; 1-2739 in dn 020 M dna 1 frame +1

three phylogenetic domains:
glutamic acid decarboxylase, al-

cohol dehydrogenase, “shuttle

craft transcription factor,” and

acyl-phosphatase. Note that the
latter protein had no eukaryotic
match outside Drosophila in C.
elegans or yeast. An additional

3 %3 (m0oz  |nete s 281 [f
B %1 meaz  |mons 1088 32§
5 e o (k1 mos mu oz w1
5 Tem ] M1 Ba18 e 549 18 |}
g mmmat o o
LI l
8 4DD o 3 (T T
9  APD N TR T

H " GENE
STATUS LVL EC GENENAME pron o DESCRIPTION COMMENT
FN1 puaive | i1 1} ISpellchecker |IMA mismatch IMA mismatch repair protein spellchecker |Look at <a href="}
ADD. igore H T I - H
TY  singlefmction =i | START CODON [ PASSWORD | ORFALIAS [ | Submit| ReserALL|
CT Replication and Repair 3
6 Annotated Exons:
DNA ~A4 Prob

five proteins were shared with
bacterial genomes and other eu-
karyotes. Twenty-six proteins
matched a combination of yeast
and C. elegans but no archaeal or
bacterial genome. Finally, 16
cDNA-confirmed Drosophila
proteins matched nothing in
any of the 23 target genomes.

Data Collection and Manual
Annotation Time

Table 1 shows the numbers of
seconds spent running each tool
in the analysis configuration. A
total of 1,515,756 CPU seconds

Figure 5 Screen shot of annotation form. Exon boundaries and multiple functions can be

edited and saved on the annotation database for further querying.

506 Genome Research
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(1515756 sec =25263 min =421
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of dm from 310001 to 860000
of dm from 855001 to 905000

(2919020 hases): contig 1 of 1 for region Adh_anc
DHA MISMATCH REPAIR PROTEIN

DA mismatch repair protein MSHZ - African
mismatch repair protein MSHZ - human

mutS homolog 2

(U21011) MutsS howolog 2 [Mus musculus]

DONA MISMATCH REPAIR PROTEIN MSH2

DRA MISMATCH REPAIR PROTEIN MSHZ

(L47580) The deletion results in premature stop.
OMA MISMATCH REPAIR PROTEIN MSH2

OMA MISMATCH REPAIR PROTEIN MSHZ

(AF109243) mismatch repair protein [Arabidopsis
(MB4170) homol of bacterial MutS protein

CAF106587) contains smllarltg to DNA mismatch re
(L47579) Insertion mutation results in premature
(L47578) The base insertion results in premature
(ALO31786) dna repair protein

DNA MISMATCH REPAIR PROTEIN RUTS

(L47577) mutation causes prenatt.re stop [Homo sap
ONA MISMATCH REPAIR PROTEIN MUTS

(UBSE73) DNA mismatch repair n"otem [Escherichiz
DN MISMATCH REPAIR PRDEIN

OWA MISMATCH REPAIR PROTEIN HUTS

OHA MISMATCH REPAIR PROTEIN HEXA

DHA MISHMATCH REPAIR PROTEIN MUTS

mutS (E. coli) homolog 3

OiA MISMATCH REPAIR PROTEIN MSH3

(RJZ235271) DNA MISMATCH REPAIR PROTEIN

ONA mismatch repair protein rep-3 - mouse
(L10319) MutS homologue; major mRNA product conte
OMA mismatch repair protein mutS - Salmonella
CALO31545) mutS Family DNA mismatch repair

DKA AISMATCH REPAIR PROTEIN MSH3

WA MISMATCH REPAIR PROTEIN MUTS

ONA MISMATCH REPAIR PROTEIN MUTS

SRERLLNYE

.343  DNA MISHATCH REPAIR PR (913 aa)

.87 DONA MISMATCH REPAIR PR (937 aa)

.395 WA mismatch repair protein MSHZ - African
062 (AJO0694E) Msh2 [Schizosac

.145  DHA MISMATCH REPAIR PROT (933 aa)

(MB4170) homologue of bacterial MutS protel
CAFLOB3B7) contains similarity to DNA mismatch re
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Figure 7 Full evidence view for DNA mismatch repair protein.
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Figure 8 Bacterial, archaeal, eukaryotic genomes matched by each gene product with cDNA or protein sequence verified exon
boundaries.
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MAGPIE/EGRETAnnotation in Drosophila

Table 1. Automated Data Collection Run Times for Each Tool and Total

Tool Sec/tool Responses Total sec
GENSCAN 1800 65 117000
BLASTXnr 8880 65 577200
BLASTNnt 960 65 62400
BLASTNEST 360 65 23400
FASTAdmEST 120 65 7800
FASTAdmcDNA 8 65 520
REPORTS 120 65 7800

Subtotal 455 822120
BLASTXnr 400 841 336400

Subtotal 4205 336400
BLASTNAdh 8 551 4408
TBLASTNcDNA 4 551 2204
BLASTP CDS 1 551 551
FASTAXnr 480 551 264480
REPORTS 60 551 33060

Subtotal 2755 304703
TBLASTNAdh 2 184 368
BLASTP CDS 1 184 184
FASTAPCDS 1 184 184
REPORTS 60 184 11040

Subtotal 736 11776
TBLASTNcDNA 4 53 106
TBLASTXcDNA 12 53 636
BLASTNcDNA 4 53 106
BLASTNAdh 8 53 212
BLASTP CDS 1 53 53
FASTAPnr 480 53 25440
FASTA26 genomes 8 1378 11024
REPORTS 60 53 3180

Subtotal 1537 40757

Total 5483 1515756

Run times and totals were determined using Ultrasparc 336-mHz CPUs writing to disk via an UltraSCSI fast-and-wide connection.

lecting and parsing 5483 individual analysis outputs
automatically.

Table 2 shows the total amount of time spent
manually annotating the functions and exon bound-
aries for proteins predicted by GENSCANbased on the
evidence collected above. The full annotation required
a total of 1966 person min (1966 min = 33 hours = 5.5
workdays) in addition to the CPU seconds listed above.
In practice, the work was distributed over a cluster of
21 Sun Ultrasparc 336 megahertz CPUs with UltraSCSI
fast-and-wide connections to local disk arrays, inter-
connected via gigabit and 100 BaseT ethernet links.

DISCUSSION

In the 6 weeks from the opening of the genome anno-
tation competition to the submission deadline, we de-
signed and implemented a new set of modules, called
EGRET(for Eukaryotic Genome Rapid Evaluation Tool),
to enable the MAGPIE genome annotation system to
handle eukaryotic genome sequence data. Once the
software modules were in place, we configured the sys-
tem to collect gene predictions, EST, cDNA and protein
sequence similarities, and functional protein sequence
patterns. The system executed an automated func-
tional annotation, and our annotation team per-

Table 2. Total Manual Confirmation and Editing Times via MAGPIEForms

Activity Min/CDS CDSs Total min
db matches — exon regions 5 184 920
Exon regions — splice site 15 53 795
db matches - function 1 551 551
Total 788 1966

(db) Database; (CDS) coding sequence.

Genome Research 509
www.genome.org


http://genome.cshlp.org/
http://genome.cshlp.org/
http://www.cshlpress.com
http://www.cshlpress.com

Downloaded from genome.cshlp.org on January 30, 2014 - Published by Cold Spring Harbor Laboratory Press

Gaasterland et al.

formed manual exon refinement and a final manual
confirmation of function annotations. The new soft-

ware modules, EGRET, were implemented and run as

separate new programs compatible with the original
microbial MAGPIE. It remains to integrate the new
modules into the entire system so that a full eukaryotic
genome can be accepted as input and processed from
beginning to end without human intervention. The
EGRETmodules are available through the Rockefeller
University, and the MAGPIE modules are available
through Argonne National Laboratory and the Na-
tional Research Council of Canada.

The integrated EGRETsystem provides biologists
with a useful tool to perform annotation of functional
and genomic features of megabases of eukaryotic se-
quence data. We are currently in the process of design-
ing and implementing a hardware architecture for sup-
porting the timely application of the new eukaryotic
genome annotation system, built for this competition,
to full eukaryotic genomes.
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