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>EXAMPLE

ATGGAAGACCTTGTGCGACAATGCTTCAATCCGATGATCGTCGAGCTTGCGGAAAA

GGCAATGAAAGAAT

ATGGGGAAGATCCGAAAATCGAAACAAACAAGTTCGCATCAATATGTACACATTTAG

AAGTCTGCTTCAT

GTATTCTGATTTCCACTTCATAGACGAACGAGGTGAATCAACTATTATTGAATCTGGC

GATCCAAATGTG

TTGTTGAAACATCGATTTGAAATAATCGAAGGGAGAGACCGAACAATGGCTTGGAC

AGTGGTGAATAGTA

TTTGCAACACCACGGGTGTCGAAAAACCTAAATTTCTCCCTGATCTGTATGACTACA

AGGAAAACCGATT

CATTGAAATTGGAGTGACAAGGAGGGAAGTCCACATATATTACCTAGAGAAAGCTAA

TAAAATAAAATCC

GAGAAAACACACATACACATTTTCTCATTCACTGGAGAAGAAATGGCCACCAAAGC

AGATTATACTCTTG

ATGAAGAAAGCAGGGCAAGAATCAAAACCAGGCTGTTCACCATAAGGCAGGAGAT

GGCTAGCAGGGGTCT

ATGGGATTCCTTTCGTCAGTCCGAAAGAGGCGAAGAAACAATTGAAGAAAGATTTG

AAATCACAGGAACC

ATGCGCAGGCTTGCCGACCAAAGTCTCCCACCGAACTTCTCCAGCCTTGAAAACTT

TAGAGCCTATGTGG

ATGGATTCGAACCGAACGGCTGCATTGAGGGCAAGCTTTCTCAAATGTCAAAAGAA




GTGAACGCCCGGAT
CGAGCCATTTCTAAAGACAACACCACGCCCGCTCAGATTGCCTAATGGGACTCCCTG
TTCTCAGCGGTCG
AAATTCTTGCTGATGGATGCTTTAAAATTAAGCATTGAAGACCCAAGCCACGAAGGG
GAGGGGATACCGC
TATATGATGCGATCAAATGCATGAAAACGTTCTTCGGGTGGAAAGAGCCCAACATTA
TCAAACCACATGA
GAAGGGAATAAACCCAAACTATCTCCTTACTTGGAAGCAGGTGCTGTCAGAACTTC
AGGACATTGAAAAT
GAAGAGAAGATCCCAAGGACAAAAAACATGAAGAAGACAAGCCAATTAAAGTGGG
CACTTGGTGAGAACA
TGGCACCGGAGAAGGTGGACTTTGAGGATTGTAAAGATGTCAACGACTTGAAACAG
TATGACAGTGAAGA
GCCGGAGCCCAGATCAATAGCATGTTGGATCCAAAATGAATTCAACAAGGCATGTGA
ATTGACCGACTCA
AGCTGGGTAGAACTTGATGAAATAGGGGAAGATGTTGCCCCAATCGAACACATTGC
AAGCATGAGAAGGA
ACTACTTTACAGCAGAGGTATCCCACTGCAGGGCTACTGAATACATAATGAAGGGAG
TGTACATAAATAC
AGCTTTGCTCAATGCATCTTGTGCAGCCATGGATGATTTTCAACTGATTCCAATGATA
AGTAAATGCAGA
ACCAAAGAGGGAAGACGTAAAACAAACCTATATGGATTCATTATAAAAGGAAGATC
CCATTTGAGGAATG
ATACCGATGTGGTGAACTTTGTAAGTATGGAGTTTTCCCTTACCGACCCAAGGTTGG
AACCACATAAATG
GGAAAAGTATTGTGTTCTTGAAATAGGGGATATGCTCCTGCGAACGGCAGTAGGCCA
AGTGTCAAGACCC
ATGTTTCTGTATGTGAGAACTAATGGGACCTCCAAGATCAAGATGAAATGGGGTATG

GAAATGAGACGTT




GCCTTCTCCAGTCTCTCCAACAGATTGAGAGTATGATTGAAGCTGAATCCTCCGTCA

AAGAGAAAGACCT

AACTAAAGAATTCTTTGAAAACAAATCAGAAACATGGCCAATTGGAGAATCACCTA

AAAGGGTGGAGGAA

GGTTCCATTGGGAAGGTGTGCAGAACCTTACTAGCAAAATCTGTATTCAACAGCTTA

TATGCATCTCCGC

AACTCGAGGGATTCTCAGCTGAATCAAGAAAACTGCTACTCATTGTCCAGGCGCTTA

GGGATAACCTGGA

ACCTGGAACCTTCGATCTGGAGGGGCTATATGAAGCAATCGAGGAGTGCCTGATTAA

TGATCCCTGGGTT

TTGCTTAATGCATCTTGGTTCAACTCCTTCCTCACACATGCACTAAGATAG
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Alerts types SIF Error message description
S NO_ANNOTATION no significant similarity detected
S REVCOMPLEM sequence appears to be reverse
complemented
S INCORRECT_SPECIFIED_SUBGROUP score difference too large between best
Fatal alerts detected in
overall model and best specified
the classification stage
subgroup model
S NCORRECT_SPECIFIED_GROUP score difference too large between best
overall model and best specified group
model
S QUESTIONABLE_SPECIFIED_SUBGROUP | best overall model is not from specified
S QUESTIONABLE_SPECIFIED_GROUP best overall model is not from specified
group
Non-fatal alerts
S INDEFINITE_CLASSIFICATION low score difference between best
detected in the
o overall model and second best model
classification stage
(not in best model’s subgroup)
S LOW_SCORE score to homology model below low
threshold
S LOW_COVERAGE low sequence fraction with significant
similarity to homology model
S DUPLICATE_REGIONS similarity to a model region occurs more
than once
S DISCONTINUOUS_SIMILARITY not all hits are in the same order in the
sequence and the homology model
Fatal alerts detected in S INDEFINITE_STRAND significant similarity detected on both
the coverage stage strands
S LOW_SIMILARITY_START significant similarity not detected at 5
end of the sequence
S LOW_SIMILARITY_END significant similarity not detected at 3’
end of the sequence
S LOW_SIMILARITY internal  region  without significant
similarity
Non-fatal alerts S BIASED_SEQUENCE high fraction of score attributed to biased
detected in the sequence composition
coverage stage
S UNEXPECTED_DIVERGENCE sequence is too divergent to confidently
Fatal alerts detected in ) ] ]
assign nucleotide-based annotation
the annotation stage
S NO_FEATURES_ANNOTATED sequence similarity to homology model




does not overlap with any features

MUTATION_AT_START

expected start codon could not be

identified

MUTATION_AT_END

expected stop codon could not be
identified, predicted CDS stop by

homology is invalid

MUTATION_AT_END

expected stop codon could not be
identified, no in-frame stop codon exists

3’ of predicted valid start codon

MUTATION_AT_END

expected stop codon could not be
identified, first in-frame stop codon
exists 3’ of predicted

stop position

UNEXPECTED_LENGTH

length of complete coding (CDS or
mat_peptide) feature is not a multiple of

3

CDS_HAS_STOP_CODON

in-frame stop codon exists 5° of stop
position predicted by homology to

reference

PEPTIDE_TRANSLATION_PROBLEM

mat_peptide may not be translated

because its parent CDS has a problem

PEPTIDE_ADJACENCY_PROBLEM

predictions of two mat_peptides

expected to be adjacent are not adjacent

INDEFINITE_ANNOTATION

nucleotide-based search identifies CDS

not identified in protein-based search

INDEFINITE_ANNOTATION_START

alignment to homology model is a gap at

5’ boundary

INDEFINITE_ANNOTATION_START

alignment to homology model has low

confidence at 5’ boundary

INDEFINITE_ANNOTATION_END

alignment to homology model is a gap at

3’ boundary

INDEFINITE_ANNOTATION_END

alignment to homology model has low

confidence at 3° boundary similarity

LOW_FEATURE_SIMILARITY_START

region within annotated feature at 5 end

of sequence lacks significant

LOW_FEATURE_SIMILARITY_END

region within annotated feature at 3’ end

of sequence lacks significant similarity

LOW_FEATURE_SIMILARITY

region within annotated feature lacks

significant similarity

Fatal alerts detected in
the protein validation

stage

CDS_HAS_STOP_CODON

stop codon in protein-based alignment

INDEFINITE_ANNOTATION

protein-based search identifies CDS not
identified

in nucleotide-based search

INDEFINITE_ANNOTATION_START

protein-based alignment extends past




nucleotide-based alignment at 5 end

F INDEFINITE_ANNOTATION_START protein-based alignment does not extend
close enough to nucleotide-based

alignment 5° endpoint

F INDEFINITE_ANNOTATION_END protein-based alignment extends past

nucleotide-based alignment at 3” end

F INDEFINITE_ANNOTATION_END protein-based alignment does not extend
close enough to nucleotide -based

alignment 3’ endpoint

F INDEFINITE_STRAND strand mismatch between protein-based

and nucleotide-based predictions

F INSERTION_OF_NT too large of an insertion in protein-based
alignment

F DELETION_OF_NT too large of a deletion in protein-based
alignment

TSR TBL XXM

TBL R MNHESLUBIRMORIRIIFIER, RITHIARZEENIRHE (BI80 gene,
mRNA, coding region, tRNA) FIPRERF (fI40/product, /note) HHATHRE, BIAVFEFIPRE
FRFEMRZERFEVEIEESIEHS (International Nucleotide Sequence Database
Collaboration, INSDC) HL/ERVFHEFIBRERF. LABIRMA D RINTIIHERME 7 8 MHLE
RORIEBFNEEY,

X EEFARSHER

(1) ERMEFERBFS SeqlD 58, FIWRRFF (SeqlD) MRSFRFIS 4 ERRIRRRT

RIF—E, LA ">Feature " FFk, BEARFRMEINT:

>Feature Seqld

(2) EBEEERTIIH TIERAHE, SMHEEMERIRR—T L, B ERIIRERE

17, BYIRHERFSRE.

Column 1: Start location of feature

Column 2: Stop location of feature




Column 3: Feature key
Line2:
Column 4: Qualifier key

Column 5: Qualifier value

TBL &30 rRag—LEA5TR G iR AR :
(1) B /AR EEZERMERER " < Fx. “<FHSERHIES 1
Ficp, > RZHIIESS 2 7, TIeFHERSFE. B9, gene, CDS F] mRNA #MIZ%
EERFYIR LR, FEZERFYIRRRY NFER, Hp<fFSRRelIf 5unaka/

REBHHE, > "SR ENR 3 wmabn /AT B4HLE.

>Feature Sc_16

1 7000 REFERENCE
PubMed 8849441

<l >1050 gene
gene ATH1

<l >1009 CDS
product acid trehalase
product Athlp
codon_start 2

<1 >1050 mRNA

product acid trehalase

(2) MR—MFIEESNER, NENEFRERERIRER < BIEEHCIAFNL LB
EERIRAYT L,

(3) & TBL 45— EAHIBRIA U EERT B 7 IR EER, XFERE
FIERSIFETEAMEL (BD strand="-") AV AR,

(4) =~FIHEY CDS % protein_id ##RIC/9 EXAMPLE 1 #1 EXAMPLE 2 23 5I&RE—
BEREREMRNARERASMAEER, L1 2 #MXS

faith TBL #8203 :



>Feature EXAMPLE
1 2151 gene
gene PA
1 760 gene
gene PA-X
1 2151 CDS
product polymerase PA
protein_id EXAMPLE 1
1 570 CDS
572 760
product PA-X protein

exceptionribosomal slippage

protein_id EXAMPLE 2




