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Match between DNA barcodes and
species boundaries
Routine applications of DNA barcodes to

specimens identification Match between phenotypes  Mismatch between phenotype

and diagnostic characters and diagnostic characters
Mismatch between DNA barcodes

and species boundaries
Cryptic diversity
Species paraphyly or polyphyly

charactes Delineation of new species
axa boundaries Exploring the evolutionary boundaries of
¢ har. new taxa

Delineation of species groups

Implications for the delineation of Characterization of new species

nra-specific : z New diagnostic morphological
: goUEsIgeneny ties) characters (synapomorphies)

Hypotheses of phylogenetic relationships
Implications for the polarization of
morphological characters (synapomorphies)



COMPARAGAODA NOSSA SEQUENCIA DNA COM ABASE DE DADOS

() BLAST (Basic Local Alignment Search Tool) é uma ferramenta online do NCBI
(National Center for Biotechnology Information) que permite encontrar regides de
similaridade entre sequéncias biolégicas (nucleétidos ou proteinas).
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Home Recent Results - Saved Strategies  Help
SaveSearch  Search Summary v

sample_denv2 Filter Results
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Graphic Summary Alignments. Taxonomy
Download ¥ Manage Columns ~

Query coverage: a % do comprimento do
contig que se alinha com a sequéncia na base
de dados (NCBI).

Graphic Summary

Max score: A pontuacdo mais alta é calculada a partir de
correspondéncias de alinhamento e incompatibilidades.

Total score: a soma das pontuagdes do alinhamento todos

segmentos da sequéncia.

Alignments

Sequences producing significant alignments

sefect all 100 sequences selected
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Download Manage Columns

= E value: o numero de resultados
esperados na base de dados. Quanto
mais préximo de 0, melhor.

= Percent identity: a % de bases
idénticas ao genoma de referéncia.

[CHCHCR RN RN N N<]

2

= Accession [number]: um identificador
unico atribuido aos registos nas bases de
dados NCBI.
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Fusarium tricinctum ksolate KGS517 clone DR-102 translation elongation factor 1-alph)
Sequerce 0 MT462120. 1 Length: 699 Murder of Matches §

load ¥ GenBank Craphiza




Anacardium occidentale isolate 92 maturase K (matK) gene, partial cds;

chloroplast

GenBank: AY594459.1
FASTA Graphics

Go to: (¥

Locus
DEFINITION

ACCESSION
VERSION
EKEYWORDS
SOURCE
ORGANISM

AY594459 1945 bp DNA linear PLN 26-JUL-2016
Anacardium occidentale isolate 92 maturase K (matK) gene, partial
ecds; chloroplast.
AY594459
AY594459.1
chloroplast Anacardium occidentale (cashew)
Anacardium occidentale
Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta;
Spermatophyta; Magnoliopsida; eudicotyledons; Gunneridae;
Pentapetalae; rosids; malvids; Sapindales; Anacardiaceae;
Anacardium.
1 (bases 1 to 1945)

11 S K

Molecular Phylogeny of Anacardiaceae: Intrafamilial Classification
and Evolutionary Relationships of Noted Genera
Unpublished

Pell,S.K.
Direct Submission
Submitted (07-APR-2004) Cullman Program for Molecular Systematics
Studies, New York Botanical Garden, 200th St. and Kazimiroff Blvd.,
Bronx, NY 10458, USA

Location/Qualifiers

1..1945 /
forganism="Anacardium occidentale”

/organelle="plastid:chloroplast”

/mol types'"genomic DNA"

/isolate="92" /
/specimen voucher="Mori 24142"
/db_xref«"taxon:171925" /
/country="French Guiana"

/note="authority: Anacardium occidentale L."
399..>1945

PSSR ST

Analyze this sequence
Run BLAST

Pick Primers
Highlight Sequence Features

Find in this Sequence

Related information
Protain

Taxonomy

LinkOut to external resources &

Order MATK cDNA clone/Protein/Antibody/RNAI
[OriGene]

Recent actlivity ~.
Turn OFf Clear '

Anacardium occidentale isolate 92 maturase
K (matK) gene, partial cds; chloroplz hudeotce

anacardium occidentale matk (3)
Nudeotde

Anacardium occidentale voucher Zhang L
sn{KUN) i | transcribed spacer

anacardium occidentale Internal (461)
Nudectice

anacardium occidentale ITS (1591)
Nudecade




Home RecentResuits  Saved Strategies  Help

Basic Local Alignment Search
Tool
IgBLAST 1.8.0 released
BLAST find:
sequences. The program compares nucl Wed, 15 Nov 2047 160000 EST, yioce BLAST news
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calculates the statistical significance. fam more
\

Siga o link "https: //blast.ncbi.nlm.nih.gov/Blast.cgi?PROGRAM=blastn&BLAST (=B v
SPEC=GeoBlast&PAGE TYPE=BlastSearch" na pagina principal do NCBI (= .
Blast.

Choose Search Set
Database @ standard databases (nr etc.): O rRNAITS databases () Genomic + ranscript databases () Betacoronavirus () Experimental databases

. : - -
= Selecione "Core nucleotide database (nt) " como base de R D"m

dados de dados de pesquisa.NR é a base de dados "Nao EoEem e T e
redundante”, que contém todas as sequéncias nao - o
redundantes (ndo idénticas) do GenBank e dos bancos de n : e

Enter an Entrez query to limit search @
dados completos do genoma.

Program Selection

Optimize for @® Highly similar sequences (megablast)
O More dissimilar sequences (discontiguous megablast)

= Clique no botao BLAST para iniciar a pesquisa. O Somewhat simiar sequences (blastn)

Choose a BLAST algorithm @

BLAST ‘ Search database core_nt using Megablast (Optimize for highly similar sequences)

Show results in a new window
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'pag'na resultanté do B'LAST observando-

BLAST °» blastn suite » results for RID-M3JFFUAU010 Home RecentResults ~Saved Strat

Save Search Search Summary v @ How to read thisreport? @8 BLAST Help Videos (*DBack to Traditional

I € Yoursearch s limited to records that exclude: Homo sapiens (taxid:9606), models (XM/XP)  Full Entrez Query v

Job Title NM_001 in A (CHGA), Filter Results

RID M3JFFUAUOL0  Search expires on 08-0201:030m  Download All v II I
Program BLASTN © T Organism only top 20 will appear .

1. Descricoes

Datatase e FITELS, ‘ Type common name, binomial, taxid or group name

QueryID NM 0012754 + add organism

Description Homo sapiens chromogranin A (CHGA), transcript variant 1, mRNA Percent Identity
Moleculetype  nucleic acid [ |m[ lm
QueryLength 1985

Other reports Distance tree of results MSA viewer @ [

Guicsunny _ Agmens oy uma tabela com uma descricao de
g il uma linha de cada acerto com

2 selectall 7sequencesselected GenBank  Graphics

o o algumas estatisticas de alinhamento.

Score Score Cover value
Macaca mulatta chromogranin A (CHGA), mBNA 3081 99% 00
Macaca f A (CHGA), mBNA 3075 99% 00

‘Equus caballus chromogranin A (CHGA), mANA 1628 93% 0.0
Bos taurus chromogranin A (CHGA). mANA 1548 95% 00 81.91% NM 1
‘Sus scrofa chromogranin A (CHGA). mBNA 1415 80% 00 83.08% NM (
‘Battus norvegicus chromogranin A (Chga). mRNA 278 20% 4e-72 80.34% NM (
M A (Chga), mRNA 176 11% 2041 81.61% NM C
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RESTITIM DO BMAST. .

|||. 2. Grafico Resumo

cada resultado é representado por uma linha que
mostra qual a parte da sequéncia alinha com a
sequéncia submetida a base de dados, através de
linhas coloridas de acordo com a pontuacdo de
alinhamento.
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3. Alinhamentos

da
de

através

consulta e os resultados da base
dados

alinhamentos obtidos

oS

Staphylococcus aureus subsp. aureus RN4220 plasmid pRM27, complete sequence

Sequence ID: KT780704.1 Length: 64127 Number of Matches: 1

Range 1: 22081 to 22559 GenBank Graphics

Score Expect Identities Gaps Strand
856 bits(463) 0.0 477/483(99%) 4/483(0%) Plus/Plus
e oo e o fvtit o peoc g "I
\
Sbjct 22081 | TGAGCGAATTGAATIAATAATAAGGTAATAGA TTAGAAAATGAAAGGGGA 22136
CDS: Putative 1 m R M L QSIPALTPVGDTIKK
Query TTTTAT, G AATGTTACAGTCTATCCCGGCATTGCCAGTCGGGGATATTAAAAAGA 120
LT IIH||||||||||||||||||||||\||\HHHIHIIIIIIII
Sbjct TTTTA BAATGTTACAGTCTATCCCGGCATTGCCAGTCGGGGATATTAAAAAGA 22196
CD5:Ble0 (plasmid) [ ML QS TIPALTLFP v G DI K K
CDS: Putative 1 5 I G Y ¢ D K L G F TLVHHETDGF
Query 121 GTATAGGTTTTTATTGCGATAAACTAGGTTTCACTTTGGTTCACCATGAAGATGGATTCG 180
||||\||H\\H||H||||||||||||||||||||||\||\HH\IHIIIIIIIII
Sbjct 22197 TTTA T ACTTTGGTT AAGA GG 22256 {
CD5:Ble0 (plasmid) [ 18 (
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