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Aligned reads

Consensus contig

ACGCGATTCAGGTTACCACG
GCGATTCAGGTTACCACGCG
GATTCAGGTTACCACGCGTA
TTCAGGTTACCACGCGTAGC
CAGGTTACCACGCGTAGCGC
GGTTACCACGCGTAGCGCAT
TTACCACGCGTAGCGCATTA
ACCACGCGTAGCGCATTACA
CACGCGTAGCGCATTACACA
CGCGTAGCGCATTACACAGA
CGTAGCGCATTACACAGATT

TAGCGCATTACACAGATTAG
ACGCGATTCAGGTTACCACGCGTAGCGCATTACACAGATTAG
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Anotacao:

TCTACCGCAAACAACACCGTCGAGGTGACTTACGAGGATACTCTCCCCAAGGTTGTACCGACTAACGCAGAGTGAAGTGGTCGTGAGGCGCGGAGAGAGAGGGGGGGGTGAGG
AGTTGGTATGCTTTCCCTACCTGTGCGTCTACCATTGGCAGTGTAGTCCTCTGAGATGCCTCATTGGCGGTACTCTGACCTCGCTTTTCCTCTCTCCCGTTCGCTGAGCCGTGACTTCTG
CTCTGGTTGTGGCGGTAGGCTAGGGGAGGGAGGGGGAGGGGGGACGGCGGTGTTCGTGCCTCCCCCTCTTGCTTGTGGAGATGCAGGCATGTTTTGCATGTGCTGAGGACAAC
GATGTACACTGGGCTGCAACCTGGAAGTGTGGGGCAGAGAGAGAGGCTCGAGGAATGGAGCATGGAGGCTCATGGAGAGGTCTTGTGGTGCGTTTGATGTGGTGGCATCACACA
CCTCACTCGAAAACTACTCGCCAGCGAGCCTCTCCTTTCCCGCATGCGTGTTGGCTCTCTTCCTCTTCTCTCTTCCGGTCTCGGCTCTTCTTCAGGGCAGCGCCAACCAGCCGCAAAA
ACAAAGCGAGGCACAGAGGAGGAGTACTCACGACACGAGTAATGCCGAAGCAGGTCATTTCATGCAGCAAACATGCCCGGCAGGAGAAACGCCATGGCGCTGTCCGCCGGACTG
CAGGTGTGCCTATGGCGAGCGCCCCCTCCCCCCTCACTGAGCGCGTGCGTGCCGGCACGCCTGCGCACCATCGCCACGCGTCCTTTTTTGGTTTGCAGGCGATTGGGCTCTTTCGTC
CTCTCAACCTTCACGACATTTGCGCCTCCGTCTCCTGCCTCGCACACTCCCTCACCTCCTCCCTCCCTCTTTCTCTCTTCCCCTTCCCTTCCTTCGACGCCGGCGCCACGCGCACACAGG
CACAGGGACAGACACACCTATGGACAGCGTGCTCGTGTGCAAACATGTGGCAGACTCTGCGGCAGCGATATCGTCTTCAGCCCACATCCCTCGCAGCCTTCCTGGAGTCCAACTGC
ACGGTGTCGAAGTCTCCGACGGCGGCGCTACACCGCAACTCGAGCCTCGTCGTCGCCGAAACCAACAGCCTCTGCATCTTCGAAAACCTCGTCGCAGAGGAATCACTCGCTCGTGG
TCTTTCCCTCGACAAGACGCAGCGGCTGCTCCTCTTCTACGTGAACCGCCCCTGCGTCGTGGTGGGCCGCAACCAGAACCTCTTCCAGGAGGTGGCGCTGCGGCGGGLGGCTGLC
GACGGCGTTTCCGTCGCTCGCCGTGCCTCTGGCGGTGGCGCCGTCTTTCATGACGAGGGGAACCTCTGCCTCTGCTTCATCACGCACCGCACGCGCTATGCACCGGAGAAGACAAT
CCAGCTGATCCGCCTTGGGCTCTGTGTGAATTATGCGATCGACCCTGCACGGCTGACCACGACAAGGCGGCACGACCTCTTCTTGGACGGAAAAAAGATCACCGGATCTGCAATGC
GGGTGCAGCGCGAAATTGCGTACCACCACTGCACGCTGCTCGTCGATACCCCACTGGCGTCGCTCGGTCGCTACCTTCACCCCGAAGGGGAGTACGTGGCGTTCAAGACGTCGTCG
GTGGGCTCGGTGCGAAGCCCTGTCACCACACTCGCGGAGTCGGTCCACATTGCGAGTGGGCAGGGCGCCATGGCCTCACTCAAGAGGAACATGGCGGAGTTTTTTCTAACTGAG
GGTGATCGAGTGCTGGAAGCAGCGGCACCGTGGGAGCTCGACGTGAGGGAGCTGCGGCAGTCCTTCGCCACCGCACGTCACTGCTGCGCGGACACGCCTCTCTTTTCCCTTGATG
TTGTCGGAGCCGTCGCGGCGGACATGTCTTTCATCGAGGGCGAGGGCAGGCGGGCGGCCAGTGGTGACCTCGCCACCCTTGGCGAGGCGGTTCACAAGGCTGCGTCGAAGGAC
TGGGCCTACGCGATGCCAGCCTTCACATCCACGGTGCTCCTCAGCAGCGGTGAGCTCCAGCGGCGCCTACAAGCGCTTTCCGTTTGGCCGGATGTAGTGCGGCTATCCTCTCTCGCG
GAGGAGCAGTTGCTGGCGGCACTGCAGCAATGTGTCTTTGCGGACTTGGTCGGCTGCGGGGAAGTCGTGGCAGAGACCGAAGTGGGGTTGCACCTGCTTACCACAGTCGAGCAT
CGCCTCGTCACATCCGTTACTGTGAGACGCGCGCCGTCGACAGATGCCGCTACTCGTGCTGTGGCGCCCTTGGGCGGGTACTCGGGAGGATGGGTGGAGAGGTACCTTTCGGCCC
TGCTGGTTGGCCACGCTTGTGATGCCGCTGTCGAAGGCCTGGAGAGCCTTGGCGACATCACAGCAGTCGTGCAGGGCCTCCTGCACGAGACGGGGTCACTCTGCCCCGAACTGCC
CGACGTAGCCCGCGACGCGGCGTTGCTAATGGTAGCGCGAGTGCTTCTGAATGTGTGGCGTGATAAGAATGTCTTTGATCTCTCGCGCTAATCCGTCAAGCCTTCACGCCACCGGGA
GGTATGGGTGTCGTCTAATAAAGCTGTGGCCCGCAGGTACGGAAAGCGCGAGCGCATCAGGATGGAGGCCTCTTCGCTTCGCCGAGACTCACGGACGTGGCCCTGAGTCTCGGCG
ACCGAGAATCCCGAAGGGGTCAGCGGTGTCGTGAAGCCCTTGTTGCCTCGTGTCCTCTCCTTCCCTCCACCCTCTTTGCCATCGTTGTCCACGTCGATCATTCCAGCGCACCGTCTCT
GTGTCACTGACTCGTGTTTGTTTATCTTCCCGCTTCTCTCGCCCGCACCCCCCTCGTTTTCCCCTCTCTCGCACGCGACCGTCAGTGTGGCAGCCGTCAGCTTTGGATGCTCGCTGTGC
GTGTGTGTGCGCTTGCCGGTATAATTAATTAATTAAATTTAAATTTATACATTACCAGAATGTCTTGGTCGTAACCTTTTCCTCCAACAGTTGAATCACTAAGACTGACAAAAGAGAAGA
GATACAACAATAACCCAGTTGACAGCAGCAGTGACACTAGAGAAGGAACAATGCTGAGTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTT
GGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAA
GGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATA
ATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGA
TAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCC
GTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGGAATATTTATCGGCGATATATTAA




Anotacao:

TCTACCGCAAACAACACCGTCGAGGTGACTTACGAGGATACTCTCCCCAAGGTTGTACCGACTAACGCAGAGTGAAGTGGTCGTGAGGCGCGGAGAGAGAGGGGGGGGTGAGG

AGTTGGTATGCTTTCCCTACCTGTGCGTCTACCATTGGCAGTGTAGTCCTCTGAGATGCCTCATTGGCGGTACTCTGACCTCGCTTTTCCTCTCTCCCGTTCGCTGAGCCGTGACTTCTG
CTCTGGTTGTGGCGGTAGGCTAGGGGAGGGAGGGGGAGGGGGGACGGCGGTGTTCGTGCCTCCCCCTCTTGCTTGTGGAGATGCAGGCATGTTTTGCATGTGCTGAGGACAAC

GATGTACACTGGGCTGCAACCTGGAAGTGTGGGGCAGAGAGAGAGGCTCGAGGAATGGAGCATGGAGGCTCATGGAGAGGTCTTGTGGTGCGTTTGATGTGGTGGCATCACACA
CCTCACTCGAAAACTACTCGCCAGCGAGCCTCTCCTTTCCCGCATGCGTGTTGGCTCTCTTCCTCTTCTCTCTTCCGGTCTCGGCTCTTCTTCAGGGCAGCGCCAACCAGCCGCAAAA
ACAAAGCGAGGCACAGAGGAGGAGTACTCACGACACGAGTAATGCCGAAGCAGGTCATTTCATGCAGCAAACATGCCCGGCAGGAGAAACGCCATGGCGCTGTCCGCCGGACTG
CAGGTGTGCCTATGGCGAGCGCCCCCTCCCCCCTCACTGAGCGCGTGCGTGCCGGCACGCCTGCGCACCATCGCCACGCGTCCTTTTTTGGTTTGCAGGCGATTGGGCTCTTTCGTC
CTCTCAACCTTCACGACATTTGCGCCTCCGTCTCCTGCCTCGCACACTCCCTCACCTCCTCCCTCCCTCTTTCTCTCTTCCCCTTCCCTTCCTTCGACGCCGGCGCCACGCGCACACAGG
CACAGGGACAGACACACCTATGGACAGCGTGCTCGTGTGCAAACATGTGGCAGACTCTGCGGCAGCGATATCGTCTTCAGCCCACATCCCTCGCAGCCTTCCTGGAGTCCAACTGC

ACGGTGTCGAAGTCTCCGACGGCGGCGCTACACCGCAACTCGAGCCTCGTCGTCGCCGAAACCAACAGCCTCTGCATCTTCGAAAACCTCGTCGCAGAGGAATCACTCGCTCGTGG
TCTTTCCCTCGACAAGACGCAGCGGCTGCTCCTCTTCTACGTGAACCGCCCCTGCGTCGTGGTGGGCCGCAACCAGAACCTCTTCCAGGAGGTGGCGCTGCGGCGGGLGGCTGLC
GACGGCGTTTCCGTCGCTCGCCGTGCCTCTGGCGGTGGCGCCGTCTTTCATGACGAGGGGAACCTCTGCCTC CACCGGAGAAGACAAT
CCAGCTGATCCGCCTTGGGCTCTGTGTGAATTATGCGATCGACCCTGCACGGCTGACCACGACAAGGCGGCACGACCTCTTCTTGGACGGAAAAAAGATCACCGGATCTGCAATGC
GGGTGCAGCGCGAAATTGCGTACCACCACTGCACGCTGCTCGTCGATACCCCACTGGCGTCGCTCGGTCGCTACCTTCACCCCGAAGGGGAGTACGTGGCGTTCAAGACGTCGTCG
GTGGGCTCGGTGCGAAGCCCTGTCACCACACTCGCGGAGTCGGTCCACATTGCGAGTGGGCAGGGCGCCATGGCCTCACTCAAGAGGAACATGGCGGAGTTTTTTCTAACTGAG

GGTGATCGAGTGCTGGAAGCAGCGGCACCGTGGGAGCTCGACGTGAGGGAGCTGCGGCAGTCCTTCGCCACCGCACGTCACTGCTGCGCGGACACGCCTCTCTTTTCCCTTGATG
TTGTCGGAGCCGTCGCGGCGGACATGTCTTTCATCGAGGGCGAGGGCAGGCGGGCGGCCAGTGGTGACCTCGCCACCCTTGGCGAGGCGGTTCACAAGGCTGCGTCGAAGGAC
TGGGCCTACGCGATGCCAGCCTTCACATCCACGGTGCTCCTCAGCAGCGGTGAGCTCCAGCGGCGCCTACAAGCGCTTTCCGTTTGGCCGGATGTAGTGCGGCTATCCTCTCTCGCG
GAGGAGCAGTTGCTGGCGGCACTGCAGCAATGTGTCTTTGCGGACTTGGTCGGCTGCGGGGAAGTCGTGGCAGAGACCGAAGTGGGGTTGCACCTGCTTACCACAGTCGAGCAT
CGCCTCGTCACATCCGTTACTGTGAGACGCGCGCCGTCGACAGATGCCGCTACTCGTGCTGTGGCGCCCTTGGGCGGGTACTCGGGAGGATGGGTGGAGAGGTACCTTTCGGCCC
TGCTGGTTGGCCACGCTTGTGATGCCGCTGTCGAAGGCCTGGAGAGCCTTGGCGACATCACAGCAGTCGTGCAGGGCCTCCTGCACGAGACGGGGTCACTCTGCCCCGAACTGCC
CGACGTAGCCCGCGACGCGGCGTTGCTAATGGTAGCGCGAGTGCTTCTGAATGTGTGGCGTGATAAGAATGTCTTTGATCTCTCGCGCTAATCCGTCAAGCCTTCACGCCACCGGGA
GGTATGGGTGTCGTCTAATAAAGCTGTGGCCCGCAGGTACGGAAAGCGCGAGCGCATCAGGATGGAGGCCTCTTCGCTTCGCCGAGACTCACGGACGTGGCCCTGAGTCTCGGCG
ACCGAGAATCCCGAAGGGGTCAGCGGTGTCGTGAAGCCCTTGTTGCCTCGTGTCCTCTCCTTCCCTCCACCCTCTTTGCCATCGTTGTCCACGTCGATCATTCCAGCGCACCGTCTCT
GTGTCACTGACTCGTGTTTGTTTATCTTCCCGCTTCTCTCGCCCGCACCCCCCTCGTTTTCCCCTCTCTCGCACGCGACCGTCAGTGTGGCAGCCGTCAGCTTTGGATGCTCGCTGTGC
GTGTGT TATACATTACCAGAATGTCTTGGTCGTAACCTTTTCCTCCAACAGTTGAATCACTAAGACTGACAAAAGAGAAGA
GATACAACAATAACCCAGTTGACAGCAGCAGTGACACTAGAGAAGGAACAATGCTGAGTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTT
GGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAA
GGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATA

ATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGA
TAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCC
GTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGGAATATTTATCGGCGATATATTAA




Onde estao os genes? Quais sao os genes? Como os genes interagem?



1- Anotacao de nucleotideos:

TCTACCGCAAACAACACCG TN o (Lol IS AGAGAGAGGGGGGGGTGAGGAGTTGGTAT
GCTTTCCCTACCTGTGCGTCTACCATTGGCAGTGTAGTCCTCTGAGATGCCTCATTGGCGGTACTCTGACCTCGC
TTTTCCTCTCTCCCGTTCGCTGAGCCGTGACTTCTGCTCTGGTTGTGGCGGTAGGCTAGGGGAGGGAGGGGG
AGGGGGGA cDS TCTTGCTTGTGGAGATGCAGGCATGTTTTGCATGTGCTGAGG
ACAACGATGTACACTGGGCTGCAACCTGGAAGTGTGGGGCAGAGAGAGAGGCTCGAGGAATGGAGCATGG

AGGCTCATGGAGAGGTCTTGTGGTGCGTTTGATGTGGTGGCATCACACACCTCACTCGAAAACTACTCGCCAG
CGAGCCTCTCCTTTCCCGCATGCGTGTTGGCTCTCTTCCTCTTCTCTC L . G G CA
GCGCCAACCAGCCGCAAAAACAAAGCGAGGCACAGAGGAGGAGTACTCACGACACGAGTAATGCCGAAGC

AGGTCATTTCATGCAGCAAACATGCCCGGCAGGAGAAACGCCATGGCGCTGTCCGCCGGACTGCAGGTGTGC

CTATGGCGAGCGCCCCCTCCCCCCTCACTGAGCGCGTGCGTGE CCACGCGTC
CTTTTTTGGTT |GCAGGCGATTGGGCTCTTTCGTCCTCTCAACWCTCCTGCCT
CGCACACTOIIE T il I CTCTCTTCCCCTTCCCTTCCTTCGACGCCGGCGCCACGCGCAC
ACAGGCACAGGGACAGACACACCTATGGACAGCGTGCTCGTGTGCAAACATGTGGCAGACTCTGCGGCAGC
GATATCGTCTTCAGCCCACATCCCTCGCAGCCTTCCTGGAGTCCAACTGCACGGTGTCGAAGTCTCCGACGGC

GGCGCTACACCGCAACTCGAGCCTCGTCGTCGCCGAAACCAACAGCCTCTGCATCTTCGAAAACCTCGTCGCA

GAGGAATCACTCGCTCGTGGTCTTTC | Elementos repetitives TGCTCCTCTTCTACGTGAACCGCCCCT
GCGTCGTGGTGGGCCGCAACCAGAACCTCTTCCAGGA




2- Anotacao de proteinas

- Proteina nomeadas
- Proteina hipotética conservada
- Proteina hipotética



3- Anotagdo de processos:
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Anotacdo automatica

Glimmer
GeneScan
RBSfinder
tRNAscan
GeneMark
Repet Masker
BLAST

Vv
Anotacao manual e curadoria
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e Tutorial: http://pinguim.fmrp.usp.br/artemis/

* Anotacao manual de proteinas completas;
e Curadoria de um genoma anotado;
« Comparacao de trés genomas;
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000 Artemis Feature Edit: Gene_01

LY

Key: CDS

(" Add gualifier: ) [similarity 2

Location: 314..2518

Tidy | TAT | ObjectEdit

|| Complement | Grab Range | Remove Range | Goto Feature | Select Feature

/locus_tag="Gene_01"
/product="putative lypoyltransferase"

/curation="Tiago Mendes"

/similarity="Similar to Leishmania braziliensis; lypoyltransferase; 734 aa; 100% id in 705

aa"

=




Inversao Duplica¢do/deleg¢do

VA

Alteragao da sintenia



