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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:

TCTACCGCAAACAACACCGTCGAGGTGACTTACGAGGATACTCTCCCCAAGGTTGTACCGACTAACGCAGAGTGAAGTGGTCGTGAGGCGCGGAGAGAGAGGGGGGGGTGAG
GAGTTGGTATGCTTTCCCTACCTGTGCGTCTACCATTGGCAGTGTAGTCCTCTGAGATGCCTCATTGGCGGTACTCTGACCTCGCTTTTCCTCTCTCCCGTTCGCTGAGCCGTGACT
TCTGCTCTGGTTGTGGCGGTAGGCTAGGGGAGGGAGGGGGAGGGGGGACGGCGGTGTTCGTGCCTCCCCCTCTTGCTTGTGGAGATGCAGGCATGTTTTGCATGTGCTGAGG
ACAACGATGTACACTGGGCTGCAACCTGGAAGTGTGGGGCAGAGAGAGAGGCTCGAGGAATGGAGCATGGAGGCTCATGGAGAGGTCTTGTGGTGCGTTTGATGTGGTGGC
ATCACACACCTCACTCGAAAACTACTCGCCAGCGAGCCTCTCCTTTCCCGCATGCGTGTTGGCTCTCTTCCTCTTCTCTCTTCCGGTCTCGGCTCTTCTTCAGGGCAGCGCCAACCA
GCCGCAAAAACAAAGCGAGGCACAGAGGAGGAGTACTCACGACACGAGTAATGCCGAAGCAGGTCATTTCATGCAGCAAACATGCCCGGCAGGAGAAACGCCATGGCGCTGT
CCGCCGGACTGCAGGTGTGCCTATGGCGAGCGCCCCCTCCCCCCTCACTGAGCGCGTGCGTGCCGGCACGCCTGCGCACCATCGCCACGCGTCCTTTTTTGGTTTGCAGGCGATT
GGGCTCTTTCGTCCTCTCAACCTTCACGACATTTGCGCCTCCGTCTCCTGCCTCGCACACTCCCTCACCTCCTCCCTCCCTCTTTCTCTCTTCCCCTTCCCTTCCTTCGACGCCGGLGC
CACGCGCACACAGGCACAGGGACAGACACACCTATGGACAGCGTGCTCGTGTGCAAACATGTGGCAGACTCTGCGGCAGCGATATCGTCTTCAGCCCACATCCCTCGCAGCCTT
CCTGGAGTCCAACTGCACGGTGTCGAAGTCTCCGACGGCGGCGCTACACCGCAACTCGAGCCTCGTCGTCGCCGAAACCAACAGCCTCTGCATCTTCGAAAACCTCGTCGCAGA
GGAATCACTCGCTCGTGGTCTTTCCCTCGACAAGACGCAGCGGCTGCTCCTCTTCTACGTGAACCGCCCCTGCGTCGTGGTGGGCCGCAACCAGAACCTCTTCCAGGAGGTGGC
GCTGCGGCGGGCGGCTGCCGACGGCGTTTCCGTCGCTCGCCGTGCCTCTGGCGGTGGCGCCGTCTTTCATGACGAGGGGAACCTCTGCCTCTGCTTCATCACGCACCGCACGCG
CTATGCACCGGAGAAGACAATCCAGCTGATCCGCCTTGGGCTCTGTGTGAATTATGCGATCGACCCTGCACGGCTGACCACGACAAGGCGGCACGACCTCTTCTTGGACGGAAA
AAAGATCACCGGATCTGCAATGCGGGTGCAGCGCGAAATTGCGTACCACCACTGCACGCTGCTCGTCGATACCCCACTGGCGTCGCTCGGTCGCTACCTTCACCCCGAAGGGGA
GTACGTGGCGTTCAAGACGTCGTCGGTGGGCTCGGTGCGAAGCCCTGTCACCACACTCGCGGAGTCGGTCCACATTGCGAGTGGGCAGGGCGCCATGGCCTCACTCAAGAGGA
ACATGGCGGAGTTTTTTCTAACTGAGGGTGATCGAGTGCTGGAAGCAGCGGCACCGTGGGAGCTCGACGTGAGGGAGCTGCGGCAGTCCTTCGCCACCGCACGTCACTGCTGC
GCGGACACGCCTCTCTTTTCCCTTGATGTTGTCGGAGCCGTCGCGGCGGACATGTCTTTCATCGAGGGCGAGGGCAGGCGGGCGGCCAGTGGTGACCTCGCCACCCTTGGCGA
GGCGGTTCACAAGGCTGCGTCGAAGGACTGGGCCTACGCGATGCCAGCCTTCACATCCACGGTGCTCCTCAGCAGCGGTGAGCTCCAGCGGCGCCTACAAGCGCTTTCCGTTTG
GCCGGATGTAGTGCGGCTATCCTCTCTCGCGGAGGAGCAGTTGCTGGCGGCACTGCAGCAATGTGTCTTTGCGGACTTGGTCGGCTGCGGGGAAGTCGTGGCAGAGACCGAA
GTGGGGTTGCACCTGCTTACCACAGTCGAGCATCGCCTCGTCACATCCGTTACTGTGAGACGCGCGCCGTCGACAGATGCCGCTACTCGTGCTGTGGCGCCCTTGGGCGGGTAC
TCGGGAGGATGGGTGGAGAGGTACCTTTCGGCCCTGCTGGTTGGCCACGCTTGTGATGCCGCTGTCGAAGGCCTGGAGAGCCTTGGCGACATCACAGCAGTCGTGCAGGGCCT
CCTGCACGAGACGGGGTCACTCTGCCCCGAACTGCCCGACGTAGCCCGCGACGCGGCGTTGCTAATGGTAGCGCGAGTGCTTCTGAATGTGTGGCGTGATAAGAATGTCTTTG
ATCTCTCGCGCTAATCCGTCAAGCCTTCACGCCACCGGGAGGTATGGGTGTCGTCTAATAAAGCTGTGGCCCGCAGGTACGGAAAGCGCGAGCGCATCAGGATGGAGGCCTCT
TCGCTTCGCCGAGACTCACGGACGTGGCCCTGAGTCTCGGCGACCGAGAATCCCGAAGGGGTCAGCGGTGTCGTGAAGCCCTTGTTGCCTCGTGTCCTCTCCTTCCCTCCACCCT
CTTTGCCATCGTTGTCCACGTCGATCATTCCAGCGCACCGTCTCTGTGTCACTGACTCGTGTTTGTTTATCTTCCCGCTTCTCTCGCCCGCACCCCCCTCGTTTTCCCCTCTCTCGCAC
GCGACCGTCAGTGTGGCAGCCGTCAGCTTTGGATGCTCGCTGTGCGTGTGTGTGCGCTTGCCGGTATAATTAATTAATTAAATTTAAATTTATACATTACCAGAATGTCTTGGTCG
TAACCTTTTCCTCCAACAGTTGAATCACTAAGACTGACAAAAGAGAAGAGATACAACAATAACCCAGTTGACAGCAGCAGTGACACTAGAGAAGGAACAATGCTGAGTTTACCT
CGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACC
CCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTT
TTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCG
GCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTAC
GTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGG




Anotacao:

TCTACCGCAAACAACACCGTCGAGGTGACTTACGAGGATACTCTCCCCAAGGTTGTACCGACTAACGCAGAGTGAAGTGGTCGTGAGGCGCGGAGAGAGAGGGGGGGGTGAG
GAGTTGGTATGCTTTCCCTACCTGTGCGTCTACCATTGGCAGTGTAGTCCTCTGAGATGCCTCATTGGCGGTACTCTGACCTCGCTTTTCCTCTCTCCCGTTCGCTGAGCCGTGACT
TCTGCTCTGGTTGTGGCGGTAGGCTAGGGGAGGGAGGGGGAGGGGGGACGGCGGTGTTCGTGCCTCCCCCTCTTGCTTGTGGAGATGCAGGCATGTTTTGCATGTGCTGAGG
ACAACGATGTACACTGGGCTGCAACCTGGAAGTGTGGGGCAGAGAGAGAGGCTCGAGGAATGGAGCATGGAGGCTCATGGAGAGGTCTTGTGGTGCGTTTGATGTGGTGGC
ATCACACACCTCACTCGAAAACTACTCGCCAGCGAGCCTCTCCTTTCCCGCATGCGTGTTGGCTCTCTTCCTCTTCTCTCTTCCGGTCTCGGCTCTTCTTCAGGGCAGCGCCAACCA
GCCGCAAAAACAAAGCGAGGCACAGAGGAGGAGTACTCACGACACGAGTAATGCCGAAGCAGGTCATTTCATGCAGCAAACATGCCCGGCAGGAGAAACGCCATGGCGCTGT
CCGCCGGACTGCAGGTGTGCCTATGGCGAGCGCCCCCTCCCCCCTCACTGAGCGCGTGCGTGCCGGCACGCCTGCGCACCATCGCCACGCGTCCTTTTTTGGTTTGCAGGCGATT
GGGCTCTTTCGTCCTCTCAACCTTCACGACATTTGCGCCTCCGTCTCCTGCCTCGCACACTCCCTCACCTCCTCCCTCCCTCTTTCTCTCTTCCCCTTCCCTTCCTTCGACGCCGGLGC
CACGCGCACACAGGCACAGGGACAGACACACCTATGGACAGCGTGCTCGTGTGCAAACATGTGGCAGACTCTGCGGCAGCGATATCGTCTTCAGCCCACATCCCTCGCAGCCTT
CCTGGAGTCCAACTGCACGGTGTCGAAGTCTCCGACGGCGGCGCTACACCGCAACTCGAGCCTCGTCGTCGCCGAAACCAACAGCCTCTGCATCTTCGAAAACCTCGTCGCAGA
GGAATCACTCGCTCGTGGTCTTTCCCTCGACAAGACGCAGCGGCTGCTCCTCTTCTACGTGAACCGCCCCTGCGTCGTGGTGGGCCGCAACCAGAACCTCTTCCAGGAGGTGGC
GCTGCGGCGGGCGGCTGCCGACGGCGTTTCCGTCGCTCGCCGTGCCTCTGGCGGTGGCGCCGTCTTTCATGACGAGGGGAACCTCTGCCTC
CACCGGAGAAGACAATCCAGCTGATCCGCCTTGGGCTCTGTGTGAATTATGCGATCGACCCTGCACGGCTGACCACGACAAGGCGGCACGACCTCTTCTTGGACGGAAA
AAAGATCACCGGATCTGCAATGCGGGTGCAGCGCGAAATTGCGTACCACCACTGCACGCTGCTCGTCGATACCCCACTGGCGTCGCTCGGTCGCTACCTTCACCCCGAAGGGGA
GTACGTGGCGTTCAAGACGTCGTCGGTGGGCTCGGTGCGAAGCCCTGTCACCACACTCGCGGAGTCGGTCCACATTGCGAGTGGGCAGGGCGCCATGGCCTCACTCAAGAGGA
ACATGGCGGAGTTTTTTCTAACTGAGGGTGATCGAGTGCTGGAAGCAGCGGCACCGTGGGAGCTCGACGTGAGGGAGCTGCGGCAGTCCTTCGCCACCGCACGTCACTGCTGC
GCGGACACGCCTCTCTTTTCCCTTGATGTTGTCGGAGCCGTCGCGGCGGACATGTCTTTCATCGAGGGCGAGGGCAGGCGGGCGGCCAGTGGTGACCTCGCCACCCTTGGCGA
GGCGGTTCACAAGGCTGCGTCGAAGGACTGGGCCTACGCGATGCCAGCCTTCACATCCACGGTGCTCCTCAGCAGCGGTGAGCTCCAGCGGCGCCTACAAGCGCTTTCCGTTTG
GCCGGATGTAGTGCGGCTATCCTCTCTCGCGGAGGAGCAGTTGCTGGCGGCACTGCAGCAATGTGTCTTTGCGGACTTGGTCGGCTGCGGGGAAGTCGTGGCAGAGACCGAA
GTGGGGTTGCACCTGCTTACCACAGTCGAGCATCGCCTCGTCACATCCGTTACTGTGAGACGCGCGCCGTCGACAGATGCCGCTACTCGTGCTGTGGCGCCCTTGGGCGGGTAC
TCGGGAGGATGGGTGGAGAGGTACCTTTCGGCCCTGCTGGTTGGCCACGCTTGTGATGCCGCTGTCGAAGGCCTGGAGAGCCTTGGCGACATCACAGCAGTCGTGCAGGGCCT
CCTGCACGAGACGGGGTCACTCTGCCCCGAACTGCCCGACGTAGCCCGCGACGCGGCGTTGCTAATGGTAGCGCGAGTGCTTCTGAATGTGTGGCGTGATAAGAATGTCTTTG
ATCTCTCGCGCTAATCCGTCAAGCCTTCACGCCACCGGGAGGTATGGGTGTCGTCTAATAAAGCTGTGGCCCGCAGGTACGGAAAGCGCGAGCGCATCAGGATGGAGGCCTCT
TCGCTTCGCCGAGACTCACGGACGTGGCCCTGAGTCTCGGCGACCGAGAATCCCGAAGGGGTCAGCGGTGTCGTGAAGCCCTTGTTGCCTCGTGTCCTCTCCTTCCCTCCACCCT
CTTTGCCATCGTTGTCCACGTCGATCATTCCAGCGCACCGTCTCTGTGTCACTGACTCGTGTTTGTTTATCTTCCCGCTTCTCTCGCCCGCACCCCCCTCGTTTTCCCCTCTCTCGCAC
GCGACCGTCAGTGTGGCAGCCGTCAGCTTTGGATGCTCGCTGTGCGTGTGT TATACATTACCAGAATGTCTTGGTCG
TAACCTTTTCCTCCAACAGTTGAATCACTAAGACTGACAAAAGAGAAGAGATACAACAATAACCCAGTTGACAGCAGCAGTGACACTAGAGAAGGAACAATGCTGAGTTTACCT
CGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACC
CCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTT
TTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTACGTCTCTTTTCTACTATCGCG
GCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGGACGCCAACCGTTGGTGTAC
GTCTCTTTTCTACTATCGCGGCGGTAGAAACAGAATTTTTCCATTTTTTGGGCGACCCCTTCCGTTTACTTTTACCTCGATAATAAAGATAACAATAATAACAGGTGTGCAAAGGG




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



1- Anotacao de nucleotideos:

TCTACCGCAAACAACACCG T A L o I GAGAGAGAGGGGGGGGTGAGGAGTTGGTA
T
GCTTTCCCTACCTGTGCGTCTACCATTGGCAGTGTAGTCCTCTGAGATGCCTCATTGGCGGTACTCTGACCTC
GerTrreeTd G A CTTCTGCTCTGGTTGTGGCGGTAGGCTAGGGGAGGGAGG
GGGAGGGGGGACGGCGGTGTTCGTGCCTCCCCCTCTTGCTTGTGGAGATGCAGGCATGTTTTGCATGTGCT
GAGGACAACGATGTACACTGGGCTGCAACCTGGAAGTGTGGGGCAGAGAGAGAGGCTCGAGGAATGGAG
CATGGAGGCTCATGGAGAGGTCTTGTGGTGCGTTTGATGTGGTGG [ R W C TACT
CGCCAGCGAGCCTCTCCTTTCCCGCATGCGTGTTGGCTCTCTTCCTCTTCTCTCTTCCGGTCTCGGCTCTTCTTC
AGGGCAGCGCCAACCAGCCGCAAAAACAAAGCGAGGCACAGAGGAGGAGTACTCACGACACGAGTAATG
CCGAAGCAGGTCATTTCATGCAGCAAACATGCCCGGCAGGAGAAACGCCATGGCGCTGTCCGCCGGACTGE
AGGTGTGCCTATGGCGAGCGCCCCCTCCCCCCTCACTGAGCG NG WG cAccaTC
GCCACGCG T il TG GGCTCTTTCGTCCTCTCAACCTTCACGACATTTGCGCCTCC
GTCTCCTGCCTCGCACACTCCCTCACCTCCTCCCTCCCTCTTTCTCTCTTCCCCTTCCCTTCCTTCGACGCCGGE
GCCACGCGCACACAGGCACAGGGACAGACACACCTATGGACAGCGTGCTCGTGTGCAAACATGTGGCAGA
CTCTGCGGCAGCGATATCGTCTTCAGCCCACATCCCTCGCAGCCTTCCTGGAGTCCAACTGCACGGTGTCGA
AGTCTCCGACGGCGGCGCTACACCE Elementos repetitives {CGAAACCAACAGCCTCTGCATCTTCG
AAAACCTCGTCGCAGAGGAATCACTCGCTCGTGGTCTTTCCCTCGACAAGACGCAGCGGCTGCTCCTCTTCT
ACGTGAACCGCCCCTGCGTCGTGGTGGGCCGCAACCAGAACCTCTTCCAGGA



2- Anotacao de proteinas

BLAST
Conjunto de CDS )

- Proteina nomeadas
- Proteina hipotética
conservada

- Proteina hipotética



3- Anotag¢do de processos:

BLAST
Proteinas anotadas )

the Gene Ontoloé}?
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Anotacao automatica

Glimmer
GeneScan
RBSfinder
tRNAscan
GeneMark
Repet Masker
BLAST

v
Anotacao manual e curadoria
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Comparacao de genomas:
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000

Artemis Feature Edit: Gene_01

L

Key: CDS

( Add Qualifier: ) 'similarity

)

Location: 314..2518

||| Complement | Grab Range | Remove Range | Goto Feature | Select Feature | Tidy | TAT | ObjectEdit |

/locus_tag="Gene_01"
/curation="Tiago Mendes"

aa"

/product="putative lypoyltransferase"
/similarity="Similar to Leishmania braziliensis; lypoyltransferase; 734 aa; 100% id in 705
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Alteracao da sintenia



