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Anotacao de genes no Artemis

Na area de trabalho, dentro da pasta QBQ2507, dé um
duplo clique no icone Artemis;

O Artemis sera carregado. Clique no menu superior
esquerdo File e selecione a op¢ao Open;
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Anotacao de genes no Artemis

No didlogo que aparecera, altere a caixa de selecao
Arquivos do tipo de Sequence files para Todos
OS argquivos

Navegue até a pasta QBQ2507 que estid no Desktop e
selecione o arquivo seqs*.contig presente. Clique em
Abrir.
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Select a file ...

Pesquisar em: |Jcontigs v @

[ seqsl.contig.aa [ seqs10.contig.gff [ seqs12.contid
[ seqsl.contig.codingseq [ seqsll.contig [ seqs12.contid
[ seqsl.contig.gff [ seqs1l.contig.aa [ seqs12.contid
[ seqs10.contig [ seqsll.contig.codingseq [} seqsl3.contig
[ seqs10.contig.aa [ seqs1l.contig.qff [ seqs13.contid
A seqle.contig.codingseq“—_“]' seqsl2.contig [ seqs13.contid
« ] Il [ [»

Nome do Arquivo: |seqsl2.contig |

Arquivos do Tipo: ITodos 0s Arquivos ‘v]

Abrir Cancelar
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Uma nova janela se abrira com somente os cabecalhos
dos contigs identificados

Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display
Entry: seqsl2.contig
Nothing selected

(L W 1 T Y T
0 T T O T R AT
L T Y[ T 1 EE FEHEmeeE eame

||

[

68139997 length 11973 cvg_28.9_tip_1
?30 1600 |2a00 |3200 |aee0 |asee |s600 |sa00 |7200

O T B T T T T YA T

T O 0 AU N [ I

1 A 1 AT T TN 1 W

»

Y KI LKIGSSEMNEKT CHSFCQSILFDSTI QYT FSCVIFK Y|4
TRS # KSHLKTINATISA FYLTWY¥SSTFPWVY &Y L NN
P ¥ L CHN IS

GCAGGTCCGGGTTGAGGGTCGCATGTTATGTTCTAGAATTTTTAGAGT AGACTTTTATTTACGGT AATCACGGTCTCGTAAAATAAACTGT CATAGGT CATGAAAAGGACACATT ATAAATTTAT,

bDLGLEWRVYICSRLFRMQFYTIGNTSGSCKTIQQCYGTSKRHLTIG®S$TI
. GPGVY GLTCYLTIIKEFTIEDSFLHWSHWLMEKNMNSLTIWYZKET QTTINLY,| |
T WAWSGAY L VLD#FD*RFTIFAMLALANSKUVYTHDILVKGTYYKFTI™Y
<[] »

fasta_record 1 11973 68139997 length 11973 cvg_28.9 tip_1 [~]

fasta_record 11974 23968 68139999 length 11995 cvg_14.8_tip_0

fasta_record 23969 35965 68140001 length 11997 cvg_30.1_tip_1

fasta_record 35966 47976 68140003 length 12011 cvg_14.2_tip_1

fasta_record 47977 60002 68140005 length 12026 cvg_14.3_tip_1

fasta_record 60003 72054 68140007 length 12052 cvg_14.4_tip_1

fasta_record 72055 84171 68140009 length 12117 cvg_15.1_tip_0 L

fasta_record 84172 96302 68140011 length 12131 cvg_29.9_tip_1 T

fasta_record 96303 108437 68140013 length 12135 cvg_14.2_tip_1

fasta_record 108438 120616 68140015 length 12179 cvg_14.9 tip_0

fasta_record 120617 132840 68140017 length 12224 cvg_14.8_tip_0

fasta_record 132841 145079 65140019 length 12239 cvg_14.8_tip_1

fasta_record 145080 157324 68140021 length 12245 cvg_27.4_tip_0 L

fasta_record 157325 169571 65140023 length 12247 cvg_15.0_tip_1

fasta_record 169572 181820 68140025 length 12249 cvg_15.2 tip 0 <

< ] | »
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Na nova janela, navegue até o menu superior esquerdo
File e selecione a opcio Read an entry...

No diadlogo que aparecera, navegue até a pasta
QBQ2507 e selecione o GFF correspondente ao contig
aberta visualizado. Clique em Abrir
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Artemis Entry Edit: seqs12.contig

File Entrie

Ent@y: V] seqsl2.contig
Nothing—=selected

elect View Goto Edit Create Run Graph Display

J
J

L >>

L =<

I”””" ” I ””I”I |||”|I I"I"“I ””” 0 | 1 | I 1| W IIISIIlIII Iﬁll {000
elect a file ...

T At 4 I

: . - o0
WL L0 T LI L TH I )| Pesauisar en: |5 contigs ~| (=) (&) [Balac]

[ seqs0.contig.gff [) seqslS.contig.gff [ seqs3.contig.gff
[ seqsl.contig.gff [ seqsl6.contig.gff [} seqs4.contig.qff
[ seqs10.contig.gff [} seqs17.contig. gff [} seqsS.contig. gff
ig. qff [ seqs18.contig.gff [) seqs6.contig.gff
3 seqslz.contig.gffm seqsl9.contig.gff [} seqs7.contig.gff
seqsI3.contig.gff [ ) seqs2.contig.gff [) seqs8.contig.gff
[ seqsl4.contig.gff [} seqs20.contig. gff [} seqs9.contig.gff

I
68139997 length 11973 cvg 28.9 tip_1
800 1600 |2400

Nome do Arquivo: [seqsl2.contig.gff |

Arquivos do Tipo: IArtemis files \vl

Abrir Cancelar
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Os genes e CDS's preditos no arquivo GFF aparecerao na
lista inferior

8 00 Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display

Entry: [v]seqs12.contig [v]seqsl2.contig.gff
Nothing selected

L T O T TN TR R 1T TR TR T e
L1 T e T R A AR AW T
0 A T YL T [ R AR AT
|
68139997 =
|8oe |1608 |2400 |3200 |4008 [EEL |s608 |6408 |7208 L—
I 1 I1 T T 117 q
gl internal internal internal inter interna’
L 1t 1 e VAV A TR
T 1 1 TR TR (AN
1L L1 1 1 L RN T R TRTHNT I TEE T FEE Tt e |
] D

<<
RPGPTPSV QY KTILIKTISSENEKTCHS+CQQSTILFDSTI QYFSCVIFKY-
vV gQgAQLPAYNTRS®#EKSHLIEKTINA AGISARAFYLTVYSSTFFPVWV#YLN E
. SRPNSQRTTIOQDLEKNLTI®%EK®#MPLVPEUHTFTIO=XXOQYZPVLFLCNTI®TI
CCAGGCCCAACTCCCAGCGTACAATACAAGATCTT. AAAAATCI'CATCTGMAATAMTGCCAWAGTOCCAGAOCAE'I'ITATITG“AGTATCCAGTAG'I'IT CCTGTGTAATATI'I'LAAATA
26 49 60 89 161 126
CAGGTCCGGGTTGAGGGTCGCATGTTATGTTCTAGAATTTTTAGAGT AGACTTTTATTTACGGT AATCACGGTCTCGT ARAAT ARACT GTCATAGGTCATGAAAAGGACACATT AT AAMTTTAT A
DLGLEWRVYICSRLFRMOGQFYTIGNTGSCHKTIGQCYGTSHKRHLTIG®®TI
. GP GV GLTCYLIIKTFTIETDSFLHWSHWLMEKNSLTIWYEKETG QTTINLY /| |
T‘ T‘ AW S G A Y L VLD®#FDxRFTIFAMLALANSZEKUVWVTDLWVKGTYYHKTFTIY
CHAl »
<<

fasta_record 145688 157324 63146021 length 12245 cvg_27.4_tip_0

ID

fasta_record 157325 169571 68146023 length 12247 cvg_15.6_tip_1

fasta_record 169572 181826 63146025 length 12249 cvg_15.2_tip_0

fasta_record 181821 194896 681460827 length 12276 cvg_13.9 tip_1 1

fasta_record 194697 206376 68146029 length 12280 cvg_13.4_tip_0 L

gene 1 11444 ¢ r
Il RN 1 11444 c

CcDs 1076 11444 ¢

internal 1876 1235 ¢

internal 2796 2938 ¢

internal 4552 4755 ¢

internal 7621 7235 ¢

internal 7394 7586 ¢

internal 7924 8081 ¢

internal 8544 8694 ¢ |

internal 9734 9994 ¢

Al Il



Anotacao de genes no Artemis

O Artemis é dividido em 3 frames principais. Em cada
frame, as barras de rolagem horizontais sao utilizadas
para navegar ao longo das sequéncias, ao passo de que as
barras verticais sao utilizadas para controlar o zoom de
visualizacio das regioes.



Anotacao de genes no Artemis

Frame com zoom minimo (visualizacao de todas as

sequéncias carregadas - barra vertical de rolagem
posicionada no rodapé.)

nnnnn

nnnnnnnnnnn
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Anotacao de genes no Artemis

Frame com zoom maximo (visualizacao dos nucleotideos
e aminoacidos das sequéncias)

Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display
Entry: (V] seqs12.contig (] seqsl2.contig.gff

Selected feature: bases 4174 g5 (/ID=q5 /score=l)

[
‘€<V‘#N#PLELFIVKNNYF#MTIHFFSNK+WNICLKIRLIIENKC#LFQCGLOMFSITDKFSFIHSCVSNTFFQFFFTTU’LIKNTDGAFLS

LLKTHNANYILNVGSRCOVL0INSLO0STVV#VTLSSNSFSLILF*GSRTLMGLECEP
g5.t1:CDS
LCVKLTIRYAYSS#E®#LFLNDNSLFG+##VYVYEYLSERNGO QTDY®*HKOQMLITSMWAPDA AKYYRGSILSNPO QLCEKSGSHFLPILFHYCSDGO QEH

AV CKTMNHS+SCL+LRITITISK®*QQFTFLVYISSGIFUV*KTSTD*

N

*W G F F VL A

CTGTGTGTAAAACTAACCATTAGAGTTGCCTATAGTTAAGAATAATTATTTCTAAATGACAATTCAC [TAGTAATAAGT AGTGGAATATTTGTCTGAAAATCAGACTGATTATT AAATGCTAATTACLTCAAT O] CICCAGA AACTATTACACATAAATTCTCTCCAN ACACTTCTCTAACT AL ACTA ATCAACAACACTORN CIITTITCTCCT
g5 rt_codon
94i losa 950 |1000 l1e20 |140 [1e60 1080 1160 1120 1140 1160 1180 1200
GACACACATTTTGATTGGTARTCTCAACGGAT ATCART TCTTATT AAT ARAGAT TTACTGTTARGTGARAARATCATTATTCATCACCT TATARACAGACTTTTAGT CTGACT ARTARCTTTTGITT ACGAT T AATQGAGT TACACCCGAGGT AT ACGGT TCAT AAT GTCT AT TT AAGAGAGGT TAGGT GT CARCACATTCAT TG GARAGARGGT T AAGRARAAGT GATGACAAGACTAGTTCTTGT GACT ACCCCORARAARCAGGACT
internal
SHTFSVYMLTA+LS#SYNNRFSLESEKSYYTTSYKDSF*

VSsS#QFCISIVETILIHAGSALYS®LYTIRELGCNHLYZCKRSGTIREKH®*

+ QES*SCQHPKEKTRA
KKLLLYHFIOQRFTILSTITISFLHSGFNGH®*

HPSWIGLTIUVSLMNEGTIWLOTLLVYEKEKWNEKEKYVYTRILFVWVSPAEKTEKTIDHAQQ

T HL VL W# L ORYNLTTTIELHCNYEKEKTTTLLFPTIMNTO OQFDSOQNWNEFVFALS#RLTEPETL[HWTNTC CTIFERWDVYTTYTVSETELEEKESSND ODLVSTIEPSKI QGEPL
v
R

T

QT YF+GMNSNGITLFLS$K+TIVIH*




Anotacao de genes no Artemis

Para exibir a porcentagem de contetido GC, clique em
Graph no menu superior e depois selecione a opcao GC
Content (%). Um grafico com a quantidade de GC’s
por regiao aparecera na parte superior da janela.

Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display

Entry: (] seqsl2.contig (V] seqsl2.contig.gff
Nothing selected
GC Content (%) Window size: 120 A

/\}J\ R PV L M AL s N AP
WM\/”VW TV i \/ YW W s

15.01¥



Anotacao de genes no Artemis

Para ocultar o grafico, repita os passos anteriores, ou

clique no menu Graph e selecione a opcao Hide all
graphs

Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display

Entry: (] seqsl2.contig (V] seqsl2.contig.gff
Nothing selected
GC Content (%) Window size: 120 A

/\JJ\ R PV L M AL s N AP
WM\}”VW TV i \/ YW W s

15.01¥



Anotacao de genes no Artemis

o frame inferior, dé um duplo clique no conjunto
desejado (gene ou CDS) para que o visualizador seja

posicionado nas sequéncias correspondentes ao
conjunto.

Atividades

Dom, 6 de Out,

Parcialmente nublado, 18 °C 4
Artemis Entry Edit: seqs12.contig

Eile Entries Select View Gto Edit Create Run Graph Display

Entry: 4 seqs12. contig () seqs12.contig.gff

Selected feature: bases 357 anino acids 119 q2.11:C0S (/Parent=q2.tl /codon start=l /ID=g2.t1:CDS)

THNERI#VMFCEGYKYLFHLLEKCKSISNFIEHMYFWIFLLLFCLSLLKSIYHYNYRPIISLSYGKHIKSAGDOQIFFPLL+LETIIFSTNYVYEKDGSFT&
RTKEYKSCFVYKGSHNTYFTY#HNANQFLTLLKCISGEFFCCYSVYSHCS#NKSTITIIDRSFLCOWANTIGSHNOQOQGIKYFFPCCSWKSFESAQMES KEPS

DERKHNISHYL*RGOQILISLIKMOQINFGSLYXNVFLDFFVYILSLTVKINLPLOQL+TDHFFVYSGOQTYKISRGSHNTIFSLAYAGNNFO HKCEKSLH

GTCATGT TG GAACGGGTCAAATACTTATTTCACTTAT AR A TG T AT T T TG TarTaT TR o I m e
66139990 length 11995 cvg_14.8_tip_0
L10s0 12660 2020 1204 12060 12080 12100 Laz Lz 260 hzis 2200 220
TG(TTG TTTCITATATTCAGT ACARBACACTT! TTTATGAAT] TTTTACGTTTAGT T AAAGATTGAAY \ TITACAT AR CTABAARAACE TAAGACAGAGE TTAGATGGT AATGT TAATATCT GGCTAGT TTGIATAT T TTAGI CGTCCCCT AGTTTAT ARARAAGG TTATTAARAGTCGT GITTACAT TTTCGGAAGTC

nitial _start_codon r1_codon
SREFILSTKHLP*ISIESILICILK+S#QFTNRSKKTTIRDE IFRG * PFLK*CLHLLR®
46.11:C05

WeLl#LGIMEKDTPLCIFDAPS*INKGKSYSSIIKLVETEFAKSY

NCHYVS*KKTLPCYYLILLPDFIKER

RVFSYLDHKTFPDFVY #KV##FAF*NRVKNFHIEPRNK

MVITISRONRO*HAFHMYF* CPILYKKGOQQLQFYRNEACTIYEFGE

TNERI#VMFECEGY LFHLLKCKSISNFEIEMNYFWIFLLL MY RPIISLSVOKHIKSAGDQIFFRLLY NV K AFTa

G s T
S e s T s T T e e e e e e e e e s R R e W
Ls N L P TDHFFVSGQTVKISRGSNIFSLAVAGNNFQHKCK

2% l12160
TGLTToCTTTCTTATAT TCAS AR TCCCCAGTT TATGH

Stop_codon 5241 5243 0
m e
stop_codon 6323 6825 ¢
terminal 6823 7130 ¢
I nr 6823 12239 ¢
w7 e
e eature
I R

internal

8263 8324 C
internal 6544 5694 ¢
en 057012006 ¢

stop_codon 9570 9572 ¢
terninal o570 975

12100 12103
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Diversos parametros podem ser modificados:

base de dados utilizada;
filtros (baixas complexidades, repeticoes, etc.);
limiar do e-value;

gap open;

RPN R
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d

Opcao Feature Statistics

Ala (A): 41 Met (M): 28
Arg (R): 59 Phe (F): 88
Asn (N): 79 Pro (P): 42
Asp (D): 40 Ser(S): 126
Cys (C): 61 Thr (T): 85
GIn (Q): 70 Trp (W): 18
Glu (E): 40 Tyr (Y): 52
Gly (G): 48 WVal (V): 78
His (H): 40 Opl (*): 37
lle (1): 138 Ocr (#): 40
Leu (L): 179 Amb (+): 17 C
Lys (K): 87 --(.): 0

T

ALL: 1487 33%
lst: 468 31%
2nd: 511 34%
3rd: 508 34%

ALL: 721 16%
lst: 262 17%
2nd: 240 16%
3rd: 219 14%

ALL: 1492 33%
lst: 516 34%
2nd: 465 31%
3rd: 511 34%

ALL: 779 17%
lst: 247 16%
2nd: 277 18%
3rd: 255 17%

Feature infomation: g6

T

Phe 72 81%
Phe 16 18%
Leu 39 21%
Leu 44 24%

Leu 31 17%
Leul6 8%
Leul3 7%
Leu 36 20%

lle 64 46%
lle 26 18%
lle 48 34%
Met 28 ALL

Val 23 29%
Val10 12%
Val 25 32%
Val 20 25%

C

Ser19 15%
Serl3 10%
Ser 37 29%
Ser3 2%

Pro 1l 26%
Pro9 21%
Pro 19 45%
Pro3 7%

Thr 22 25%
Thr13 15%
Thr 44 51%
Thr6 7%

Alal6 39%
Ala5 12%
Ala 16 39%
Alad 9%

A

Tyr 40 76%
Tyrl2 23%
Ocr 40 ALL
Amb 17 ALL

His 25 62%
His 15 37%
Gln 43 61%
Gln 27 38%

Asn 60 75%
Asn 19 24%
Lys 67 77%
Lys 20 22%

Asp 29 72%
Asp 11 27%
Glu 32 80%
Glus 20%

Mol weight: 159585.53 Start: 194184 End: 198662 Bases: 4479 AA |length: 1493

position 1/2 score = 51.0 C3/G1/G3 (o-e)/e = -8.8 -4.8 -1.7 33.48% GC

Close

G

Cys 41 67%
Cys 20 32%
Opl 37 ALL
Trp 18 ALL

Arg6 10%
Arg4 6%
Argl 1%
Arg3 5%

Ser 28 22%
Ser 26 20%
Arg 30 50%
Arg 15 25%

Gly 21 43%
Glyd 8%
Gly 20 41%
Gly3 6%

E possivel visualizar as estatisticas de uma {feature
selecionando-a, clicando no menu View e selecionando a

QW o Qoo Qo ot

QW o
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Para visualizar as bases de uma determinada feature,
basta seleciona-la, clicar no menu View e selecionar a
opcao Bases of Selection, ou ainda, Bases of

Selecion As Fasta, caso queira visualizar as bases
em formato FASTA.

Feature base viewer for feature:g6.t1:CDS

>06.11:CDS g6.1t undefined product 12193
GCI'ACAA'I'I'AGATATA CI'CCACI'AAACAGATGATC CITGACCI'I'GI'CATAGCI'
10
CTCTACAGCCAA GFCCTI'GA'ITAA GFCCFLTCA'ITC GTGA CFG C ATTTATG
70 100 110 120
ACAACACI' GAATGAGGATGCCATI'I'GCGGGGI'AGCAAATGGATITAAAATG G
130 150 160 180
AAAAGCFGI'ATGAATGTCT CFCCCIT GATTCC AAACFAGCI' GG A C GI'T C
190 200 230
TTATCTT; ACI' ATTATATI'CGGI' GATAATATAGH’ AGAGATGGCCCATTAA GACA
270 300
AAGA'I'I'AGI'I'A ATATA(?FGAAGACATCAGCI’ AA‘I'I'GI'A'I'I'I'G AAA(.'I' GAAAA
330 340 360
'I'I'GCTL‘I'TTC'I'I'CL‘I'CTCTCCTCGGI'CGC‘I'I'GCTT( 'I'I'G
380 390 400

GI'AACCACI' A(:TI'ATI'GACAGCA CI'GGACA CAACA‘ITA'ITI’GI’GI’ GT! CI'
430 440 450 460
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Da mesma maneira, € posivel visualizar os aminoacidos
de um CDS. Selecione o CDS, clique no menu View e
selecione a opcao Aminoacids of Selection, ou
ainda, Aminoacids of Selecion As Fasta.

Feature base viewer for feature:g6.t1:CDS
View

>06.11:CDS - 194184: 198662 MN: 16799.324
ATIRYIFSTKQMIFLDLVIALYSQEVLDECPLIQELIKFMTTLNEDATICGVANGFKMFVF
10 20 30 40 50 60
KSCMNVSPLIPLMELVLSLFLSYYYIREEY SERVPINFLTKISYFYIVKTSANCICLAEK
100 110 12

70 80 90 o
1STYSLPLITSGQTETCLMEVTTSYlQHFLDIFNIICVS
130 140 150

Close Save
jaclozen)
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O Artemis permite a execucao de 5 tipos diferentes de
BLAST utilizando a interface web do NCBI;

Selecione a Feature que deseja "blastar"”, clique com o

botao direito e navegue pela opcao Run até NCBI
Searches;
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8 O 0 Artemis Entry Edit: seqs12.contig

File Entries Select View Goto Edit Create Run Graph Display

[v] seqs12.contig seqs12.contig.gff
bases 1538 amino acids 512 gl.t1:CDS

Entry:

Selected feature: (/Parent=gl.t1 /codon_start=1 /ID=gl.11:CDS)

(R (T T AR TR (T TR AT AT R

Ml

00 1 et

LR A 1

[»

00 1 O 1 AT
L U VR Y (W VT L AV TR | R AT
68139997 =
|§aa<| |1608 |2200 - |3200 [ELLL l@sa |5600 NCBI Searches W bastp | |10400 |
al internal internal internal Pfam Search thlastn Lraq
LT W A T B Rfam Search blastn {1 10001
Run fasta on selected features against »| blastx ST
FUEE LRI I T LTI 0 B e o e e erars | thlastx
e m | RN AR (T [ (110 |'1| Run pepstats on selected features 00
Run blastp on selected features against » R
:J I ] Run tblastn on selected features against » [»
RPGPTWPSV QY KTIULIEKTISSENIEKT CHS+TCIQJSTIULFTUDSTI Q Y |Runhth on selected features RLYLTITFTLF
¥ Q AQLPAY TRS # K HLKINATISARGAFYTLTV S S T|Run smart on selected features LGYTI®xYFTYF
. S RPNSQRTTIGQODLHKNTLTI®X®XZK#MPLVPEUHFTI % Y PV Run clustalx (PROTEIN) on selected features + ¥V I FDIFTI §
GTCCAGGCCCAACTCCCAGCGTACAATACAAGATCTTAAAAATCTCATCTGAAAAT AAATGCCATT AGT GCCAGAGCATTTTATT T GACAGT ATCCAGT A CTAGGTTATATTTGATATTTTTATITC
26 40 60 £ 19@| Run jalview (PROTEIN) on selected features 160
CAGGTCCGGGTTGAGGGT CGCATGTTATGTTCTAGAATTTTTAGAGT AGACTTTTATTTACGGTAATCACGGTCTCGTAAAATAAACTGTCATAGGTCATGS Run thlastx on selected features against b GATCCAATATAAACTATAAAAAT AAA
DLGLEWRYTICSRLFRMOQFYTIGNTGSCEKTIQCY G T S punplastn on selected features against »|* T I N § T K I E
. GP GV GLTTCYLTIU KT FTIEDSTFTLUHMW#®HWLMEKNTSGSLTIMWY > LNY KINIEKN =%
T W AWSGAYLVYVLDG$#FDXRFTIFAMLALANGSEGEKYT D L v |Runblastxon selected features against P # I QY KG#K.>
«Jun] | Run fastx on selected features N
<<
fasta_record 145080 157324 68146021 length 12245 cvg_27.4_tip_0 31D GUTEENES (D EREE:] YIS B
fasta_record 157325 169571 68146623 length 12247 1 Run jalview on selected features
fasta_record 169572 1818260 68148025 length 12249 8 N
fasta_record 181821 104096 68148027 length 12276 p_1 SC8 TERIE EEEnE
fasta_record 194097 206376 63146029 length 12288 cvg_13.4_tip_6 Set sigcleave options
gene 1 11444 ¢ Set pepstats options [
L lalladd Set blastp options »
1070 11444 ¢ Save List To File |
internal 1676 1235 c - Set tblastn options P
internal 2796 2930 ¢ Show Selected Qualifiers ... |gat pth options 3
internal 4552 4755 ¢
internal 7821 7235 ¢ Entries | Set smart options
internal 7304 7586 ¢ Select | Set clustalx options
internal 7924 8881 ¢ View »| Set jalview options
;2%::2:{ 8544 gggg E Goto »| Set tblastx options » [
initial 11398 11444 ¢ Edit | Set blastn options >
M start_codon 11442 11444 ¢ Create »| Set blastx options »
gene 105872 168398 ¢ o »
DS 165872 1983983 ¢ Write Set fastx options
stop_codon 165872 185874 ¢ Run | Set clustalx options
terminal 105872 186617 ¢
I 105872 108398 ¢ [J Show Correlation Scores
internal 106338 186369 ¢ [J Show Gene Names
internal 167791 167946 c [J Show Systematic ID
initial 108384 168398 ¢ = |
M start_codon 103396 108398 ¢ J Show Products ~|
q i [J Show Qualifiers »
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Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display
Entry: [v]seqsl2.contig [v]seqsl2.contig.gff
Selected feature: bases 1538 amino acids 512 gl1.t1:CDS (/Parent=gl.tl /codon_start=1 /ID=ql.t1:CDS)

T T T A T T e
L R0 1 11 AT TR
L R M AR T TR A Y (W YT R11] L 1 1 1 T A | R AT

68139997 =
|8o8 |1600 |2408 |3200 |4000 |4800 |s600 |6400 |7200 |3000 |5300 |os00 |10408 H
41 q T LT C I g L1 9 I
gl internal internal internal inter internal internal internal
O AT T YRR A T (R

internal
| T T T
Ve H
DU DR IO o @ Options for blastp T T AT
mem mo (] E NCBI Database |nr | JNCUKTE L ORUE MO0 OO 0L O LR |

-

] Number of hits to keep 500 [»]
=-

RPGPTPSVYQYKTILEKTISSE Gap open cost 11 ¥ VP CKEK®#LTRLYLTIFLF
¥V 0 AQLPAYNTRSG®#EKSH.L M FLVEKNNGS®LGYTIS YFTYF
. SRPNSGQRTTIOQDLEKNLTI % Gap close cost 1 C S L # KIING+VIEFDTIEFTIS

AGGCCCA AGCGTACAATACARGATCTTAARAATCICATC ARARAT, E
28 10 Expect value 10.0 ‘ 148 166

CAGGTCCGGGTTGAGGGT CGCATGT TATGTTCT AGAAT TTTTAGAGT AGACT] . TACAAGGAACATTTTTTATTAAT TGATCCAAT ATAAACT AT ARRRAT ARAC
DLGLEWRYTICSRLFRHMDGQ Filter|None ‘V‘HEKYFIIL+TINSIKIE
. GPGVYGLTCYLTIEKTFTIETDS TGQLFYNUVYLNYEKTINEKDN
T W AWSGAYLVYLDG®FDXRE Blast service/plain|w INRTFFL®#SP#IQYK#2K.IZ
4N »
-

fasta_record 11974 23968 68139999 length 1 -
factarecord 23069 35065 68140081 length 1 I 0K H Cancelar ‘ =
fasta_record 35966 47976 length 1

fasta_record 47977 60062 length 1.

fasta_record 60603 72654 length 1265

fasta_record 72055 84171 63140009 1length 12117 cvg_15.1 tip_6

fasta_record 84172 96302 63146611 length 12131 cvg_29.9 tip_1 i
fasta_record 963083 108437 631468613 length 12135 cvg_14.2 tip_1
fasta_record 168438 120616 63148615 length 12179 cvg_14.9 tip_8
fasta_record 128617 132340 63146617 length 12224 cvg_14.8 tip_8
fasta_record 132841 145679 length 12239 cvg_14.8_tip_1 =

fasta_record 145680 157324 length 12245 cvg_27.4_tip_8
fasta_record 157325 169571 length 12247 cvg_15.6_tip_1
fasta_record 169572 181320 63146625 length 12249 cvg_15.2 tip_8
fasta_record 181821 194696 63148627 length 12276 cvg_13.9 tip_1
fasta_record 104897 206376 63148629 length 12286 cvg_13.4_tip_6
gene 1 11444 ¢
[ JuizVE 1 11444 ¢
70 c
internal 1235 ¢
internal 2796 2938 ¢
internal 4552 4755 ¢
internal 7621 7235 ¢
internal 7394 7586 ¢
internal 7924 8081 ¢
internal 8544 8694 ¢ |
internal 9734 9994 ¢ hd

<« I | [»



Anotacao de genes no Artemis

Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display
Entry: [v]seqsl2.contig [v]seqsl2.contig.gff
Selected feature: bases 1538 amino acids 512 gl1.t1:CDS (/Parent=gl.tl /codon_start=1 /ID=ql.t1:CDS)

T T T A T T e
L R0 1 11 AT TR
L R M AR T TR A Y (W YT R11] L 1 1 1 T A | R AT

68139997 =
|8o8 |1600 |2408 |3200 |4000 |4800 |s600 |6400 |7200 |3000 |5300 |os00 |10408 H
41 q T L] C I g L1 L 1
gl internal internal internal inter internal internal internal internal
L T T T AT LIS L 1 1T

(L A W AR
e

« ]

1 1 AT R [
1 DI E R e 1 FIE TP 0T Fie T

O T R T R AR (T

> L]

<<
RPGPTPSVY QY KILIKTISSENE KT CHS+TCQSILFDSIOQYTFSCVYIFKYWVYPCKEKH S#LTRLYLTIFTLTF
¥V g AQLPAYNTRS®#KSHLIEKTINA AISARAFYLTWVSSTFPVWV#YLNMFLVYHKNNSRLTGYTI®=%X?YFYF
S RPNSQRTTIOQDLIEKNILTI®SX®ZK®#MPLVPEWHTFTIx2QYPVLFLCNTI®S®TITCSIL®#KTITINS+VYTIFDTITFTI g
A A AT A, A, ATT. A T A ATTTAAATATI AAAAAT, &

20 40 60 80 108 126 148 166
CAGGTCCGGGTTGAGGGT CGCATGTTATGTTCTAGAATTTT TAGAGT AGACTTTTATTT ACGGT AATCACGGT CTCGT AAAAT AAACTGTCATAGGTCATGAAAAGGACACATT ATAAATTTATACAAGGAACATTTTTTATTAATTGATCCAATATAAACTATAAAAAT ALAG
bDLGLEWRVYICSRLFRMOQFYTIGHMILSC KT O CY GTSKRHLTI®TIMHEI KYFTITILS+TTINSTIEKTIE

. GP GV GLTTCYLTIZKTFTIETDSTFTLH ] MOVl I w Y KEQTINLYTGOQLFYNUWVLNYEKTINEKN X
T W AW S GAY LV LD#FDxxRFTIFAMLALAN®EREKYTDLYKGTYYHKFTINRTFFLGS®SP#2TIQ QYK?2K.I~
CaA »
<<

fasta_record 11974 23968 63139999 length 11995 cvg_14.8 tip_8 =

fasta_record 23969 35965 63146601 length 11997 cvg_36.1 tip_1
fasta_record 35066 47976 length 12011 cvg_14.2_ tip_1
fasta_record 47977 60062 length 12026 cvg_14.3 tip_1
fasta_record 60083 72654 length 12652 cvg_14.4_tip_1
fasta_record 72855 84171 63146609 length 12117 cvg_15.1 tip_8
fasta_record 84172 96362 63146611 length 12131 cvg_29.9 tip_1 y
fasta_record 963083 108437 68148613 length 12135 cvg_14.2 tip_1
fasta_record 168438 126616 63148615 length 12179 cvg_14.9 tip_8
fasta_record 128617 132340 63146617 length 12224 cvg_14.8 tip_8
fasta_record 132841 145679 length 12239 cvg_14.8_tip_1 =
fasta_record 145680 157324 length 12245 cvg_27.4_tip_8

fasta_record 157325 169571 length 12247 cvg_15.6_tip_1
fasta_record 169572 181320 63146625 length 12249 cvg_15.2 tip_8
fasta_record 181821 194696 63148627 length 12276 cvg_13.9 tip_1
fasta_record 104897 206376 63148629 length 12286 cvg_13.4_tip_6
gene 1 11444 ¢
[ JuizVE 1 11444 ¢
70 c
internal 1235 ¢
internal 2796 2938 ¢
internal 4552 4755 ¢
internal 7621 7235 ¢
internal 7394 7586 ¢
internal 7924 8081 ¢
internal 8544 8694 ¢ |
internal 9734 9994 ¢ hd

<« I | [»



Anotacao de genes no Artemis

O resultado do BLAST em formato HTML &

automaticamente aberto pelo Browser (nao confundir
com Bowser).




Anotacao de genes no Artemis

NCBI Blast:g1.t1:CDS g1.t1:CDS undefined product 1070:11444
c |

Apple Yahoo! Google Maps YouTube Wikipédia Noticias ¥ Popular v

® The information on this web site remains accessible; but, due to the lapse in government funding, the information may not be up to date, and the agency may not be able to respond to inquiries until appropriations are enacted. For
updates regarding government operating status see USA.gov.

» NCBI BLAST/ blastp suite/ Formatting Results - 533CHN9SU013
YoulTi[J How to read this page Blast report description

Edit and Resubmit Save Search St i > Formatting options > Download

g1.t1:CDS g1.t1:CDS undefined product 1070:11444

RID 53CHN9SU013 (Expires on 10-08 02:55 am)
Database Name nr
All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding

Query ID Icl|63507
Description g1.t1:CDS g1.t1:CDS undefined product 1070:11444 reverse MW:56817 Description

Molecule type amino acid environmental samples from WGS projects
Program BLASTP 2.2.28+ P Citation

Query Length 512

Other reports: p Search Summary [Taxonomy reports] [Distance tree of results] [Multiple alignment]

©Graphic Summary
Distribution of 200 Blast Hits on the Query Sequence &

Mouse over to see the defline, click to show alignments

Color key for alignment scores
<40 40-50 80-200 00

Q u e vy | —
] | I I I

|
1 100 200 300 400 500




Anotacao de genes no Artemis

O resultado do BLAST pode ser utilizado para
caracterizar o gene através do Artemis;

[BDownload v GenPept i | ®00

Artemis Gene Builder: g2

PREDICTEL( junction plakoglobin-like pAnolis carolinensis] Ll FdiL
Sequence ID: ref] . g™\ 740 Number of Matches: 1 192 [ Gene Map
¢ Jg2.t1 |

Mateh [y g2.t1:00s
Identities Positives Gaps Q2

92/102(90%) 97/102(95%) 0/102(0%) li |

Range 1: 639 to 740 GenPept Graphics
Score Expect Method
202 bits(514) 1e-58 Compositional matrix adjust

Query 17 ATYAAAVLFRISEDKNPDYRKRVSVELTNSLFKHDPARWEAAQSMIPIHEPYADELDAGY 76 l |
ATYAAAVLFRISEDKNPDYRKRVSVELTNSLFKHDPAAW

SAAQSMIPIHEPY DELD GY
Sbjct 639 ATYAAAVLFRISEDKNPDYRKRVSVELTNSLFKHDPAAWEAMQSMIPIHEPYGDELDPGY 698

Query 77 RGMYSAEIPMDPMDMHLDMDGDYPMDTYSDGVRAPYPDHMLA
RGMYSAE+PMD MDMH+D+DGDYP+D YSDG+RAPY DHMLA
Sbjct 699 RGMYSAEMPMDAMDMHVDLDGDYPIDGYSDGIRAPYTDHMLA 740

[ Annotation :: g2.t1:CDS }

Key: |cDS |v| Add qualifier: |note v
Location: |complement(join(105872..106017,106330..106369,107791..107946,108384..108398)) |

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

/Parent=g2.t1
/codon_start=1

Mrﬁwb
/product="junction plakoglobin-like"
N~——

(o] [t | [ ]




notacao de genes no Artemis

e 00 Artemis Entry Edit: seqs12.contig
File Entries Select View Goto Edit Create Run Graph Display

Entry: seqs12.contig seqs12.contig.gff
Selected feature: bases 357 amino acids 118 @2.t1:CDS (/Parent=g2.tl /codon_start=1 /ID=g2.t1:CDS /product="junction plakoglobin-like")

L A AT R T TR TR T L 1 1 R
L T 1 1 1
A 1 11

»

68140015
|103200 |104000 |104300 105600 |106400 |167200 |105900 |108890 |109600 |110400 |111200 |112000 |112800 [113¢
CIT_ {1 T q

stop_codon :rnal

internal start_codon
L T W 1 11 T T R (AN | AR T
11 1 N glul_LDLI T (1 T RN
O 1 1 A W R IR R R R I WA

< |
=~
L KEYTIHKETDYTIxEFILN®IEKT GLI KLSYNLTPRSDMSNI SRRHMNTLTCNUVYVYSLPTIZSETZSUVLLLFYTTLTI
# KNI $#RRTITTFDFTIIKIKDS®N®VTTILLLDOQGQTTCQTRDUYTxRCAMNYPCQFLSQOCCTCTCSTIL®S2S
I K R I Y K GG LHLTIGSKTLKR T K TKLQGQSY S+ I RHWVEKLATSHDUWVVQCTILANEFxXWYS WV AWV VLY SNE

L 1 T A |

[«]

-

[mT»

[TAAAAGAA ACATTTGATTTCTAAATTAAAAA ACTAAGTTACAATCTTACTCCTAGATCAGACATGT T Al ACATGACGTTGTGCAATGTATCETTGC [TCTGAGTCAGTGTTGCTGTTGTTCTATACTCTAATCC
0832' 163348 @BBG. 163338 163460 168420 168440 168460 1634

AL CTTATATATTTCCTCCTAATGT AAACT AAAGATTT AR CCTGA GATTCAATGTTAGAATGAGGATCTAGT CT] AGTTTGAGCGCTGCAGTGTACTGCAACACGTTACATAGGAACGGTTAAAGACTCAGTCACAACGACAACAAGATATGAGATTAGE
L L I Y L P P N C K I E L N F L ¥yLVYLNCD®S®ES+TILCTLSAVYDCSTTT CHTIRALIEKTI GQTLTATTRYETLG
Ll i DFERR%MVYNUHLTDI KT GTIESDTNSNNS+UVRTIH

k3 —
¥ F F I Y L L I Vv N S K + I L F S + F + T V I K S R S % ¥V H T {V R ST VHRIOQATIYGQOwWNURL®xXxHQQQQETIS+ D |V
4 Il »
<< ‘
(I e 1 11444 ¢ /ID=gl.tl /Parent=gl B
DS 1876 11444 /Parent=gl.t1 /codon_start=1 /ID=gl.t1:CDS
internal 1076 1235 /gene_id='gl' /transcript_id='gl.t1' /codon_start=3
internal 2796 2930 /gene_id='ql' /transcript_id='gl.t1l' /codon_start=3
internal 4552 4755 gl' /transcript_id='gl.t1l' /codon_start=3
internal 7621 7235 gl' /transcript_id='gl.tl' /codon_start=2
internal 7394 7586 gl' /transcript_id='gl.tl' /codon_start=3
internal 7924 8631 gl' /transcript_id='gl.t1' /codon_start=2 I
internal 8544 8694 gl' /transcript_id='gl.t1' /codon_start=3
internal 9734 9994 gl' /transcript_id='gl.t1' /codon_start=3
initial 11396 11444 gl' /transcript_id='gl.t1' /codon_start=1
M start_codon 11442 11444 gl' /transcript_id='gl.t1' /codon_start=1 3

gene 163398

nnnnnnnnnnnonf@rnnonnnnnnnnn

/codon_start=1 / product="junction plakoglobin-1like"
s‘top codon 165872 105874 g2' /transcript_id='g2.t1' /codon_start=1
terminal 165872 106617 /gene_id='q2' /transcript_id='g2.t1' /codon_start=3
Il RN 185872 108398 /ID=g2.t1 /Parent=g2 —
internal 1663308 106369 id='g2' /transcript_id='g2.t1' /codon_start=1
internal 167791 167946 g2' /transcript_id='g2.t1' /codon_start=1
initial 163384 168398 g2' /transcript_id='g2.t1l' /codon_start=1
M start_codon 168396 168398 /gene_id='g2' /transcript_id='g2.t1l' /codon_start=1
gene 139663 145079 /ID=¢g3 /score=1
CDS 139663 139976 /Parent=g3.t1 /codon_start=3 /ID=g3.tl{cds}
stop_codon 139663 139665 /transcript_id='g3.tl' /codon_start=1
terminal 139663 139976 /gene_id='g3' /transcript_id='g3.t1' /codon_start=3
Il RN 139663 145679 /ID=g3.t1l /Parent=g3 |
gene 145514 157324 /ID=g4 /score=1 >|

<] Il I [»]




Anotacao de genes no Artemis

Também é possivel fazer uma busca por dominios
conservados do Pfam diretamente pelo Artemis.

¢ wellcome trust
>\ HOME | SEARCH | BROWSE | FTP | HELP | ABOUT Qm
4

sanger
e e ] (3

institute

Sequence search results

Show the detailed description of this results page.
We found 1 Pfam-A match to your search sequence (all significant). You did not choose to search for Pfam-B matches.

I

Show the search options and sequence that you submitted.
Return to the search form to look for Pfam domains on a new sequence.

Significant Pfam-A Matches

Show or hide all alignments.
| Envelope | Alignment | HMM | B Predicted Show/ hide
mmummmmm- S sckmstae | ket

1.6e-23

HDAC4 Gln Glutamine rich N terminal domain of hist DOTEl 29 82 55

Comments or questions on the site? Send a mail to pfam-help@sanger.ac.uk. Our cookie policy.
The Wellcome Trust
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AS SeqUénCiaS pOdem gL? git Artemis Gene Builder: g3
93 [Gene Map |

ser caracterizadas com Bl | |
diversas  informacoes — gl
diferentes, e  essas o -

(“Annotation :: g3.t1{cds} |

informacoes podem ser | . e i o 5

Location: |complement (139663..139970) |

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

/Parent=g3.1t1l

/codon_start=3
2

diretamente pelo eie——

o . <wamme rich N terminal domain of hist"
Artemis (assim como
feito no BLAST).

Coc ] [one | [y |




