52 passo

Voltar ao site do NCBI
Atualizar as posicoes iniciais e finais nos quadrinhos

A posicao inicial vai no quadrinho ‘from’ e a posicao final no ‘to’ (independente se é
Foward ou Reverse, porque o calculo acima ja estabelece o inicio e fim da sequéncia)

clicar em Update View

8 ncbi.nlm.nih.gov/nuccore/NC_037343.1?%report=fasta@ifrom=60454698&to=605585628&strand=true

& NCBI  Resources (&) How To @

Nucleotide Nucleatide ~

Advanced

o COVID-19 Information

Public health information (CDC) | Research information (NIH) | SARS-CoV-2 data (NCBI) | Prevention and treatment information (HHS) | Espariol

FASTA Send to: =

Bos taurus isolate L1 Dominette 01449 registration number 42190680 breed
Hereford chromosome 16, ARS-UCD1.2, whole genome shotgun sequence
NCBI Reference Sequence: NC_037343.1

GenBank Graphics

>NC_837343.1:c68558562-6@454698 Bos taurus isolate L1 Dominette 21449 registration number
42198688 breed Hereford chromosome 16, ARS-UCD1.2, whole genome shotgun sequence
GETCEEAETTECEGGCAGGRAGACGCTCTATCCCACGLTCTCCCAGTGCTCOATGETTTAAAGATGECGECG
GCGGCAGCAGCEGCAGCATTGEGEOCGCEGAGCCGLGEGATAOGAAGGOAAAAGGAGAACCTETGAGECG
TCGGEGEAGECAGCGCGECECCTECTETGAGGAGTCGEGTGCGGAGCCGCAGGCTGCCGEACCGCTCAGGGC
CGGEGECCTEEGTTEGEAAGGAGAGGCCGGAGCAGCGCCTEEAACCCCGAGGCCAGAGCCGAGGAGGAATG
TEACCAGGGETCOTCOEAGEGCEOGAGTAAGCTAGCGCAGREATGEGGCAGCAGETEOGCCGCGTCGEGE
GAGGCTCCGAGECTTCAGCAGT COCAACCCCGUEGEATCCGREGCAGCAGCGCAGCCAGGCCCTCTGETC
GCAGGCGEEACTTGGETEEGGCGCACCGCAGAGGCCGECTTCAATATCTTCACCCAGCATGETGAGTGTGT
CCGGGAGCCGGCETGAGGACGTGEEGEAGECCEGAGETGEAGT TGEGGCGGGGTGGGAGECAGACAGECA
GCCCTAGGGEETCGAGCGEETEGARGEGTECCCGAGAGTGGEEGCEEAATCGGCTGCCATCTGGECCAGT
CACGERAGGCEAGTCACACCCCTCCCCCCTCCOGTCTCCATCCTOACTGECAGCTCCCOGGEGECGRAGGEA
GEAAAGAGAAGTGETCTTAGGGATCTTGGATGGACTGTCGTCTACACTGGACACGACTGTGCGGCTCGGE
GOGCACGAETECATGAETATCCTCAGEGEAGAGGAGACTGAGERAGETGTAAGCTTAATCCAGGTGTTAGCA
TAAATAGGTTGTTATCGAAGGEACCGTGAAT TATGLCTGGAGEGAT TGAGAAACAGGAACTGAATCTCAG
GACGTAGTGGTTTGTGAAGT AGACGAACAAGCCAGOCAATGAGCGETAT TAGGATAGTGAACAGTGCCCT
GAAATACACTTCTATGEEAAAGGTAAGAATAGTAACTCAGCATTTGAATTTTTTTCTTTTTTCCCCAAAG
TOGAACTGAAGGEETTT TG TARACCATCCTCTGTTCTTCTCTTTTTGAAGTGARAGTGAAGTGGCTCAGT
COTETCCGATTCTTTGCGACCCCATGEACTETAGCATACCAGECTTCTCAGT CCATGGRATTTTCCAGGL

Change region shown

Whaole sequence

from: 60558262 to: 60561562

| Update View |

Customize view

Display options
Show reverse complement
I Show gap features

| Update View |

Analyze this sequence
Run BLAST

Pick Primers
Highlight Sequence Features

Find in this Sequence




62 passo

e O site vai gerar uma nova sequéncia

com 3.301 bases
e EstaéasequénciadoFT

e Copiar a sequéncia da primeira até

ultima base

C  # ncbinimnihgoy/nuccore/NC_037343.17repart=Fastadifrom =604546984t0=605585628strand=true

FASTA~

0 Showing 3.30kb region from base 60558262 to 60561562

Bos taurus isolate L1 Dominette 01449 registration number 42190680 breed
Hereford chromosome 16, ARS-UCD1.2, whole genome shotgun sequence

NCBI Reference Sequence: NC_037343.1
GenBank  Graphics

»NC_#37343.1:¢60561562-68558262 Bos taurus isolate L1 Dominette 81449 registration number
42190680 breed Hereford chromosome 16, ARS-UCD1.2, whole genome shotgun sequence

GCAATGACAGGAAGAGGTATTTTTGTTTTAGTGAATTGTTTGGTGCT, TCTCARAAGAA
ARGGCTAGTAGCAGGAGARTTCAGCAGAAAGATRACC TGGATATCCATACARATGTAGAGARAGAAATAT
GEACTAATATGEGAGATAATGTAAGACTGECAATACCCTGRARATCCAGATGAGTCAAGACAGGEATCAG
TEAAGCACCGCTTACCTRTTCCTTGCTTCTGAAAATTGTGGTATTACTTCTATTACAGGEAAGRTAAAGA
TGATGAGTATCTTTGTCTTCATTGTGCCTCATTGATGACGATGGGTTTGATTTTTCATGCCATCCCCTGE
CCATTGCTCAGRTGAGGCTGTCCCTATGCTACTRTGCACCATGCACTCTACCTTTTTTTTTCATCTGGTT
TCTATACCTGCCTGGTCTTCATCTGRCTTTTRCTCCTRCCTGGAGTTCACAGCTGCCCTCAATTCAGCTT
GAGCTAGTACTACTTGERATTGTTTTAAGTGT TTCAATGGTTTCAAGTGTGTAATTCTCAGGTGAGTCAL
TTGGGCTTGATTTTATTGAGATGAAATAGTGTCCCACACCTAAGTAAGTAGTTTCTCCCTRGTCTATTGL
CCCTCACTCCCATTCTGARAATTCCCATTTCACTTTGARAAATATATCTTATATTTGCCTTAGTTTTGTG
CTCCATCRTGTCTGACTTCTTGCAATCCCGTRGACTATGGCCCGTTAGGCTCCTCTGTCCATGGGATTCT
(CCAGGCAAGAATACTGGAGTGEGTTGCCCACTTCTCCACCGRCATCTTCCCAACCCAAGGATCGAACCCA
CATCTCATGCATCTCCTGCATTGACAGGCAGATTCTTGACCACTGGGAAGCCCTTGCCTAAGTCTAGGCA
GEATCTTAAGAATCCATGGTGRAGGAATCTTCATATGCTARACAMAAGTAGTATTTCACATATAATAGTT
TGCATGTGCAGGTACTGGTGATGACCAGGTAGGGATGCCTAATAAAGTGATATGATTCCATGTGTTTTTA
TTGGTAGATTGETGTTTTTCTTTTTAGTTAAATGCAAGGTGTCAGGTGGTGGTGATGCATEGCTCACCTG
ARTAARTACTGTAGAATTTGTTCCATGATCTAAGCATATTGCATTTGAAAARATTAGRCCTGGARATTTE
ATGAGCTTCTGAAAARATTACATTTTTTTGGTACTAATAGTGCTTTTTATATACCAAATACTGTTTTAAG
TGCCTTATTTTACATTAGCCARTTTAATTGTCACAACAGC CCTATAAGGTAGGTACTATTGCTATCACCA
TCACCTCACAGATGAGGAACTGATGCACAAAGAGGTTARATATTTGCCTAAGAACAARTAGCGAACATGT
ATGTAATCAGAGCTCAGTTTTGAACTTAAGCAGTCTGECTTAAGTGCCTETCCTTAACCACTGCACTATE
CTATACCCATCCATTGCATACTGTTAAAGAATTAGCAGAGAACCCAGATCTGTTTCCAAGTGACATTCTC
TCAGATAATAARATCAAACAGCAAAACCAATTCTGECTCTATGATCACCTTTATCCCTTATCAGTGATTT
CTATTTTTTTTGCAAACACTTTGOGAATTAARAGGAARAAAAGTATT TAAACACAGGAAAACTTTGATCC
ARATGAAAAATTCATATTGTATCCAGTGCTARAGCACAGTGTTTCTTTTGCCATTTGETGEECAATTTCA
GTTATTTCTGATGATACCCTGGATGGCAATGGAATAATTTCATAGAGCTTTTATTGTAGTGAATACTAAT
GETTCATCTTTCATCCTGAGATCTTTCATCTCTCCAAAGGAGAGCTCATCCACCTTTTCTCCTGEACCTT
ATCTTCCCARTGGTTGTTTTGTTGGTTTTTGCAATGGCTCCTATACTGTGCTTTCAAGCAAATTTTCAGT

Sendto:v

Wy 0N

Change region shown &
\Whole sequence

® Selected region
from: 60556262 fo: Bl561562

[ Update View |
Customize view &
Display options
Show reverse complement
(] Show gap features

| Update View |

Analyze this sequence
Run BLAST

Pick Primers
Highlight Sequence Feaures
Find in this Sequence

Showrin Genome Data Viewer

Related information
Assembly

BioProject
BioSample

Protein

'
'

* Colar asequéncia em um arquivo no
word

e Revisao -> contar Palavras
* Verificar se os caracteres dao 3.301

Inserir Layout da Pagina Referéncias Correspondéncias Revisdo Exibicao

ABC a‘ ﬁ j 25 Final: Mostrar Marcacio - j’ &} Anterior : by
: - J o |
J [123] 5’ 1) ‘—J o 4 L3 —-‘)’ 2 Mostrar Marcacdes = i Y pioimo | — -
iode Contar | Traduzir ldioma Nova Controlar . . Aceitar Rejeitar Comparar Restringir
nos Palawas v * | Comentario Alteractes + [ Painel de Revisio - A " Edicio
Idioma Comentarios Controle Alteracfies Comparar Proteger
L7 j[=]
Estatisticas:

GCRAT  paginas 1

RAGGC!

ceacrd  Palavras 45

TeARG]  Caracteres (sem espacos) 3.301

TGAIG.

coart Caracteres {com espacos) 3,301

rcrary  Paragrafos 48

GAGCH  |jnhas 43

TTGGG

CCeIC Indluir caixas de texto, notas de rodapé e notas de fim

CTCCA!

CCRGG

CATCT

GGATC

TGCATGTGCAGGTACTGGTGATGACCAGGTAGGGATGCCTAATARAGT GATATGATTCCATGTGTTTTTA
TTGGTAGATTGGTGTTTTTCTTTT TAGT TRAAATGCARGGT GTCAGGTGGT GGTGGTGCATGGCTCACCTG
AATAAATACTGTAGAATTTGT TCCATGAT CTAAGCATATT GCATTTGARAAAAATTAGGCCTGGAAATTTG
ATGAGCTTCTGAAAAAATTACATTTTTT TGGTACTARTAGTGCTTTTTATATACCAAATACTGTTTTAAG
TGCCTTATTTTACATTAGCCARTTTARTTGTCACRACAGCCCTATAAGGTAGGTACTATTGCTATCACCA
TCACCTCACAGATGAGGAACT GATGCACARAGAGGTTARATATTTGCCTAAGAACAAATAGCGAACATGT
ATGTAATCAGAGCTCAGTTTTGAACTTAAGCAGTCTGGCTTAAGTGCCTGTCCTTAACCACTGCACTATG
CTATACCCATCCATTGCATACTGTTARAGRATTAGCAGAGAACCCAGATCTGTTTCCAAGTGACATTCTC
TCAGATAATAARRATCAAACAGCAARACCAATTCTGGCTCTATGATCACCTTTATCCCTTATCAGTGATTT
CTATTTTTTTTGCAAACACTTTCCCAAT TAARAGCARAAAAACTAT TTAAACACAGGAAAACT TTGATCC

& Portugués (Brasil) |




Colar sequéncias no bloco
de notas

O bloco de notas ficara assim:
>Nomedogenel|hgl9

A G RNt
............................... (toda a sequéncia)

>Nomedogene2|hgl9

ACT e
............................... (toda a sequéncia)

Sempre lembrar de deixar uma linha em
branco de intervalo entre o final de uma
sequéncia e o inicio do nome do gene
seguinte (exemplo imagem ao lado)

e Assequéncias sao formadascomas
letras A, C, Te G.

* Quando tiver um “N” na sequéncia é
missing (a base nitrogenada daquela
posicao nao foi identificada)

an

* Tem que substituir o “N” por “

*Se algum gene tiver o nome com a letra
N, tomar cuidado para nao
substituir/alterar o nome dos genes

72 passo

Arquive Editar  Formatar  Exibir  Ajuda
TAAGAGTAACAGAAACACATACGTAGTTAGATGGTAAAGAAGT TCAAGAGGACTTCATGATAATATAATA
GLAGGAATCGGGTTATAACTGCTTCCCCAATGAGATTGTAGAGTACAGACAACCAAGGTGLGTGCAATTT
COCATCATGAAAT AATTTCAAAAAATTACCATGARATAATGTACTTTATTATGTTCACGTAAATTTTATA
TCATTTAATTTTGACTGTATGTCTGCTGCTRACACGGGTATTTAAAGGAATCCTCCAGGRTATTTTAGAT
AGCCTCACCTGEATGGCAAGCACCAAACTTCTTGTGCTTTTCCATCCCAGCTRAGTCRGCTAAAGAACTG
TGCGCCCTGGECGCTCAGCGCAACTGATTGATTTGACAGGTGRAGGTGLGACAGGLARACCTTTAAACCG
ACCGACCCCCCAAAAGGCGATAAGCGLGT TGAACCRAACTTGRGGAGGGETCGLCTAAGTGGATTCGGALG
TGGGEAGGCCGAGCTGCCGLEAAGGAACAGAGGGCALGAAAGACCTAAAGCAGCTGTAGACGTGCCAACGAG
GTGEETACCGRAEATAEAGETGGEAEGTTEACCCACCCTGLAAGGAGGCALLGGCLALGLAGGAGHELLGEG
GGCELALGEGEAGGLGELECAGEAECCGLCALEAAGCCCACCCCCTRARTATAGCGGAGATGACTGGTCGGGTTG
COGGCAGGAGACGCTCTGTCCCACGCTCTCCCAGTGCTCGETGRTTTAAAGATGGCGGCGGLGGCAGCAG
CGGCAGCATTGEGEGRCGCGLAGCCGLGREATGLEGAAGGGAAAAGGAGAACCTGTGAGGCGTCGGLAGGCA
GCGCEECGCCTACTOTGAGGAGTCAGLTGLGGAGCCGCAGGCTGCCGEACCGCTCAGGGCCGGRELCTGG
GTTGEEAAGGAGAGGCCGGAGCAGCGCCTAGEAACCCCGAGLGCCAGAGCCOAGGAGLGAATGTGACCAGGEG
TCGTCGRAGGC

>TMEM245 | hg19

CATTCCCAATGTTTCAGTACCATTTCTCACAGGAAGCACAAACAACTTTTTTGAAAGGATAGCGAATCAT
CCATTCACTTGCTCAGCACCCTGAGCTTATGCTCTGTACTATGAATGGCCCATACCCCTGCGTCTCCTGE
ACTGGCAGGCGGATTCTTTACCCTAGCAGCCCTGAACAAAGTAAAGAGGAAAAAAGACGGTTTAAGACAA
CTGAAGCAAATTATTTACAGAGTCACTGTCCAAAGACCAC TTGAAAAACAGGGACTGTGACCTGAAACCT
AAAACAGGATGGAAAGGAATCACTTTTTCTTCTACTTGAAAATTTGT TGAAAACAGAAGAGAGGTAACTT
GCAGAGTTCTGAAGTACTCTCGTACTGAGTACTTAGTGAAACCTTCCTCCTTCCCTCCCTTCTTTCCTCC
CTCCTTTCTTTTCCTTCCTCTTATTTCTCTTCCTCCCCTTCCTCCTCATCCTCCTCTCCTTCCCCTTCCT
TCTCTTCTTCTTTCCCTTCTTCACCTCTCTCTTATTCTTCTAAMATAAAATGCCTTTGGAGGTGTTTTACA
AGCAGTAAGCTTGGGTACCAGGACCTTTCAACAAGAAMACAGAAGCACCATGCATTGTCTCAGAGCTCCC
TTTTTCTCTTTTGACACAAGAGTTTCTATTATCACTCCCATTTGAAAGGGGAAAT TAGGGTTGGGGGCTC
AACTGACCTGACCTCAGGTCTCCAAAATGGAACAGTGGCAGTTTGAGACTCTGACCTAGGGTTCCTCCAG
GAGTTTAGATTTCTCCAGCATCGACACCTACATGGTTGTCAACAATAGCTGCACATTAGGCTTTTCTGAA
GAGCTTTAAAAAATATATGCTAAACTTGCAGTGGTCCCCAGCCTTTTTGGCACCAGGCACTGGTTTCATG
AAACACAGTTTTTCCACTGGGGGTGAGGCTGGTTCAGGCTGTAATGCAAGCAGTGGGGAGCTGCAGATGA
AGCATCTCTTGCTCCCCCATGCTCATCTCCTGCTGAGCCACTGATTTCCTAACAGGCCCCTGATGGGTAC
CAGTCCGCAGCCTGGGGGTTGAGGACCCCTGTGCTAAAGTCTTCCTTGTCAGACCAATTTATTAACCTAG
TAGGTAAGAATCGACTTAGGAGTCAGACTCTTAGTTTGAATCCTGCCTCTGCACATACTAGCTGTGTACC

TTGGRCAAGGTACTTAACTTCTCTGAGCCTCAGTTTTCCTTATTGAGAAGTAGGGATAATAACACCATCTT
CTTTAETAGGATTET T TAAGGATC AGATEART TAATAGGANTAAGATGTTTATAAC AGARTI TR CATAT
Ln1, Col1 100%  Windows (CRLF) UTF-8

E| (= j[= =]




* No fim, salvar a planilha com essas informacodes, por
precaucao

ABL2 Reverse 60558562 60558262 60561562
TMEM245 Reverse 98686213 98685913 98689213
LOC101907107 Reverse 61982951 61982651 61985951

PEAK1 Reverse 32554681 32554381 32557681



TFM-Explorer

TFM-Explorer web server help examples download

home = TFM = tfm-explorer

What is TFM-Explorer ?

TEM-Explorer (Transcription Factor Matrix Explorer) is a program for analysing regulatory regions in eukaryotic genomes.

It takes a set of coregulated gene sequences, and searches for locally overrepresented transcription factor binding sites.
The algorithm proceeds in two steps:

= scans sequences for detecting all potential transcription factor binding sites, using weight matrices from JASPAR or TRANSFAC
{disclaimer)
L

extracts significant clusters (region of the input sequences associated with a factor) by calculating a score function.

TFM EXPLORER — WEB BROWSER
https://bioinfo.lifl.fr/tfm-explorer/tfm-explorer.php

PESQUISAR OS NOMES DOS FATORES
DE TRANSCRICAO - 82 PASSO



https://bioinfo.lifl.fr/tfm-explorer/tfm-explorer.php
https://bioinfo.lifl.fr/tfm-explorer/tfm-explorer.php
https://bioinfo.lifl.fr/tfm-explorer/tfm-explorer.php
https://bioinfo.lifl.fr/tfm-explorer/tfm-explorer.php
https://bioinfo.lifl.fr/tfm-explorer/tfm-explorer.php
https://bioinfo.lifl.fr/tfm-explorer/tfm-explorer.php

No site TFM — Explorer, clicar em web server

TFM-Explorer
TFM-Explorer _ help examples download

home = TFM = tfm-explorer

Enter regulatory sequences [?]

Enter the sequences name {opticnal) |

Available organisms: rat {rnd) mouse (mm2) human (hgl?) chicken (galGal3) d.melanogaster (dm3)

® Enter a list of RefSeq identifiers (NM_*) OR ) Enter a set of sequences in FASTA format [?]
Paste your data Paste your data
e e

or upload a file or upload a file

Run TFM-Explorer




Entar the sequences name {opticnal) | Deixar em branco

Available organisms: rat {rnd) mouse (mm38) human (hgl®) chicken (galGal3) d.melanogaster (dm3)

er a set of sequences in FASTA format [7]

() Enter a list of RefSeq identifiers (MM_*) OR

Paste your data me¥ U data
Anexar arquivo .txt
montado na etapa
i : anterior
or upload a file or upload a file
| Escolher arguivo |Nenhum arquivo selecionado | Escolher arquivo |1 - Lista FT_s=.ixt

Deixar -3000 e +300

Location [?]  [-3000 | |+300 |
(boundaries of the sequences in regard of the TSS. authorized values : -10000 to 5000)




Select transcription factor binding profiles [?]

Available weight matrices are public TRANSFAC (6.0) matrices and JASPAR 2009 vertebrate matrices

) Use public TRANSFAC matrices

only vertebrates “
only insects
all TRANSFAC -

@ Use all JASPAR vertebrate matrices N 5 O a Ite ra r

(1 Use all available TRANSFAC and JASPAR matrices

) Select weight matrices in the list below n a d a n e Sta

BSCRP_C -
FSABAA 01

FSABF _C p d rte
FSABF1_01

FSADR1_01 -

) Upload a file containing a list of weight matrice identifiers [?7]

| Escolher arguive ‘ Menhum arquive selecionado

Adjust parameters [?]

Mumber of clusters to display [?] (max 25} Diminuir o maximo P- value s6 se
Maximum P-value [7] tiver muitos (?) FT
Ratio (density of clusters) [?] Se ndo, deixar como esta

Enter your E-mail address (optional): | |

| Reset § Run TFM-Explorer |




¥ou request has been successfully submitted to TFM-EXPLORER
Your 1D is Nov_02_2021_00_03_57_9363

Summary of pairwise correlations between clusters [?]

Results for job Nov_02_2021_00_03_57_9363 [?]

4 clusters found. The figure below represents the clusters on the input sequences, each of them being described in the table. Click on a

cluster for detailed information.

30 KT 3400 0 16 130 10 630 350 ] 300

Click on a line to get more detailed information for a cluster [7].

Rank Factor Matrix ID Location Sequences P-Value Correlated with Legend Select
1 Ezrrb MAB141.1 +[-2957:-2851] 2 2.3%2-85 . |:|
2 FEV MAB1S5.1 +[-226@:-1575] 3 4.67e-85 4 |:|
3 FOXO3 MABLST.1 +[-2779:-1457] 4 4.542-85 . |:|
4 ELK£ MABBTS.1 +[-1283:-83588] 3 g.5982-85 H |:|

View transcription factor binding sites associated to selected clusters [?] | view |

correlation coefficient

[] <0.5

B >0.5and <0.7

| BN

Download results [?] : complete result files Nov_02_2021_00_03_57_9363.zip
summary in text format Mov 02 2021 00 03 57 9363.txt
1

Mone
4
CES 130

Database used JASPAR
Reqgion -3000 : 300
Date Tue Mov 2 00:04:23 2021
Minimum wi 30
Maximum wi 1500
Maximum number of windows to show 25
Minimal P-value 0.0001
Ratio 3.0

Na nova pagina que carrega, tem a
opcao:

Download results [?]: ....

Clicar na opcao gerada em ‘summary
in text format’

Vai carregar uma nova guia com 0s
resultados (proximo slide)

URL of results http://bicinfo.lifl.fr/cgi-bin/tfm-explorer/tfme.py?command=result&run_id=Nov_02_2021_00_03_57_9363



c

8 Dbiocinfo.lifl.fr/tfm-explorer/result/Nov_02_2021_00_03_57_9363/Nov_02_2021_00_03_57_9363.txt

3TFM Explorer
;Date
;Scanned location

;Scanned sequences

;Scanned matrices
;Paramsters

E

: Tue MNov 2 @@:84:23 2821
-3080: 388

Mone (4 seguences)

(138 matrices)

: minsize= 38, maxsize= 1588, ratio=3.8, top=25

3 headers
; 1 rank window rank
H 2 matrix matrix nams
H 3 tf transcription factor name
H 4 info information of content of the matrix
i 5 g gc content of the matrix {(G+C)%
3 & location location of the window (relatively to TSS)
K 7 pvalue pvalue of the window
PE—
1 MAG141.1 Esrrb l 12.8061905542 2.523864734814 -2957:-2851
list of nits
ABLZ -2957 -2945 + o.4a TaCTAAAGETGA
ABLZ -2898 - 2886 - 5.74 TGACCTGEATAT
LOC1elsa71a?y -2952 -25%4a 5.96 TEACCCTGTCCT
genes LOC1el19a71a? -2918 -2586 - .49 TEACCCTGCCCT
LocClelsarlay -2866 -2854 - 5.96 TEACCCTGTCCT
LOClelsaylay -2851 -2839 - 7.58 TGACCCTGECCT
p——
2 MAS156.1 FEV 12.1288832256 2.442387695745 -2388:-1575
o list Ofe=trres=
THMEM245 -2323 -2315 + 5.26 GaGEAAAT
THMEM245 -1977 -19&% - 7.43 ATTTCCTA
LOClelsa71a7 -2368 -2352 - 7.02 ATTTCCGT
LOClelsav7lad -2274 -2266 + 7.96 AAGGAAGT
LOC1elsa71a?y -2856 -2088 + .34 TCGGAAAT
LOC1elsa71ay -2852 -2844 - 7.43 ATTTCCTC
genes - LocClelsarlay -1leE2 -1554 - .11 ACTTCCCA
PEAKL -1991 -1983 - 5.26 ATTTCCCC
PEAKL -1798 -1758 - 5.28 ATTTCCCA
PEAKL -1765 -1757 - 7.43 ATTTCCTA
PEAKL -1686 -1678 - 7.28 ACTTCCTC
PEAKL -1617 -168% - 5.26 ATTTCCCC
DFEALKT -1E7C -1E&7T L T IR RARRANRT
—]

Estao circulados em
destaque os nomes dos
fatores de transcricao

3.38522472321e-05

Para cada FT tem a lista
de genes e as
informacodes associadas a
cada um.

4.67278375297e-85

O nome de cada FT e dos
genes associados a cada
um serao necessarios
para o proximo passo.



Montar uma planilha no Excel com duas colunas: 92 passo
12 coluna: Nome do fator de transcricao (FT)
22 coluna: Nomes dos genes associados ao FT
Nao importa se tiver que repetir os nomes

Néo COIOcar Cabegalho na planilha AI_IE'I_H! Pagina Inicial Inserir Layout da |
uj & Calibri <11 A
Colar = N 7 § ~| i~ &~ A
g § | -
Area de Tra... Fonte
A35 - J | FOXC
, . e .
—— A B C D
1 MA®141.1 l Esrrb l 12,8657 1 Esrrb ABL2
list of Nita 2 |Esrrb ABL2
ABL2 -2957  -2945 / 3 Esrrb LOC101907107
ABL2 -2898  -2886 4 Esrrb LOC101907107
enes Loclelzayla? -2952 5 |Esrrb LOC101907107
g LoCle1ga71a? -2818 6 Estrh LOC101907107
LOC1e12a71a7 -2866 7 leev TMEM245
LoClelsa7lar -2851 8 |FEV TMEM245
i ) 9 |FEV LOC101907107
2 I-walsus.il_ FEW 12,120 10 |Fev LOC101507107
= Tr-11E::‘24J5 :;2’: 5315 11 FEV LOC101907107
) S 12 FEV LOC101907107
TMEM245 -1977  -196%9 — b sy LOC101507107
LOC1e12@71a7 -2360 1 FEV DEAKL
LoC1e1%a71a7 -2274
LOC1819@7187 -20896 Sl FEV PEAKL
LOC181987187 -2@52 g5 FEV PEAKL
17 FEV PEAK1
enes = Loclelse7iey -1682
g PEAK1  -1991  -19&3 18 FEV PEAKL
PEAKLI  -1798  -17%0 19 FEV PEAKL
PEAK1  -1765  -1757 20 FOXO3  ABL2
PEAK1  -1688  -1G678 21 FOXO3 ABL2
PEAK1  -1617  -16@%2 22 FOXD3  ABL2
PFAKT -1575 -165/7 23 FOXO03 ABL2
- 24 FOXO3  TMEM245
® 25 FOXO3  TMEM245
) M 4 » M| Plan1 %1

Pronta |



Obtendo as vias enriquecidas

BINGO



Para rodar o BiNGO, precisei ocultar a barra de tarefas do
computador, ou entao nao daria para ver a tela toda da analise

Para ocultar a barra de tarefas:

e Clicar com o botao direito na barra de tarefas ou pesquisar
 Configuracoes da barra de tarefas

e Ativar o modo de ocultar a barra de tarefas da area de trabalho

Barra de Tarefas

Bloguear a barra de tarefas

m Ativado

Ocultar automaticamente a barra de tarefas no modo de area de
trabalho

m Ativado

Ocultar automaticamente a barra de tarefas no modo tablet

2 % -



3ESSION

BiINGO

lect Layout Apps Tools Help
4 App Manager... 1

B -

BiNGO

lect Annotat ElLIEGO

Clicar em Apps = BiINGO

As vezes tem que ocultar a barra de tarefas da
area de trabalho pra poder visualizar toda a tela
que aparece

Alterar apenas os parametros destacados

» Colocar algum nome em ‘Cluster name’
Selecionar ‘Paste genes from text’
Colocar os nomes dos FT na caixa de texto

Y V V

Em ‘Select organism/annotation’ colocar
Bos taurus ou a espécie estudada

Nessa parte, se nao tiver a espécie de interesse,
colocar Homo Sapiens + descri¢ao

» Marcar a op¢do ‘Save BiNGO data file in’

» Browse (pesquisar a pasta para salvar as
saidas)

» Clicar em Start BINGO

rBiNGO settings
Save settings as default Help

Cluster name:

grupol h

() GGet duster from network | (@) Paste genes from text
~
v

€ >

Assess: (@) Overrepresentation () Underrepresentation

Select a statistical test:

Hypergeometric test
Select a multiple testing correction:

Benjamini & Hochberg Falze Discovery Rate (FDR) correction
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Annotation: Curator = GO, Spedes or file = Bos taurus, Type = default Ontology: Curator = bingo, Type = namespace | Close tab
GOID GO Description p-val Corrected p-val Cluster frequency Total frequency Genes
developmental growth 6.6832E-5 8.1977E-3 2(3 B6.6% 40,3356 0.4% ESRRE FOXO3 A
growth 2.9996E-4 8.1977E-3 2/3 66.6% 77/8356 0.9% ESRRE FOXO3
initiation of primordial ovarian follice growth 3.5902E-4 8.1977E-3 1/3 33.3% 1/8356 0.0% FOXO3
oocyte maturation 3.5902E-4 3.1977E-3 13 33.3% 1335 0.0% FOXO03
trophectodermal cellular morphogenesis 3.5902E-4 8.1977E-3 1/3 33.3% 1/8356 0.0% ESRRE
trophectodermal cell proliferation 3.5902E-4 8.1977E-3 1/3 33.3% 1/8356 0.0% ESRRE
regulation of transcription, DNA-dependent 6,2673E-4 3.9419E-3 33 100.0% 716/8356 8.5% FEV ESRRE FOXO3
regulation of RNA metabolic process 6.7803E-4 8.9419E-3 33 100.0% 735/8356 8.7% FEV ESRRE FOXO3
oocyte differentiation 7.1796E-4 8.9419E-3 1/3 33.3% 28356 0.0% FOX03
antral ovarian follide growth 7.1796E-4 3.9419E-3 1/3 33.3% 28356 0.0% FOX03
oocyte development 7.1796E-4 8.9419E-3 1/3 33.3% 28356 0.0% FOX03
ovulation from ovarian follide 1.0768E-3 1.1348E-2 1/3 33.3% 38356 0.0% FOX03
ovulation 1.0768E-3 1.1348E-2 1/3 33.3% 38356 0.0% FOX03
regulation of cell differentiation 1.1896E-3 1.1641E-2 2/3 66.6%: 1688356 2.0% ESRRE FOXO3
regulation of transcription 1.5892E-3 1.3105E-2 3/3 100.0% 9756/3356 11.6% FEV ESRRB FOXO3
648 nnsitive reaulation of ervthrocvte differentiation 1.7943F-3 1.3105F-2 13 33.3% S/R356 0.0% FOX03 &
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Save BINGO data file in: | \Particular\Desktop\Doutorado\Cap 2 ROH\4 Redes genicas\FT | Browse...

|£| grupel Color 5c...

5.00E-2

Select nodes

[ .



Os resultados do BiINGO serao salvos na pasta no

formato .bgo
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* Selecionar os resultados dos
processos bioldgicos e passar
para uma planilha do Excel

File created with BiNGO v3.0.5 (c) on 01/11/2021 at 23:30:46

ontology: namespace
curator: bingo

Selected ontology file : bundle://113.0:1/data/G0 _Biological Process

Selected annotation file : pundle://113.0:1/data/B taurus default

Discarded evidence codes

Overrepresentation

Selected statistical test : Hypergeometric test

Selected correction : Benjamini & Hochberg False Discovery Rate (FDR) correction
Selected significance level : 0.05

Testing option : Use whole annotation as reference set

The selected cluster

ELKE4 FEV ESRRB FOXO3

No annotations were retrieved for the following entities:
ELK4

GO-ID p—value corr p-value ® n X N Description Genes in test set

48589 6.6832E-5 8.1977TE-3 2 40 3 8356 developmental growth ESRRB | FOX03

40007 2.4956E-4 8.1977E-3 2 77 3 8356 growth ESRRB|FOX03

1544 3.5902E-4 8.1977E-3 1 1 3 8356 initiation of primordial ovarian follicle growth FOX03
1556 3.5502E-4 8.1877E-3 1 1 3 8356 ococyte maturation FOXO03

1831 3.5902E-4 8.1977E-3 1 1 3 8356 trophectodermal cellular morphogenesis ESRRB

1834 3.5902E-4 8.1977E-3 1 1 3 8356 trophectodermal cell proliferation ESRRB

€355 6.2673E-4 8.9419E-3 3 Tl6 3 8356 regulation of transcription, DNA-dependent FEV|ESRRB|FOX0O3
51252 6.7E03E-4 §.8419E-3 3 135 3 8356 regulation of RNWA metabolic process FEV|ESRRE|FOX03

gos T7.1796E-% 8.9419E-3 1 2z Hl 8356 oocyte differentiation FOX03

1547 T7.1T96E-4 8.9419E-3 1 2 3 8356 antral ovarian follicle growth FOXO03

48599 7.1796E-4 8.9419E-3 1 2 3 8356 oocyte development FOXO03

1542 1.0768E-3 1.1348E-2 1 3 3 8356 ovulation from ovarian follicle FOX03

30728 1.0768E-3 1.1348E-2 1 3 3 8356 ovulation FOXO03

o= 1.1896E-3 1.1641E-2 2 leg 3 8356 regulation of cell differentiation ESRRB|FOXO3

g5449 1.5882E-3 1.3105E-2 3| 976 3 8356 regulation of transcription FEV|ESRRE|FOX03

45648 1.7943E-3 1.3105E-2 1 5 3 8356 positive regulation of erythrocyte differentiation FCXC3
4EB468 1.8187E-3 1.3105E-2 2 208 3 8356 cell development ESRRB | FOX03

10556 2.0133E-3 1.3105E-2 3 1056 3 8356 requlation of macromolecule biosynthetic process FEV|ESRRE | FOX03

lormal text file length: 6.107 lines: 91 Ln:91 Col:1 Sel:5495|72



Arquivo Excel
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1 GO-ID GO Description p-val Corrected p-val Cluster frequency Total frequency Genes
2 48589 developmental growth 6,68E-01 8,20E+01 2/3 66.6% 40/8356 0.4% ESRRB FOXQ3
3 | 40007 growth 2,50E+00 8,20E+01 2/3 66.6% 77/8356 0.9% ESRRB FOX0O3
4 1544 initiation of primordial ovarian follicle growth 3,59E+00 8,20E+01 1/3 33.3% 1/8356 0.0% FOX03
5 1556 oocyte maturation 3,59e+00 8,20E+01 1/3 33.3% 1/8356 0.0% FOXO03
6 1831 trophectodermal cellular morphogenesis 3,59E+00 8,20E+01 1/3 33.3% 1/8356 0.0% ESRRB
7 1834 trophectodermal cell proliferation 3,59E+00 8,20E+01 1/3 33.3% 1/8356 0.0% ESRRB
8 6355 regulation of transcription, DNA-dependent 6,27E+00 8,94E+01 3/3 100.0% 716/8356 8.5% FEV ESRRB FOX03
5 51252 regulation of RNA metabolic process 6, 78E+00 8,94E+01 3/3 100.0% 735/8356 8.7% FEV ESRRE FOXO3
10 9994 oocyte differentiation 7,18E+00 8,94E+01 1/3 33.3% 2/83560.0% FOXO3
11 1547 antral ovarian follicle growth 7,18E+00 8,94E+01 1/3 33.3% 2/8356 0.0% FOX03
12 48599 oocyte development 7,18E+00 8,94E+01 1/3 33.3% 2/8356 0.0% FOXO03
13 1542 ovulation from ovarian follicle 1,08E+01 1,13E+02 1/3 33.3% 3/83560.0% FOX03
14 30728 ovulation 1,08E+01 1,13E+02 1/3 33.3% 3/8356 0.0% FOX03
15 45595 regulation of cell differentiation 1,19e+01 1,16E+02 2/3 66.6% 168/8356 2.0% ESRRB FOXO3
16 45449 regulation of transcription 1,59E+01 1,31E+02 3/3 100.0% 976/8356 11.6% FEV ESRRB FOXO3
17 45648 positive regulation of erythrocyte differentiation 1,79+01 1,31E+02 1/3 33.3% 5/8356 0.0% FOXO3
18 48468 cell development 1,82E+01 1,31E+02 2/3 66.6% 208/8356 2.4% ESRRB FOXO3
19 10556 regulation of macromolecule biosynthetic process 2,01E+01 1,31E+02 3/3 100.0% 1056/8356 12.6% FEV ESRRB FOX03
20 48477 oogenesis 2,15E+01 1,31E+02 1/3 33.3% 6/8356 0.0% FOXO3
21 31326 regulation of cellular biosynthetic process 2,25E+01 1,31E+02 3/3 100.0% 1096/8356 13.1% FEV ESRRB FOX03
22 10468 regulation of gene expression 2,29E+01 1,31E+02 3/3 100.0% 1103/8356 13.2% FEV ESRRB FOX03
23 9889 regulation of biosynthetic process 2,30E+01 1,31E+02 3/3 100.0% 1104/8356 13.2% FEV ESRRBE FOXO3
24 19219 regulation of nucleobase, nucleoside, nucleotide and nucleic acid metabolic process 2, 40E+01 1,31E+02 3/3 100.0% 1119/8356 13.3% FEV ESRRB FOX03
25 51171 regulation of nitrogen compound metabolic process 2,44E+01 1,31E+02 3/3 100.0% 1126/8356 13.4% FEV ESRRB FOX03
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» Avaliar os processos bioldgicos (PB) dos FT

» Selecionar os FT com os PB mais associados a(s) caracteristica(s) avaliada(s)

» Salvar os FT selecionados em outra planilha



Dica:

No BiINGO também podemos fazer essa mesma analise
considerando a espécie Homo sapiens ao invés da espécie animal
estudada, porque geralmente tem mais resultados para humanos

Neste caso deu apenas um resultado e foi bem especifico para as
caracteristicas estudadas (NUmero de odcitos e embrides)
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Dica: se houver duvida sobre algum processo bioldgico

e Este site contém algumas definicdes para alguns dos processos
bioldgicos:

* Mouse Genome Informatics (MGI): http://www.informatics.jax.org/

e Para pesquisar o PB: Search -> Vocabularies -> GO Browser
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Search Download ¥ More Resources v Submit Data Find Mice (IMSR) 3¢ Analysis Tools Contact Us Browsers

All Search Tools

Gene Ontology Browser

Genes 4
Molecular Function | Biological Process | Cellular Component
Phenotypes »
Human Disease rarch GO Term Detail
Expression » : = Term:  molecular_function
Recombinase (cre) Synonyms: | molecular function
Function » Definition: | A molecular process that can be carried out by the action of a single macromolecular maching, usually via direct physical
Strains / SNPs » interactions with other molecular entities. Function in this sense denotes an action, or activity, that a gene product (or a

complex) performs. These actions are described from two distinct but related perspectives: (1) biochemical activity, and

Homology (2) role as a component in a larger system/process.
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http://www.informatics.jax.org/
http://www.informatics.jax.org/
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Ao final desta etapa

* Fazer revisao bibliografica dos genes e fatores de
transcricao:

» Buscar associacao dos genes/FT com as caracteristicas
estudas

» Buscar associacao dos genes/FT com 0s processos
biologicos das vias enriquecidas

* Na planilha do Excel obtida no 92 passo, selecionar
apenas os conjuntos de genes-FT que se destacaram na
revisao bibliografica — descartar os genes/FT nao
relevantes para a pesquisa
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