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Algumas definicbes

* “O splicing alternativo € um processo pelo qual os exons de um transcrito
primario sao ligados de diferentes maneiras durante o processamento do RNA,
levando a sintese de proteinas distintas....”;

« “O splicing alternativo é um processo que gera diferentes mRNA. Estes
geralmente codificam diversos produtos proteicos a partir de um gene. Isto entao
aumenta drasticamente a capacidade codificante dos genes...”.



Modos alternativos de splicing

Exon skipping (uso alternativo de exon)

Intron retention (retencao de intron)
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Na figura, exons constitutivos estdao desenhados em cinza e regides que sofrem SA em vermelho. Introns estao
representados por linhas. Em tracejado indicam-se os eventos de splicing (modificado de Fardilha et al., 2008).



Utilizando dados de RNA-Seq na busca por eventos de SA



Exemplo de pipeline
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Vamos recordar...

* O que é o formato SAM/BAM?

« SAM é o formato genérico para armazenar grandes quantidades de
alinhamentos de nucleotideos.

e S30 arquivos tabulados em formato de texto que contém as informacoes
sobre os alinhamentos das leituras (reads) a sequéncia-alvo (ex. genoma de
referéncia).

* BAM é o formato de arquivo comprimido, tornando-o mais compacto.

* Arquivos SAM podem ser visualizados por editores de texto, enquanto
arquivos BAM nao podem.

* Arquivos BAM podem ser facilmente usados por diferentes programas de
analise de sequéncias.



Exemplo — Esquema para Arquivo SAM
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;A" M ATTCATGATACCGCCTAGCTTACTAAGCAGGTAGCATG
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Read 1 ACCGCCTAGCTTACTAAGCA

Read 2 CGCGTAGCTTACTAAGCAGG
Read 3 GATACCGCCTAGCTTACTAA

Read 4 ATGATACCGCGTAGCTTACT




Exemplo — Arquivo SAM

NB501939:113:H3JNTBGKC: 3:23609:19578:3727 163 Supercontigll 7375 255 12M265 = 27626 20348 CITARRGRAGTACGCAGRAGAGGCTACTCCAGAGGTAR /A//LE/ERGERE/R//E//E6E/EEER//E/E//E/E NH:i:1 HI:i:1 &A5:1:103 nM:izl

NB501939:113:H3INTBGKC:1:23305:15522: 20187 99 Supercontigll 7801 255 150M = 7892 241 GICTATTTAGATATCTTAGCCTTCTAGRAGA R R CTATATTTAGCTAAGC T TTCTAGRAGGETAGCT ARGCTAC T TTCTAGTAGT TCT TAGTAGCAGGGACCT AR T AR CTTAGCT AR ACTATTAGATATTTTAGCTATAGCCGCGRATTTTT
ARRMAFFFFFFEEEEEEEEEEEEAFFFFAFFEEAFEFFFFEEEEEEEEEEEEEEEE,/EEEEEEEEFFEEEEEAFEEFFFEEAFFEEAAFEEFEFFEEEAFAFEAFFFEEELAFEELF /ARRAFFLAAFA<ARRAFAF<AGGAG/<RRAFARRD NH:i:l HI:i:l AS:i:298 nM:iz0

NB501939:113:H3INTBGKC:1:23305:15522: 20187 147 Supercontigll 7892 255 150M = 7801 -241 CAGGGACCT AR T A T TG T AN A T AT TAGATAT T T TAGC T AT A G OGO AR T TTT T AT T A R AT A A T CAGE T AR GO A A GA T A R GEA T TGAT ARG TAGT AR GT A A TARGAGATAR R A TARGERARR A TCARRATTATAGRAGEGRARG
EERL /ERR L <FRRF<FR<RRG6REEEERFFEEEE /<ERRFFFEEEEERFAFFFFF A FFF A FF<FEEEEE A FFFFEEEAFEEEEEEEE /EAFEEEEEEEEEEEEEEEEEEEEEEEEEFEEEEEEEEEEEEEEEEEEEEEEEEEEERRRRRR  NH:i:1 HI:i:1 AS:1i:298 nM:i:0

NB501939:113:H3JNTBGKC:1:23112:1082:11971 163 Supercontig2l 10726 255 134M = 1072 134 CBCCTAGGCTCTCCTCARCETCACTTCATCEACTCT T TCARCARCTARTGEATTTACACAGCT TAGACT AGATGATGARCACTACTCTTTATAGCTARACATATACTAGTTAGTTAGACTCTAGEACGGTGATG AAAAAFFEEEEEEY

EEEFFEEEEEEEEEEEEFEEEEEEEEEEEEEFFEEEEEEEEEFFFEEEEEEEEAFEEEEFEEEEEEEEEEAF AFFFFEEEAFFFAFFF<FEEEEEEEAFFFFA<EEEEEEAFFARLFEER NH:i:1l HI:i:1l AS:i:266 nM:i:0

NB501939:113:H3JNTBGXC:1:23112:1082:11971 g3 Supercontigll 1072 255 134M = 10726 -134 CGCCTAGGCT CT oI CAR T e T T AT CGAC T CT T TC AR AR CT AR T GGAT T TACRCAGC T TAGRCTAGAT GAT GARCACTACT CTITATAGCTARACATATACTAGTTAGT TAGACT CTAGGACGGETGATE  G<<A<<<ARRCAC

EEEEEEEAFFEEEEEE<AEEEE /EEEEAEEE /EEEEEEEEEEEEEEEEEEEEEEEEEEEFEEEEEEEEEEEEEEFEEEEEEEEEEEEEEEEEEEEEEEEEEEFEEEEEEEEEEEERRARD NH:i:l HI:i:l AS:i:266 nM:iz:0

NB501939:113:H3INTBGKC:1:22308:16779:18879 163 Supercontigll 10767 255 151M = 10782 166 CAACTARTGEATTTACACAGC T TAGRC T AGATGATGARCACTACTCT T T AT AGC T AR A T AT AT AGT TAGT TAGACTCTAGGACGETGAT GAGT CCTCCGT T T TALCGAGATATACCCTAGCTTTATCGTTCAR R AGACGAGAT GG

c ARRMAFFFFFFEEEEEEEEEEEEEEEFFAFEEEEEEE /EEEEEEEEEEEEEE/EEEEEAFEEEEEF<FEEEEEEEEFAFFFEEEEEAFEAFFFFFEEEEEEEEEFFFEALFFEEEAAFFEE /EALR<AA<<<AFFAFFEEEA<<</EEEEL NH:i:1 HI:i:l AS:i:300 nM:iz:0

NB501939:113:H3JNTBGKC:4:21602:17085:1272 163 Supercontigll 10767 255 118M = 10787 118 R TR TGERTTTACRC RGO T TAGACT AR T GAT AR C A CTACTCT T T AT AGC T AR A C A T AT AT AT TAGT TAGACT CTAGEACGETGAT GRAGTCCTCCGTTTTARCGAGATATAC  AARAAFFFEEEEEEEE /EEEEEEEEEEER]

EEEEEEEEEE<EEAFEEFEAFFFFFFEEEEEEEEEERFLE /EEFEE<EAFEFEAFFEAFFEEEEEFE<ERR << /EEEEEA<AERR<ER NH:i:l HI:i:l 2S5:i:234 nM:i:0

NB501939:113:H3JNTBGKC:4:21602:17085:1272 g3 Supercontigll 10767 255 118M = 10787 -118 CAACTARTGRATTTACACAGCTTAGRCTAGATGATGARCACTACTCTTTATAGCT AR ACAT AT ACTAGT TAGT TAGACTCTAGGACGETGATGAGTCCTCCGTTTTARCGAGATATAC AE/EEEEEG<AEEE<AELFEEELEEEEEE]

AFAFFAFFFFEEEEEEEFFEEEEEEEEEEEFFEAFAFFEEFFFEEEEEEEAFEEEEEE /<EEEEEEEFFEEEEEEEEEEEEEELLLLD NH:i:l HI:i:l AS:i:234 nM:i:0

NB501939:113:H3JNTBGKC:1:22105:7558:11669 163 Supercontigll 10776 255 150M = 10896 g8 GATTTACRCAGCTTAGACTAGAT GAT GARC A CTACT CTTTATAGC T AR A AT AT ACT A G T TAGT TAGRACT CT AGGACGET GAT GAGTCCTCOGT TTTARCGAGATATACCCTAGCTTTAT CGT TCARRRGACGAGCTGECTCCAGTTITT
AMMMLF /EEEEE6/ERFEEEAFEEEEEER /< /EEAEEE/EEEGEEEEEER /EEEEE</ER/EL/ /AEEEEEER /A<EEEEEE/EEEARFEEEER</EAE /A<A<E/AE/E/EL/E/ /AR /A<<AFEE<A</ /AER<</L/ /GAR</6<ER<< NH:i:1 HI:i:1 AS:i:298 nM:iz:l

NB501939:113:H3INTBGKC:3:13502:13828: 20383 163 Supercontigll 10776 255 114M = 10821 134 GATTTACACAGCTTAGACTAGAT AT GRAACACTACTCTTTATAGCT AR ACATATACTAGT TAGT TAGACT CTAGGACGETGAT GAGTCCTCCGTTTTARCGAGATATACCCTAG ARRR R AFEEEEEEERFEESEEAEEEE/EERE

JEEEERRAFEEEFAFEFFEAEEAEFFEEERE /RN AFAFFFA<FFEE /ERAEE /EEE/EEEE /A< /EEAEEE</S6EE/EE<A/ <R/« NH:i:1 HI:i:1 A&A5:i:261 nM:i:0

NB501939:113:H3JNTBGXC:1:22107:10482:1322 163 Supercontigll 10777 255 48M = 10782 158 ATTTACRCAGCTTAGACTAGATGATGRAACACTACTCTTTATAGCTE ARRAMFAEEFFE/EE/AFFFEFFFEEEFAFFFFFER/FEEEFEEEE NH:i:1 HI:i:1 AS:i:195 nM:i:0

NB501939:113:H3INTBGKC:2:12210:6250: 2862 163 Supercontigll 10777 255 151M = 10803 177 ATTTACRCAGCTTAGACTAGAT AT GAAC R CTACT CTTTATAGC T AR R A T A T AT AT TAGT TAGRC T CT AGGA GG T GAT GAGT CCTCCGT TT T AR CGAGATATACCCTAGCT TTAT CGTTCARARGRACGAGAT GECTCCAGTITTR

G ARAAAFFFFFFFFFFFEFAFFFFFFEGEEAEEEEFAFFFFFFEEFFFFFFFFFFEAR /A /FEEFFFR /ERFFF/EEFEEFFEFEE /AAGRFE /<EGGEEEEER/ /EEFE<ERE /ERFFFAF /<A<RR<EFR/6</RE/A<REEAFFR/<RA/R< NH:i:zl HI:i:l RS:i:300 nM:iz:0

NB501939:113:H3INTBGKC:2:13205:12362:10833 163 Supercontigll 10777 255 102M2D49M = 10802 177 ATTTAC ARG TTAGA T AGAT GAT GR A AT ACTCT T T AT AGC T AR A C AT AT A CTAGT TAGT TAGRC T CT AGGACGETGAT GAGT CCTCCGT TTTARCGAGATACCCTAGCTTTAT CGT TCARR A GRCGAGRT GECT T

TITTGCGCC AR R FFFFFEEEFFEEEEEFEEEFEAFFEEEFFEEEFFEE A FFEEFEE A FFEEFFEEEFFEEEEEEEEEEEEEEEFFEEEFFEEEFFEFFEEEFFEEEEEEEEE<AE /EEEEAFAFFEEFFFEEEEFEEEGRAARFARAFAFRARAFAF AR NH:i:1 HI:i:1 AS5:i:287 nM:i:0

NB501939:113:H3JNTBGKC:3:12402:18084:9053 163 Supercontigll 10777 255 151M = 10797 171 ATTTACRCAGCTTAGACTAGAT AT GAAC R CTACT CTTTATAGC T AR R A T A T AT AT TAGT TAGRC T CT AGGA GG T GAT GAGT CCTCCGT TT T AR CGAGATATACCCTAGCT TTAT CGTTCARARGRACGAGAT GECTCCAGTITTR

G AN FFFFFFFFEEEEEAFFFEEEEEEAFFEEEEEEEEEEEEEEEEEEEEEEEEEAFEEAFFEEEEEEEEEAFFEEEEEEEEEEEEERE<EEEEEERFEAFFEEEEEE /<EEEEEEEEE<RRFE<ERFRRR<FRAFFR<<AR<R/ /<AERG< NH:i:1 HI:i:l AS:i:300 nM:i:0

NB501939:113:H3JNTBGXC:1:22107:10482:1322 g3 Supercontigll 10782 255 151M = 10777 -156 CACAGCTTAGACT A GAT AT GAR AT ACT T TT AT AGC T A R A C R T A T A C T AGT TAGT TAGA T CT A GER GG T GAT GAGT CCT CCGT ITT AR CGAGATAT A CCTAGCTITAT CGTTCAR A R GACGRAGAT GECTCCAGT TTTGCGCCO

G Lh</<E/EL<EL<LEEELEL/<EAE<F<AFEFE<EER/EEEEE<EEELLE /EFEEEEELF<<EER<F<E/EEEAMFFFFEEEEEEEE/EEEAFFE,/EEEEEEEEFEALE /EEEEEL/ //EEELLLAFFELE /E /EEEAFEEEE/EEEARRRL NH:i:1 HI:i:l AS:i:185 nM:i:0

NB501939:113:H3INTBGKC:1:22308:16779:18879 g3 Supercontigll 10782 255 151M = 10767 -166 CACAGCTTAGACT A GAT AT GAR AT ACT T TT AT AGC T A R A C R T A T A C T AGT TAGT TAGA T CT A GER GG T GAT GAGT CCT CCGT ITT AR CGAGATAT A CCTAGCTITAT CGTTCAR A R GACGRAGAT GECTCCAGT TTTGCGCCO

G GRALALLFFFAFFA<AFFEE/LEAFFFAFLL<AF /< AEAFFFAFEEEEAFFEFAFFEEEEEEAEEEEEEEEEEE/ /EEEEE6EEEEEEEEEEEAFREEEEEEELFEFEEEEEEEEEEEAEEEE /EEEEEEEEEEEEEEEEEEEEEEEERRARR NH:i:1l HI:i:1 RAS:i:300 nM:iz:0

NB501939:113:H3JNTBGXC: 3:23506:19517:8309 163 Supercontigll 10784 255 150M = 10989 474 CAGCTTAGRCTAGAT GAT GAT CACTACTCT T TAT AG T AR A A T A T AC T AGT TAGT TAGACT CTAGGAC GG T AT GAGT CCTCOGT TTTARCGAGATATACCCTAGCTTTATCGT TCAR A RGO CGAGRT GECTCCAGTTTTGCGLCCCE
LEARLAFFFEEEEEERRE/E/EEERFE/E/E/EEEEEEAE /EEEEEEREEERFFERFEEL /EEEEEEREEGREEE/ /EER< 6<<E</<EERR/EEE</ 6/ <RE/RRE/ERRRF<EC/E/ //</</ <</ BR/B/RE<<</RaBR<h/ /R< NH:i:1l HI:i:l BR5:1:295 nM:i:3

NB501939:113:H3JNTBGKC:1:22203:5046:1819%9 163 Supercontigll 10786 255 151M = 10942 425 GUTTAGACTAGAT AT GR A CACTACTCTT T AT AGCT AR A A T AT A T A G T TAGT TAGR T CT AGGACGET GAT GAGT CCT CCGT T T TARCGAGATATACCCTAGCT T TAT CGT T CARA R GACGAGAT GGCTCCAGTTTTGCGCCCOGE

c ARRMAFFFFFFFEEEEEEEEEEEEEEFFEEEEEEEEEEEE /EEELAEE/EEEEEEEEEEEEEER /EFEFEEEE,/EEEEFFFEEE<EEEEEEEEEEFFAFEAFAFFFEFAFFFFEFEEEEFFFEALF<AFFEAAFE<<RRARRARD f<<fR//<<<h NH:i:1l HI:i:l AS:i:302 nM:i:0

HB501939:113:H3INTBGKC:4:12411:13676:10327 163 Supercontig2l 10786 255 4EM56N103M = 10818 356 GCTTAGRCTAGATGATGRACRCTACTCTTTATAGCTARACATATACTACTITATCGTTCARARGACGRGAT GECTCCAGTTITGCGCCCCGETGCTATATCCTCATACCTCGTATITATCATCATCACTGTGRACCCTIGSE




Visualizacao grafica de arquivos BAM




Script ASpli

Mais informacGes em: https://bioconductor.org/packages/release/bioc/html/ASpli.html
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library (ASpli)

library (Genomickeatures)

setwd ("C:/Users/lgmm/Desktop/Desktop/RNASeq sertralina/ASpli/3h")

TxDb <- makeTxDbFromGFF (file="../gtf/trichophyton rubrum cbs 118892 2 exons.gtf", format="gtf")
features <- binGenome ( TxDb )

geneCoord <- featuresqg( features )

binCoord <- featuresb( features )

junctionCoord <- featuresj( features )

binMetadata <- mcols( binCoord )

features
bamFiles <- c( "bam/TRSAB3h T.bam", "bam/TRSAB3h ITI.bam", "bam/TRSAB3h IIT.bam", "bam/TRSABStr3h
bamFiles
targets <- data.frame( row.names = c("TRSAB3h I","TRSAB3h II","TRSAB3h III", "TRSABStr3h I","TR:
targets

getConditions ( targets )

bam <- loadBAM(targets)

memory.limit (9999999999)

counts <- readCounts (features, bam, targets, cores = 1, readLength = 150, maxISize = 50000 )
GeneCounts <- countsg (counts)

GeneRd <- rdsg(counts)

BinCounts <- countsb (counts)

BinRd <- rdsb (counts)

JunctionCounts <- countsj (counts)

writeCounts (counts=counts, output.dir = "results")
writeRds (counts=counts, output.dir = "results")
eliCounts <- countseli (counts)

oWl 4+ + 2 DL + A




Resultado ASpli

[== TN = L R N A R S

A . B C D E F G H | J K L M N o]
id ~ |event |~ |Gene Product Name ~|gene_coordinates ~|start [~|end |~|length ~|logFC |.-r|pvalue |~|Sab3h_I |~ |Sab3h_lI|~|Sab3h_IIl |~ |Str3h_I |~ |Str3h_lI |~ |Str3h_ll1I|~
TERG_07560:1002 |- hypothetical protein Supercontig2.10:529914-532726 | 532542| 532600 59 4,02| 5,47E-07 0 0 0 5 6 9
TERG_00243:E007 (IR pathogenesis associated protein Cap20, putative (T. verrucosum) Supercontig2.1:637124-640572 640225| 640272 48 2,88| 2,63E-52 206 174 126 1279 1540 2277
TERG_08430:1002 |- Neurofilament heavy polypeptide (T. tonsurans) Supercontig2.14:193767-201907 | 195916| 195978 63 2,77 3,35E-20 4 4 4 112 57 81
TERG_08333:1002 |- 1-pyrroline-5-carboxylate dehydrogenase Supercontig2.13:250906-253214 | 251460| 251519 60 2,70| 8,07E-19 6 4 2 26 29 34
TERG_04145:E010 |IR ATP synthase subunit beta, mitochondrial Supercontig2.4:761445-764665 763650| 763721 72 2,12| 8,09E-52 348 321 393 1439 1546 2248
TERG_06358:1007 |- dicer (T. tonsurans) Supercontig2.7:1029769-1035122 | 1E+06| 1E+06 54 2,04| 1,56E-05 1 3 2 7 4 8
TERG_03566:1003 |- GYF domain-containing protein (T. equinum) Supercontig2.3:2195805-2200733 | 2E+06| 2E+06 66 2,02| 7,97E-10 5 5 12 25 34 58
TERG_07169:1002 |- hypothetical protein Supercontig2.9:491247-493680 492424 492482 59 2,01| 1,42E-04 2 2 0 3 11 9
TERG_07200:1003 |- C2 domain-containing protein (T. tonsurans) Supercontig2.9:590060-594795 593696| 593755 60 1,91| 2,06E-29 24 30 22 171 163 189
TERG_03599:1002 |- metalloproteinase (T. equinum) Supercontig2.3:2274093-2275292 | 2E+06| Z2E+06 58 1,90| 7,80E-04 0 0 2 8 8 7
TERG_07409:1001 |- amino acid permease (T. equinum) Supercontig2.10:137576-139612 | 138029| 138116 28 1,88| 5,07E-09 8 9 2 86 37 73
TERG_00683:1002 |- hypothetical protein Supercontig?2.1:1762701-1765796 | 2E+06| 2E+06 81 1,87| 1,11E-03 0 2 1 8 3 4
TERG_02789:1002 |- hypothetical protein Supercontig2.3:209282-211522 209633| 209704 72 1,86| 1,10E-05 5 13 13 23 34 123
TERG_08846:1001 |- hypothetical protein Supercontig2.5:852946-854767 854122 854170 49 1,82| 1,82E-03 0 2 0 7 5 8
TERG_00286:1001 |- ABC transporter (T.tonsurans) Supercontig2.1:730323-732834 731173| 731230 58 1,77 4,77E-03 0 0 3 2 7 15
TERG_07656:1002 |- lupus La protein (T. equinum) Supercontig2.10:776774-778176 | 777760| 777825 66 1,73| 1,96E-36 90 96 98 318 304 399
TERG_02301:1002 |- hypothetical protein Supercontig2.2:1916640-1917726 | 2E+06| 2E+06 61 1,72| 1,37E-04 0 3 3 6 10 11
TERG_00759:1001 |- conidiophore development protein HymA (T. tonsurans) Supercontig2.1:2018858-2020612 | 2E+06| 2E+06 53 1,68| 2,04E-09 9 5 7 22 21 23
TERG_07418:1001 |- MFS multidrug transporter (T. equinum) Supercontig2.10:159907-161796 | 160646| 160704 59 1,67| 8,34E-11 6 19 12 50 75 82
TERG_06000:1001 |- glycolate oxidase, subunit GlcD Supercontig2.7:26377-28835 26797| 26898 102 1,67| 2,69E-10 6 9 11 44 28 34
TERG_01443:1004 |- ABC multidrug transporter (T. tonsurans) Supercontig2.1:3800869-3807381 | 4E+06| 4E+06 62 1,66| 3,85E-04 2 2 3 16 4 16
TERG_01938:1001 |- hypothetical protein Supercontig2.2:1034813-1036840 | 1E+06| 1E+06 56 1,66| 3,48E-14 19 27 23 67 123 93
TERG_08902:1002 |- hypothetical protein Supercontig2.7:1011556-1012239 | 1E+06| 1E+06 83 1,65| 1,07E-03 0 1 4 10 4 12
TERG_07753:1001 |- hypothetical protein Supercontig2.11:7488-8035 7583| 7634 52 1,64| 1,63E-02 0 1 0 6 4 8
TERG_02845:1002 |- cercosporin toxin biosynthesis protein (T. equinum) Supercontig2.3:351162-353375 352305| 352369 65 1,63| 2,56E-07 5 13 12 19 26 44
TERG_07695:1001 |- pH-response regulator protein palA/RIM20 (T. tonsurans) Supercontig2.10:879998-882289 | 880729| 880790 62 1,61| 4,04E-04 3 2 8 6 15 28
TERG_00334:1001 |- hypothetical protein Supercontig2.1:850186-853919 851156| 851210 55 1,60| 1,78E-13 26 28 26 83 108 163
TERG_00220:1003 |- vacuolar assembly protein (T. equinum) Supercontig2.1:566700-570748 568054| 568106 53 1,58| 3,35E-03 0 2 1 5 7 7
TERG_05678:1001 |- topoisomerase 1-associated factor 1 (T. equinum) Supercontig2.6:727160-730848 728206| 728258 53 1,57| 1,68E-03 0 13 8 19 24 6
TERG_04580:E010 (IR NADP-specific glutamate dehydrogenase Supercontig2.4:1840673-1843592 | 2E+06| 2E+06 76 1,57| 2,37E-47 527 490 558 923 1031 1128
TERG_05540:1002 |- cytochrome P450 monooxygenase, putative (T. verrucosum) Supercontig2.6:354838-357252 355788| 355858 71 1,56| 2,99E-03 0 2 1 7 8 7
TERG_04580:1005 |- NADP-specific glutamate dehydrogenase Supercontig2.4:1840673-1843592 | 2E+06| 2E+06 70 1,55| 5,05E-40 359 394 463 665 794 866
TERG _00757:1004 |- hypothetical protein Supercontig?.1:2015019-2015909 | 2E+06| 2E+06 136 1,53| 4,76E-04 7 2] 1 10 5 11




Exemplo — Retencao de Intron

TERG_07656 - lupus La protein

12h Control
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TERG_04112 - ADP-ribose pyrophosphatase

667.000 bp
| |

668.000 bp
|

/- 217 reads

/- 4219 reads

.
|

TERG|04112T0




nsemblFungi — Busca por gene
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Constitutivo vs. Retencao-Intron

>TERG_07656
ATGGCGGAAGAGCAGARAGTAGCTGCGGCCGTGGATGCGACCGCCGATAATGCCGCCGCA
GAGCAGGATGTGAAGGAAGTCCTGGCTGAGCTCAAATCTGACGAAGCCAGCAAGCAGGAC
AGCGCGGATGCTGAAAAGGCCGAAGAAGAAAAGATCGTTGCGGCTGCTAAGAGGCTAGGC
GAAGAAGCTCTGTCAAATGAGACTGCAAAAGAAGCGTCAGAGACACAAAAGGGGCETGGE
AGCGGCCGTGGCCGTGGCCETGGAGGAGTGCGCATCAACTACCGTGACAATATCARATCG
GATCCATCCTCCCTGGAGGAGACAGATGATCCTGTTGAGATCAGARAGCAGGTGAGTGTG
GCCGCCTCTGECTTTTCCATGTTGTATGCAAGTTGGACTTTACTCACCCTTTGACAGGTT
GAATTCTACTTCTCTGACTCCARACCTACCAATGGACAAGTTCCTCCTCTCCRAARGTTGGC
GGTAGCGAGAACAGGCCAGTTGAGCTCGCTCTTCTTCATTCGTTCAAGCGAATGCGCCGT
TTCCAGCCTTTCAGCGCTATTGTTGAAGCCCTCAAGAGCTCAGAGCTCGTCGAACTGGTA
GATGACGACARAAGCTGTGCGCCGCAAGGTCCCTCTTCCAGACACCATCARGGAGACAGCC
GATTCATCAGCCGTCAAAATATTCGAGGATAAAGCCATGCATCGCAGCATATACGCCAAG
GGATTCGGTCCAGAGGAACCCAGTACCCAGTTTGACATTGAAGCCTTCTTTACTCCCTAT
GECCCCACCAACGCTGTTCGTCTTAGACGTGCCATGGATAAGACATTCAAGGGTAGCGTC
TTTGTCGAGTTTGAGACTGAAGACCTGCAAARGGCATTTCTGGCAGTTGAACCRAARGCCG
AAGTGGAAGGGCACCACAGAATTACTTATCAAGAGCAAGAAGCAGTACTGTGACGAGAAG
ATCAAGGAGATAGAAGCTGGTCGTCTGAAGCCTAGTGACCGGTCTAGTGGACCAGGTGGT
CGAGGAGGCCGCGGAGGCCEGTGGAGGTCGTGETGEGACGGGGCGETCGAGGTGGCCGTGGT
AATGGTCGGGATCGTAGTGACCGAAACAACGGTGCCCAAGTAAAAGAAGAAGCCCAGGCA
AAACGCCCTGAACCAGAGAAAGATAGCCGGTATGTTCTTGCAAGTTCGCAATTAGTGGGT
TACAGCCCGCATAGGCACAATTCTAACTTGGCTTTTGATATAGCGCTGTTCCTGTCATCC
AGGTATCCAGTAACAAGGCTGAATCTCAACAAAATGGAGGCGCCAATGGCCAARAACGCA
GCCGTGAAGAAGACTCTGGGCCCAAGGCTGATGGCAATACTGAGGAGAGACCAGCTAAGA
AGGTTGATGCTAAAGATAGTTAA

>TERG 07656 MRNA CONSTITUTIVO
ATGGCGGAAGAGCAGAAAGTAGCTGCGGCCGTGEATGCGACCGCCGATAATGCCGCCGCA
GAGCAGGATGTGAAGGAAGTCCTGGCTGAGCTCAAATCTGACGAAGCCAGCAAGCAGGAC
AGCGCGGATGCTGAARAGGCCGAAGAAGAAARGATCGTTGCGGCTGCTAAGAGGCTAGGC
GAAGAAGCTCTGTCAAATGAGACTGCAAAAGAAGCGTCAGAGACACAAAAGGGGCGTGGC
AGCGGCCGTGGCCGTGECCGTGGAGGAGTGCGCATCARCTACCGTGACAATATCAAATCG
GATCCATCCTCCCTGGAGGAGACAGATGATCCTGTTGAGATCAGAAAGCAGGTTGAATTC
TACTTCTCTGACTCCAACCTACCAATGGACAAGTTCCTCCTCTCCARAGTTGGCGGTAGC
GAGAACAGGCCAGTTGAGCTCGCTCTTCTTCATTCGTTCAAGCGAATGCGCCGTTTCCAG
CCTTTCAGCGCTATTGTTGAAGCCCTCAAGAGCTCAGAGCTCGTCGAACTGGTAGATGAC
GACAAAGCTGTGCGCCGCAAGGTCCCTCTTCCAGACACCATCAAGGAGACAGCCGATTCA
TCAGCCGTCAAAATATTCGAGGATAAAGCCATGCATCGCAGCATATACGCCAAGGGATTC
GGTCCAGAGGAACCCAGTACCCAGTTTGACATTGAAGCCTTCTTTACTCCCTATGGCCCC
ACCAACGCTGTTCGTCTTAGACGTGCCATGGATAAGACATTCAAGGGTAGCGTCTTTGTC
GAGTTTGAGACTGAAGACCTGCAAAAGGCATTTCTGGCAGTTGAACCAAAGCCGAAGTGG
ARGGGCACCACAGAATTACTTATCAAGAGCAAGAAGCAGTACTGTGACGAGAAGATCARG
GAGATAGAAGCTGGTCGTCTGAAGCCTAGTGACCGGTCTAGTGGACGAGGTGGTCGAGGA
GGCCGCGGAGGCCGTGEAGGTCOTGGTGGACGGGGCGGTCGAGGTGGCCGTGETAATGGT
CGGGATCGTAGTGACCGAAACAACGGTGCCCAAGTAAAAGAAGAAGCCCAGGCARAACGC
CCTGAACCAGAGARAGATAGCCGCGCTGTTCCTGTCATCCAGGTATCCAGTAACARGGCT
GAATCTCAACAAAATGGAGGCGCCAATGGCCAAAAACGCAGCCGTGAAGAAGACTCTGGG
CCCAAGGCTGATGGCAATACTGAGGAGAGACCAGCTAAGAAGGTTGATGCTAAAGATAGT
TAA

>TERG_07656_MRNA INTRON1_ RETIDO
ATGGCGGAAGAGCAGAAAGTAGCTGCGGCCGTGGATGCGACCGCCGATAATGCCGCCGCA
GAGCAGGATGTGAAGGAAGTCCTGGCTGAGCTCAAATCTGACGAAGCCAGCAAGCAGGAC
AGCGCGGATGCTGARAAGGCCGAAGAAGAARAGATCGTTGCGGCTGCTAAGAGGCTAGGC
GAAGAAGCTCTGTCAAATGAGACTGCAAAAGAAGCGTCAGAGACACAAAAGGGGCGTGGC
AGCGGCCGTGECCGTGGCCETGGAGGAGTGCGCATCAACTACCGTGACAATATCAAATCG
GATCCATCCTCCCTGGAGGAGACAGATGATCCTGTTGAGATCAGAAAGCAGGTGAGTGTG
GCCGCCTCTGGCTTTTCCATGTTGTATGCAAGTTGGACTTTACTCACCCTTTGACAGGTT
GAATTCTACTTCTCTGACTCCAACCTACCAATGGACAAGTTCCTCCTCTCCARAGTTGGC
GGTAGCGAGAACAGGCCAGTTGAGCTCGCTCTTCTTCATTCGTTCAAGCGAATGCGCCGT
TTCCAGCCTTTCAGCGCTATTGTTGAAGCCCTCAAGAGCTCAGAGCTCGTCGAACTGGTA
GATGACGACAAAGCTGTGCGCCGCAAGGTCCCTCTTCCAGACACCATCAAGGAGACAGCC
GATTCATCAGCCGTCAAAATATTCGAGGATAAAGCCATGCATCGCAGCATATACGCCAAG
GGATTCGGTCCAGAGGAACCCAGTACCCAGTTTGACATTGAAGCCTTCTTTACTCCCTAT
GGCCCCACCAACGCTGTTCGTCTTAGACGTGCCATGGATAAGACATTCAAGGGTAGCGTC
TTTGTCGAGTTTGAGACTGAAGACCTGCAARAGGCATTTCTGGCAGTTGAACCARAGCCG
AAGTGGAAGGGCACCACAGAATTACTTATCAAGAGCAAGAAGCAGTACTGTGACGAGAAG
ATCAAGGAGATAGAAGCTGGTCGTCTGAAGCCTAGTGACCGGTCTAGTGGACGAGGTGGT
CGAGGAGGCCGCGGAGGCCGTGGAGGTCGTGETGGACGGGECGGTCCGAGGTGGCCGTGGT
AATGGTCGGGATCGTAGTGACCGAAACAACGGTGCCCAAGTAARAGAAGAAGCCCAGGCA
AAACGCCCTGAACCAGAGAAAGATAGCCGCGCTGTTCCTGTCATCCAGGTATCCAGTAAC
AAGGCTGAATCTCAACAARATGGAGGCGCCAATGGCCAAAAACGCAGCCGTGAAGAAGAC
TCTGGGCCCAAGGCTGATGGCAATACTGAGGAGAGACCAGCTAAGAAGGTTGATGCTARA
GATAGTTAA
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Constitutivo vs. Retencao-Intron

~ 5'3' Frame 1 i

MAEEQEVAARRAVDATADNAAAEQDVREVLARTLESDEASKODSADAFKEAREERTVARA A KRL.GEEALSNETAREASETORGRGSGRGRGRGGVEINYEDNIESDPSSLEETDDEVETIREQVEEFYFE
SDSNLEPMDEFLLSEVGGSENREVELATLTLHSFEEMRRFOPFSATVEAT RSSEILVELVDDDEAVEREVPLPDTIRETAD S SAVETFEDKAMHES TYARGFGPEEPSTOFDIEAFFTPYGPTNAV

RLERRAMDETFEGSVFVEFETEDLORAFT.AVE PEPEWEGTTELLTESERQYCDERETRETEAGRT.EFPSDRESSGRGGRGERGGRGCGRGGRGEGRGERGNGREDRESDENNGAQVEEEAQAREPEPERD
SEAVEVIOVSSNEAE SQONGGANGOERSREEDSGPEADGNTEERPAKEVDAKDS -

~ 53" Frame 1 i

MAEEQRVARAVDATADNAAAFODVEEVLARLESDEASRODSADARKAREERTVARAAKRL.GEEATLSNETAREASETORGRGSGRGRGRGGVREINYRDNIESDPSSLEETDDPVETREQOVSVAR
SGFSMLYASWTLLTL-OVEFYEFSDSNLPMDEFLLSEVGGSENRPVELATLTHSFERMREFOPFSATVEATLRSSELVELVDDDEAVRREVPLPDT TRETADSSAVETFEDEAMHRSTYARGEGP

EEPETOFDIEAFFTPY GPTNAVELRRAMDET FEGEVEVEFETEDLOEAFT AVEPEPEWEGCTTELLTESEROYCDERTEETEAGRT. EPSDRSSGRGEGRGGRGEGRGERGGRGERGERGNGRDRS
DENNGAQOVREEAQARRPEPERDSRAVPVIOVSSNEAESQONGGANGORRSREEDSGPRADGNTEERPAREVDARDS -




Constitutivo vs. Retencao-Intron

1 1403
pre-mRNA [ p——

1 1263

mRNA Splicing constitutivo [

1 414

mRNA Retengéo Intron-1 (opgéo 1) =:
451
mRNA Retencéo Intron-1 (opgéo 2) ==

(Desenvolvido no Software IBS)
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Classification of protein families

InterPro provides functional analysis of proteins by classifying them into families and predicting domains and important sites. To classify proteins

' in this way, InterPro uses predictive models, known as signatures, provided by several different databases (referred to as member databases)
that make up the InterPro consortium. We combine protein signatures from these member databases into a single searchable resource,
capitalising on their individual strengths to produce a powerful integrated database and diagnostic tool.

v Citi 1
e S Citing InterPro
27 March 2024 If you find InterPro useful, please cite the reference that describes this work:

2/

Paysan-Lafosse T, Blum M, Chuguransky S, Grego T, Pinto BL, Salazar GA, Bileschi ML, Bork P, Bridge A, Colwell L, Gough J, Haft DH, Letuni¢
I, Marchler-Bauer A, Mi H, Natale DA, Orengo CA, Pandurangan AP, Rivoire C, Sigrist CJA, Sillitoe I, Thanki N, Thomas PD, Tosatto SCE, Wu
CH, Bateman A. InterPro in 2022. Nucleic Acids Research, Nov 2022, (doi: 10.1093/nar/gkac993)

Search by sequence Search by text Search by Domain Architecture

Sequence, in FASTA format

Choose file Example protein sequence




Constitutivo vs. Retencao-Intron

TERG_07656_PROTEINA_CONSTITUTIVA TERG_07656_PROTEINA_INTRON1_RETIDO
— (opgdo 1)
e Length 137 amino acids
— T N oo
N Status v finished
Expires @ Tue Apr 09 2024

Protein family membership

None predicted

1 292
100 200




Outros Exemplos

A. Conventional splicing

T R A = = B 2000
T R A 2200

AAA+ATPase ABC transporter type 1, transmembrane domain

protein =l —— 7%

ABC transporter-like, ATP binding domain ABC transporter C family, six-transmembrane helical domain 2

B. Alternative splicing: intron-1 retention

eI R A = 2306

¢ T42-744bp =TAG stop codon

LT G S —— i

ATP biding domain

protein [ 1 248

ABC transporter-like, ATP binding domain




