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ldentificacao de miRNASs e seus alvos em Clusia sp.
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Tabela 1: Sequéncias dos novos miRNAs identificados.

I n t r O d u Q ao miRNA code 5p sequence Lenght 3p sequence Lenght

Clu_miRNA_n1 AGAGAGAAATGATGGGGTGGT 21 TATCCTTTTTTTTTTGTTTT 20
Os microRNAs (miRNAs) sao pequenos RNAs de fita simples cujo Clu_miRNA_n2 TTAAACTTGAGAAGATGATAG 21 TCATGCCTCACAAGTTTCTCC 21
comprimento varia de 19 a 24 nucleotideos, derivados da acao da proteina Clu_miRNA_n3 CTTCTTAATCTGGATCTCGGAC 21 ACAGATCGGACGAAGGAGATG 21
DICER sobre um miRNA precursor (pre_m|RNA) com formato caracteristico de Clu_miRNA_n4 AGGAGGAGGAGAAGGAGGAGGAAGG 25 TTTGTTTTGTTTTTGTTTTTCTTT 24
pelo complexo RISC, resulta na clivagem do mRNA e na consequente inibicdo B TTAGGATAATTGTCCGGAA o CTTTGATITCTCTCEAAG 18
~ . . . , . . Clu_miRNA n7 GCCTATACTCGGCCGTCGG 19 ACGAGTAGGGTGTACGTGGCG 21
de sua traducéo, consolidando um importante mecanismo paos-transcricional -
~ ~ A s ) Clu_miRNA_n8 TGACGTATCATTTGAGCTTA 20 AACCTCGGATGGTATGTTAT 20
de regulacao da expressao génica. Em plantas, os miRNAS possuem papel |
L. . . . Clu_miRNA_n9 TGATGCCTCAGCTTTTGAGAA 21 TCAAAAGCTGAGGCATCATCT 21
regulatorio essencial no desenvolvimento, crescimento e resposta a estresses T, T AAAGCT GGAGTTCATT Lo OACTGAGG T TTGEAAGA 1o
b IOtICOS € ab IOtICOS' Clu_miRNA _n11 CGAACACTTGCAACCTCT 20 AGATTGTAGCAAGTGTCGTG 20
A familia Clusiaceae compreende cerca de 14 géneros, sendo Clusia Clu_miRNA_n12 TTCATTTTGACTTATTTT 19 GAGTGAGGGGAATTGAACT 19
0 maior deles, composto de plantas neotropicais que se apresentam na forma Clu_miRNA_n13 ATTTGTATTCTAGTTTATAA 20 ATGGATTGTTAGTATGGATG 20
de arvores, hemiepifitas, lianas ou arbustos. As espécies de Clusia possuem Clu_miRNA_n14 CAAGGGGTGGEACTGEEE 21 TTCTTGCGTGTGATCGTTTGT 21
distribuicdo ampla pelo territério brasileiro, denotando uma grande CU RN TTCAGECATECAACEEATS 20 TTCCTTCCTCOTTECAASCET 20
.- . .~ . . . . Cl iRNA nl16 CTCCACTTTCATTTTCTTCTG 21 CAGAAGAAAATGAAAGTGGAG 21
adaptabilidade a diferentes condicdes ambientais e uma plasticidade AT
L. . . L N Clu_miRNA_n17 TTAAACTTGAGAAGATGATAG 21 TCATGCCTCACAAGTTTCTCC 21
fenotipica marcante. Suas propriedades medicinais e farmacologicas sao |
_ ~ _ _ S Clu_miRNA_n18 GGTCAGCGAGCTTGGAGAAG 20 TCTCTTTGTTCGTTTGATAC 20
valorizadas na cultura local e tém sido estudadas pelo potencial antioxidante, e —— COTCaTCETCaCEaaTET s CEGOAGCEEEaECEBECA 1
antitumoral, anti-inflamatorio e antimicrobiano. Clu_miRNA_n20 TTAATCGGGAAGATATCTGT 20 GGGTTTGGTTGGGTTGGAT 19
Clu_miRNA _n21 TTAATCGGGAAGATATCTGT 20 TTGGGAGGAGATCAGCAAGTC 21
M et o) d o) I o) g | a Clu_miRNA_n22 TCTTCTTCTTCAGCTTCTAGTT 22 TATGAGTGGAGGGAGAGGGGGA 22
Clu_miRNA _n23 ATTGACGGGACAAATGAT 18 CATTTGTCTCGTGCAATT 18
Clu_miRNA _n24 TTTGATGTTGGAAATTGACAA 21 CAATTTGAAGCATCGAAGT 19
RNA d b| d Clu_miRNA _n25 AGGAGGAGGAGAAGGAGGAGGAAGG 25 [TTGTTTTGTTTTTGTTTTTCTTT 24
mi S maauros Bibliotecas de sRNA
do miRBase de Viridiplantae
\ / =» Read mappings for sample: CHMA3
S'-»3'
AUAAGCGEAUUGAIAALCGEGAAGALALCUGUGAUGALUAGAC GEEULUGGUUGGEEUUGEAULGEEUUGEEU UGG total mapped reads=38
: A A (R S (o S DD DD S OIS D SO DB B DD D B DO B
Transcrlptoma ........... GATTAATCGGCAAGATTTC t v v v v e eeeee e e s nnnnnssaannnnnsasesnsnnnnnnnans depth=1, length=1%
SEEEE5S555ESS55555555555555555555555555555555000TTGRGTTGOGTTGOATss55555555555 depth=1, length=1% [sta:
SEEEE5555E55555555555555555555585555555555555000TTAGGTTGAGTTG0AT=555555555555 depth=2, length=1% [sta:
.............................................. GTTEEETTEEGATEEAT T s s s et a depth=1, length=18
................................................. AGGTTGOATTGGATTEGG. . v v e v wu depth=1, length=13
................................................. TEOTTAGGTTAGATTEEGT . ... . . .. depth=1, length=1%
.................................................. GETTEEGTTEEATTGAGT v v v v v v u . depth=1, length=13
.................................................. GETTTGATTGEATTAGGETT.. ... ... depth=1, length=1%
.................................................. AGTTGRATTGGATTGEGTT. ... . .. depth=2, length=1%
B GETTGEOATTEEACTAGGTT ... .o v .. depth=1, length=1%
MIRNAS = jep = BLAST N0 MIRBASE GTTGGGTTGGATTGGGTA. ... ... depth=1, length=18
N I GTTEEETTEEATTGGEET T . sy s .. depth=1, length=18
Candldatos ................................................... GTTGEATTGGATTGEGTT. o v v v e dEEth=1, lengthﬂ.a
LLOTTEEATTGGATTEGETTT. . . ... depth=1, length=1%
. LATTEEATTOEATTGRGTTGGEGET . . . depth=1, length=22
LATTEEATTGEATTGGGTTAGAT. . . depth=1, length=22
..... GEOTTOGGATTGEGTTGGEGETT. .« depth=1, length=28
GeGTTOGATTGCGTTAGGTT. . depth=1, length=28
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Figura 2. Caracteristicas dos 44 miRNAs identificados.
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