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Roteiro de analise

FASTQC — 12 rodada (analise de qualidade “pre-trimagem”)

2. Trimmomatic (“trimagem” de adaptadores e regides de ma
qualidade)

3. FASTQC — 22 rodada (analise de qualidade “pds-trimagem”)
Comparacao dos resultados obtidos nas 12 e 22 rodadas
5. Desenvolvimento da tabela de resultados
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Trimmomatic — Via Galaxy
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Trimmomatic — Via Galaxy (cont.)
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Exemplo de Resultado Trimmomatic

Picked up _JAVA_OPTIONS: -Djava.io.tmpdir=/jetstream/scratch@/main/jobs/34439361/_ job_tmp

TrimmomaticPE: Started with arguments:
-threads 18 fastq rl.fastqsanger.gz fastq r2.fastgsanger.gz fastgq out rl paired.fastqsanger.gz fastq out rl unpaired.fastqsanger.gz fastq out r2 paired.fastgsanger.gz

fastq_out_r2_unpaired.fastgqsanger.gz ILLUMIMACLIP:/cvmfs/main.galaxyproject.orgfdeps/_conda/envs/__trimmomatic@@.38/share/trimmomatic-8.38-1/adapters/Truseq3-PE.fa:2:308:18:8: true
SLIDINGWINDOW:4:28 -trimlog trimlog

Using PrefixPair: 'TACACTCTTTCCCTACACGACGCTCTTCCGATCT' and "GTGACTGEAGTTCAGACGTGTGCTCTTCCGATCT'

ILLUMINACLIP: Using 1 prefix pairs, @ forward/reverse sequences, @ forward only sequences, @ reverse only sequences

Quality encoding detected as phred32

Input Read Pairs: 28937947 Both Surviving: 2688883 (92.46%) Forward Only Surviving: 1838438 (6.34%) Reverse Only Surviving: 274216 (@.95%) Dropped: 76618 (@.25%)

TrimmomaticPE: Completed successfully

Nro. Reads Nro. de pares de Reads apenas em R1 Reads apenas em R2 Reads retirados

totais Reads apods trimagem apos trimagem apos trimagem apos trimagem




FASTQC - Via Galaxy — 22 rodada
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Exemplo de Resultado FASTQC
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Comparacao dos resultados obtidos

Antes (12 rodada)
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Depois (22 rodada)

eaperbasesequencequaww

a0
a8
26
24
22
20
28
26
24
22
20
18
18
14
12

o ok R ;@

Quality scores across all bases (Sanger / lllumina 1.9 encoding)

12345678% 11 13 13 17 1% 21 23 25 27 286 31 33 35 37 382 41 43 45 47 4%
Position in read (bp)



Desenvolver tabela de resultados

Table 1. General features of RNA-seq reads mapped to the T. rubrum reference genome
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