OmicsBox Report: Transcript-level Quantification (Ctl_vs_VopC+_cinetics_count_table) Aug 22, 2020

Create Count Table (Transcript-level) Results

Name: Ctl_vs_VopC+_cinetics_count_table

Input 1: Reference Transcript Sequences

132,179 sequences have been recovered from the fasta file
'Aiptasia_transcriptome_assembly_132179contigs_blastxfast_pringleprot_20200311_annotated.fasta'.

Transcripts Min Length Max Length Avg Length
132,179 201 49,073 1,506.902

Input 2: FASTQ Files

A total of 23 samples have been processed.

File Name Sample Name Format Sequencing
Aipt50_1.fastq.gz, Aipt50_2.fastg.gz Aipt50 9z Paired-End
Aipt60_1.fastg.gz, Aipt60_2.fastg.gz Aipt60 9z Paired-End
Aipt58_1.fastq.gz, Aipts8_2.fastg.gz Aipt58 gz Paired-End
Aipt47_1.fastq.gz, Aiptd7_2.fastq.gz Aiptd7 gz Paired-End
Aipt69_1.fastq.gz, Aipt69_2.fastg.gz Aipt69 9z Paired-End
Aipt57_1.fastq.gz, Aipt57_2.fastg.gz Aipt57 9z Paired-End
Aipt46_1.fastq.gz, Aipt46_2.fastq.gz Aipt46 gz Paired-End
Aipt68_1.fastq.gz, Aipt68_2.fastq.gz Aipt68 9z Paired-End
Aipt56_1.fastq.gz, Aipt56_2.fastq.gz Aipt56 gz Paired-End
Aipt67_1.fastq.gz, Aipt67_2.fastg.gz Aipt67 gz Paired-End
Aipt66_1.fastq.gz, Aipt66_2.fastg.gz Aipt66 9z Paired-End
Aipt65_1.fastq.gz, Aipt65_2.fastg.gz Aipt65 gz Paired-End
Aipt42_1.fastq.gz, Aiptd2_2.fastq.gz Aipt42 gz Paired-End
Aipt64_1.fastq.gz, Aipt64_2.fastg.gz Aipt64 9z Paired-End
Aipt41_1.fastq.gz, Aipt41l_2.fastg.gz Aipt4l 9z Paired-End
Aipt51_1.fastq.gz, Aipt51_2.fastq.gz Aipt51 gz Paired-End
Aipt40_1.fastq.gz, Aipt40_2.fastq.gz Aipt40 gz Paired-End
Aipt39_1.fastq.gz, Aipt39_2.fastq.gz Aipt39 gz Paired-End
Aipt49_1.fastq.gz, Aipt49_2.fastg.gz Aipt49 9z Paired-End
Aipt38_1.fastq.gz, Aipt38_2.fastg.gz Aipt38 9z Paired-End
Aipt59_1.fastq.gz, Aipt59_2.fastq.gz Aipt59 gz Paired-End
Aipt48_1.fastq.gz, Aipt48_2.fastq.gz Aipt48 gz Paired-End
Aipt37_1.fastq.gz, Aipt37_2.fastgq.gz Aipt37 9z Paired-End
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Results Overview
Input Reads Aligned Reads Total
Total . . Aligned Multiple Overall Alignment .

Name Records Aligned 1 Time Times Rate Not Aligned
Aipts0 19,445,945 3'7‘153'322% 8,350,665 / 42.943% 12,120,360 / 62.33%

Apté0 16,357,983 2'90*13'75%34) 6,566,558 / 40.143% 9,475,072 / 57.92%

Aipts8 | 14,090,241 2’322'32%0 5,617,524 / 39.868% 8,008,147 / 56.83%

Aptd7 24,346,001 4"‘%3’?5% 8,865,378 /36.414% 13,294,198 /54.61%

Aipte9 | 14,309,284 2'352'2%,2 5,142,401 / 35.938% 7,469,008 / 52.2%

Aipts7 20,504,264 3'412'21202 7,472,510/ 36.444% 10,885,580 / 53.09%

Aipt46 16,427,231 3'11‘8{%4’ 6,268,348 / 38.158% 9,409,105 / 57.28%

Aipté8 | 18,418,127 3’0%32302 6,743,549 / 36.614% 9,798,915 / 53.2%

Aipts6 21,386,205 3'653'2324’ 7,585,815 / 35.471% 11,271,553 / 52.7%

Aipt67 9,806,211 1'652'232% 3,864,019 / 39.404% 5,492,453 / 56.01%

Aipté6 | 18,944,469 3’223'1%0;0 6,077,198 /36.83% 10,276,995 / 54.25%

Aipt65 17,672,645 3'01%'834’ 6,176,964 | 34.952% 9,188,536 / 51.99%

Aiptd2 11,613,380 2,022,53502 4,212,253/ 36.271% 6,302,535 / 54.27%

Aiptéd | 20,514,463 3'42‘7)'3%102 7,377,556/ 35.963% 10,867,873 / 52.98%

Aipta1 10,456,691 1'953'413;4’ 3,826,138 / 36.59% 5,754,285 / 55.03%

Aipt51 8,347,074 1’5281'32;‘02 3,381,660 / 40.513% 4,963,214 1 59.46%

Aiptd0 20,756,364 3'61‘7)'33614’ 7,664,714 /36.927% 11,275,525/ 54.32%

Aipt39 15,607,714 2,9%',8333,% 5,611,535 / 35.954% 8,566,528 / 54.89%

Aipt49 | 28,271,202 5’3%'83% 11,684,154 /41.329% 17,066,139 / 60.37%

Apt38 | 20,197,821 3,7{3,5& 7,185,573/ 35576% 10,958,699 / 54.26%

Aipts9 16,637,531 2'752'3;‘202 6,507,603 / 39.114% 9,232,043 / 55.49%

Aipt48 | 14,481,906 2'823'57,?102 5,503,363 / 38.002% 8,338,110 / 57.58%

Aipt37 9,300,619 1'7%32;4’ 3,369,264 / 36.226% 5,132,151 / 55.18%

Warnings:

® 4,957 features (3.75%) for which no aligned reads was detected in any of the samples. Features with low
counts provide little evidence for differential expression so they should be filtered out to improve further

analysis.
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Analysis Parameters

Parameter Value

Sequencing Data Paired-End Reads
Upstream Files Pattern 1

Downstream Files Pattern 2

Gene-level Estimations false

Append Poly(A) Tails false

Estimate RSPD true

Strand Specificity Strand Specific Reverse
Generate Alignment Files true

Alignment Files /Users/francois/Desktop/Aiptasia_project_iMac/Time_series_analyses
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