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Abstract

NGS technologies have moved large scale sequencing from Genome centers to Labs. They have empowered biologists to not only undertake large scale
sequencing, but use them for various other applications like DNA-Protein interactions, epigenetic changes, gene expression profiling and genotyping. Next
generation Bioinformatics tools have been and are being developed to quickly align, assemble and analyze the large volumes of NGS sequence data. We

describe here a tool which can enable scientists to perform a quick quality control of short read sequencing data.

Quality Control and summarization of the N6S data and the processed sequence data is essential to plan downstream bioinformatics processes. We
report a simple, fully automated and easy to use desktop application SeqQC for Windows and Linux platforms that can process NGS data and any form of
sequence data to generate user friendly graphs and summaries. Windows and Linux executables of the tool can be downloaded (free) from
www.genotypic.co.in/SeqQC.html

Advanced bioinformatics skills or high performance computers are not required to run SeqQC and we believe the tool would be useful for advanced users

as well as new entrants to the NGS era.
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QC REPORT MOTIF SEARCH QC REPORT
Fastq file name 1.txt Mismatch / Gaps| GACTGTGACGTACAT Sequence File Name human.rna.fna
Fastq file size 1020.92 MB 0 9023 Sequence File Size 116.64 MB
Time taken for Analysis 11 minates 1 5987 Time taken for analysis 2.17 minutes
Maximum Read Length 50 b 2 2365 Maximum Sequence Length 101519
Minimum Read Length 0 & Minimum Sequence Length 33
Median Read Length 50 b
A 5 Length 2564.912
Total Number of Reads 6016805 LOW COMPLEXITY SEQUENCE SEARCH verage Sequence Lengt
No. of Sequences 45173
Total Number of HQ Reads 1* 5829568 PolvA 19455
Percentage of HQ Reads 96.888 % Y Total Sequences Length 1165864776
Total Number of Bases 300.840 Mb PolyT 6579 Total Number of Non-ATGC Characters |22
Total Number of HQ Bases 2 290.992 Mb Poly6 35 Percentage of Non-ATGC Characters 0.00002%
Percentage of HQ Bases 96.726 % PolyC 109
Total Number of Non-ATGC Bases 3531 b " .
DiMucleotide Repeat: 11255
Percentage of Non-ATGC Bases 0.001 % I_ e I_a peats FASTA TO TABLE
Number of Reads with Non-ATGC Bases  |3271 TriNucleotide Repeats  |5278 Sequenced  |Description|Length|6C %
Percentage of Reads with Non-ATGC Bases [0.054 % TetraNucleotide Repeats |17674 WM 001200 |emPz 587 |263
NM_007294 BRCAL 3597 (619
PRIMER / ADAPTER SEQUENCE SEARCH NM_001145306 |CDKS 3445 |41
QUALTTY GR4RH NM7021101 CLDN1 2182 |5&1
PCR Primer 1 AhTGATACGGCGACCACCGAGATCTACACTCT |2 — .
Adapter 2 ACACAATTGGTCGTGTCCGCGCTCTTCCGATC |11 NM_152727 CPNE2 1595 [546
X Sequencing Primer | ACACTCTTTCCCTACACGACGCTCTTCCGATC |7 NM_130808 CPNE4 4624 160.2
£ T’ - 1 NM_201283 EGFR 3150 485
3 "H\.m PCR Primer 2 ChAGCAGRAGACGGCATACGAGCTCTTCCGAT |35 ‘
: —F\“‘m Adapter 1 GATCGGARGAGCTCGTATGCCGTCTTCTGCTT |37 NW 052509 FAN7SE 11733 1398
g M F NM_004448 HERZ 7224 1419
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Quick view of top and bottom lines of the sequence file

SeqQC is an Ideal tool to bridge the gap between sequencing and analysis
For Windows/Linux/Mac download FREE from www.genotypic.co.in/SeqQC.html

SeqQC can Process up to 8 NGS sequence files or 8 FASTA files simultaneously and outputs a single Report file.
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