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File S4.1. Basic statistics of the of the trimmed data in the cv. super strain B transcriptome 

under drought stress (fastq 2). 

Measure Value 

Filename trim.2.fastq 

File type Conventional base calls 

Encoding Sanger / Illumina 1.9 

Total Sequences 41083929 

Sequences flagged as poor quality 0 

Sequence length 20-151 

%GC 44 

 

File S4.2. Summary of per base sequence quality of the trimmed data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 



 

File S4.3. Summary of per tile sequence quality of the trimmed data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 

 

 

File S4.4. Summary of per sequence quality scores of the trimmed data in the cv. super strain 

B transcriptome under drought stress (fastq 2). 

 



 

File S4.5. Summary of per base sequence content of the trimmed data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 

 

File S4.6. Summary of per sequence GC content of the trimmed data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 



 

File S4.7. Per base N content plot of the trimmed data in the cv. super strain B transcriptome 

under drought stress (fastq 2). 

 

File S4.8. Sequence length distribution plot of quality scores of the trimmed data in the cv. 

super strain B transcriptome under drought stress (fastq 2). 



 

File S4.9. Sequences duplicated levels vs total sequences percentage of the trimmed data in the 

cv. super strain B transcriptome under drought stress (fastq 2). 

 

File S4.10. Adapter content percentages of the trimmed data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 



File S4.11. Summary of overrepresented sequences of the trimmed data in the cv. super strain 

B transcriptome under drought stress (fastq 2). 

Sequence Count Percentage Source 

CATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAAT 341332 0.8308163515714382 No Hit 

ATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATA 186475 0.4538879424117397 No Hit 

GTAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGAT 184257 0.4484892377260218 No Hit 

AATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGA 171069 0.41638909462627105 No Hit 

GGTAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGA 151070 0.3677106929086554 No Hit 

ATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAG 122048 0.2970699321381847 No Hit 

CCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCCTATGG 110164 0.2681437795299471 No Hit 

GGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTT 105856 0.25765792750737154 No Hit 

CTTCAATATAAGCCTTGGTAGGGATAGATAGCCACCTATATAGTATAGCT 103738 0.25250262700045073 No Hit 

GGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTC 93196 0.22684295847166908 No Hit 

GGACATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCC 78802 0.19180736097562626 No Hit 

TAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGG 69139 0.1682872151784704 No Hit 

TAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGT 69114 0.16822636413377115 No Hit 

GAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCC 68186 0.16596757335453483 No Hit 

GCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCC 67550 0.16441952277738578 No Hit 

CCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCCTATGGT 66675 0.16228973621291187 No Hit 

GCCACAGGCGTCATACTTCCCAAGAAGCGGCCATAGCCCAGATGCGAGGT 62400 0.15188420756933935 No Hit 

CCCAATTATCCATAAAACTGTAACTAAGTGAGGCTCTCTCATTGGTTTAT 62085 0.15111748440612874 No Hit 

GGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGG 61248 0.1490801914295977 No Hit 

GCTGCTCACAGTATACGGGCGTCGGCATCCAGACCGTCGGCTGATCGTGG 58919 0.14341130810541514 No Hit 

GGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGT 58467 0.14231112121725262 No Hit 

AAAGAATATCCCAATTATCCATAAAACTGTAACTAAGTGAGGCTCTCTCA 58035 0.1412596151648495 No Hit 

GGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGTTTTTA 57791 0.14066570896858477 No Hit 

AGGTAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTG 56457 0.13741869722343256 No Hit 

GCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCCTATG 56262 0.13694405907477836 No Hit 

TAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATG 55743 0.13568079138682182 No Hit 

CCCAATAGGAGGTTTCCTCCTATGGTTTTCAAAACAATCACCATCATGCT 52825 0.12857825744952486 No Hit 

CTTCCATTTCCGCCCAAGCTGCTCACAGTATACGGGCGTCGGCATCCAGA 52739 0.12836892985575943 No Hit 

CGCCACAGGCGTCATACTTCCCAAGAAGCGGCCATAGCCCAGATGCGAGG 51986 0.12653609638941787 No Hit 

AGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTT 51815 0.12611987524367496 No Hit 

GGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGTTTTTAC 51085 0.12434302473845672 No Hit 



GGGAGGTATCCCAATAGGAGGTTTCCTCCTATGGTTTTCAAAACAATCAC 50031 0.12177754469393616 No Hit 

TGGACATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCC 47149 0.1147626362610061 No Hit 

GCGTCGGCATCCAGACCGTCGGCTGATCGTGGTTTTACTAGGCTAGACTA 46984 0.11436101936599101 No Hit 

TGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGTTTTT 44791 0.10902316572497242 No Hit 

CTCGTAACCAAACATGCACAGCGGTCAAACAGTATGTCCCAAGGGGACTT 44429 0.1081420425977272 No Hit 

CAAAGAATATCCCAATTATCCATAAAACTGTAACTAAGTGAGGCTCTCTC 44174 0.10752136194179482 No Hit 

GCCCAAGCTGCTCACAGTATACGGGCGTCGGCATCCAGACCGTCGGCTGA 41532 0.10109062353797758 No Hit 

 

 


