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File S2.1. Basic statistics of the of the raw data in the cv. super strain B transcriptome under 

drought stress (fastq 2). 

Measure Value 

Filename 2.fastq 

File type Conventional base calls 

Encoding Sanger / Illumina 1.9 

Total Sequences 41779729 

Sequences flagged as poor quality 0 

Sequence length 151 

%GC 44 

 

File S2.2. Summary of per base sequence quality of the raw data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 



 

File S2.3. Summary of per tile sequence quality of the raw data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 

 

File S2.4. Summary of per sequence quality scores of the raw data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 

 

File S1.5. Summary of per base sequence content of the raw data in the cv. super strain B 

transcriptome under drought stress (fastq 1). 

 

 



 

File S2.5. Summary of per base sequence content of the raw data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 

 

File S2.6. Summary of per sequence GC content of the raw data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 



 

File S2.7. Per base N content plot of the raw data in the cv. super strain B transcriptome under 

drought stress (fastq 2). 

 

File S2.8. Sequence length distribution plot of quality scores of the raw data in the cv. super 

strain B transcriptome under drought stress (fastq 2). 

 



 

File S2.9. Sequences duplicated levels vs total sequences percentage of the raw data in the cv. 

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

 

File S2.10. Adapter content percentages of the raw data in the cv. super strain B transcriptome 

under drought stress (fastq 2). 

 



File S2.11. Summary of overrepresented sequences of the raw data in the cv. super strain B 

transcriptome under drought stress (fastq 2). 

Sequence Count Percentage Source 

CATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAAT 349109 0.8355942184306653 No Hit 

ATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATA 189655 0.4539402349881207 No Hit 

AATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGA 176966 0.42356904708501103 No Hit 

GGTAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGA 157715 0.3774916778421421 No Hit 

ATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAG 127103 0.304221695645752 No Hit 

CCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCCTATGG 112471 0.26919992707468254 No Hit 

GGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTT 111464 0.26678966730492676 No Hit 

CTTCAATATAAGCCTTGGTAGGGATAGATAGCCACCTATATAGTATAGCT 106928 0.2559327275674766 No Hit 

GTAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGAT 103581 0.24792166555221073 No Hit 

GGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTC 95111 0.22764867622765095 No Hit 

GGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGGG 91605 0.2192570468803184 No Hit 

GGACATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCC 84772 0.20290222562238258 No Hit 

GAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCC 69744 0.16693262897899602 No Hit 

TAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGT 69263 0.16578135296186342 No Hit 

TAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGG 69128 0.16545822975539165 No Hit 

GCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCC 66682 0.1596037159551705 No Hit 

CCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCCTATGGT 65115 0.1558530932548653 No Hit 

GCCACAGGCGTCATACTTCCCAAGAAGCGGCCATAGCCCAGATGCGAGGT 63889 0.15291865583905534 No Hit 

CCCAATTATCCATAAAACTGTAACTAAGTGAGGCTCTCTCATTGGTTTAT 61939 0.14825132063446367 No Hit 

GCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTTTCCTCCTATG 60264 0.14424219936898108 No Hit 

AAAGAATATCCCAATTATCCATAAAACTGTAACTAAGTGAGGCTCTCTCA 59864 0.14328479727573148 No Hit 

GCTGCTCACAGTATACGGGCGTCGGCATCCAGACCGTCGGCTGATCGTGG 59569 0.14257871323195992 No Hit 

GGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGT 58521 0.14007031974764605 No Hit 

GGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGTTTTTA 57786 0.13831109340129993 No Hit 

CTTCCATTTCCGCCCAAGCTGCTCACAGTATACGGGCGTCGGCATCCAGA 54841 0.13126222048974995 No Hit 

TAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATG 54529 0.13051544685701527 No Hit 

CGCCACAGGCGTCATACTTCCCAAGAAGCGGCCATAGCCCAGATGCGAGG 53366 0.12773180027089215 No Hit 

AGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCCCAATAGGAGGTT 53179 0.12728421479229796 No Hit 

GGGAGGTATCCCAATAGGAGGTTTCCTCCTATGGTTTTCAAAACAATCAC 52965 0.12677200467240943 No Hit 

GGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGTTTTTAC 51499 0.12326312600064973 No Hit 

CGGGCGTCGGCATCCAGACCGTCGGCTGATCGTGGTTTTACTAGGCTAGA 48533 0.11616398947920413 No Hit 



TGGACATTAATTAGGGCTGAAAGCCCTAACTTAATGGACGGGAGGTATCC 48088 0.11509887965046399 No Hit 

AGAGGTAGGAATGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTAT 46416 0.11109693890068076 No Hit 

CTCGTAACCAAACATGCACAGCGGTCAAACAGTATGTCCCAAGGGGACTT 45974 0.11003900958763999 No Hit 

TGGGAGTATTTGCACTTGTGGTAACGGTATTTGCATTATTGATGGTTTTT 45827 0.10968716431837076 No Hit 

CAAAGAATATCCCAATTATCCATAAAACTGTAACTAAGTGAGGCTCTCTC 44740 0.10708542412996504 No Hit 

GCCCAAGCTGCTCACAGTATACGGGCGTCGGCATCCAGACCGTCGGCTGA 43703 0.1046033592032155 No Hit 

 

 

 

 


