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F % 3% & B Arabidopsis Duodecuple Mutant of PYL ABA Receptors

Reveals PYL Repression of ABA-Independent SnRK2 Activity,

13 SRR7160928 SAMNO092205655 527G 184Gb SRX4080143 wildtype GSM3140728 GSM3140728 300 mM mannitol for 24 hours
14 SRR7160929 SAMNO09205654 480G 170Gb SRX4080144 wildtype GSM3140729 GSM3140729 300 mM mannitol for 24 hours
15 SRR7160930 SAMNO09205653 503G 173Gb SRX4080145 wildtype GSM3140730 GSM3140730 300 mM mannitol for 24 hours
16 SRR7160931 SAMNO09205652 458G 1.60Gb SRX4080146 wildtype GSM3140731 GSM3140731 1/2 MS for 24 hours
17 SRR7160932 SAMNO09205651 500G 1.72Gb SRX4080147 wildtype GSM3140732 GSM3140732 1/2 MS for 24 hours
18 SRR7160933 SAMNO092205650 471G 164Gb SRX4080148 wildtype GSM3140733 GSM3140733 1/2 MS for 24 hours
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Hittl: SRR7160928.sra
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-0 <outfile>
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wget
https://www.arabidopsis.org/download_files/Genes/Araportll_gen
ome_release/Araportll_GFF3_genes_transposons.May2022.gff.gz
wget
https://www.arabidopsis.org/download_files/Genes/Araportll_gen
ome_release/Araportll_GTF_genes_transposons.May2022.qgtf.gz
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wget
https://www.arabidopsis.org/download_files/Genes/TAIR10_genome
_release/TAIR10_chromosome_files/TAIR10_chr_all.fas
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-phred33 #phred33/fi&{EL
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Summary

@Basic Statistics

I T

@Basic Statistics

@Per base sequence quality

Filename SRRT160928 1. fastqg

@PEF sequence quality scores File type Conventicnal base calls
ncodi Sanger llumina 1.

QPer base sequence content Srnl Seslba BHE B
Total Sequences 20924237

@PLsequence GC content

Sequences flagged as poor quality 0

@Per base N content

Sequence length 126
@L&quence Length Distribution *GC 45
@S_equence Duplication Levels
Overrepresented sequences
@Adapter Content @PEF base sequence quality

Flrsmlibis rrmvmr mrracres all hasass T cmasse flllismeim=s T G seeadie =i

Produced by FastQC (version 0.11.9)
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IREFAIL, X 7 4% & 12 B i A2 5 e £ X 218 3] 15 P iy,
ﬁ‘i]f%«f%:%ﬁ‘éfil{é‘]o

©per base sequence content @Sequence Duplication Levels
Sequence centent across all bases Percent of seqs remaining if deduplicated 42.77%
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Overrepresented sequences represented sequences

Possible Source resented sequences

ATCGGAAGAGCACACGTCTCAACTCCAGTCACTAGCTTATCTCGTATGCC 23028 0.11005897132593175 TruSeq Adapter, Index 10 (100% owver GObp)

ster Content

@Adapter Content
% Adapter

100 % Adapter llumina Universal Adapter
Ilumina Universal Adapter lumina Small RNA 3' Adapter
Ilumina Small RNA 3 Adapter lumina Small RNA 5 Adapter

20 Ilurmina Small RNA 5 Adapter Mextera Transposase Sequence
Nextera Transposase Sequence SOLID Small RNA Adapter
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stringtie ${workdir}/${input_file}.bam \
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AT1G01010|2200934,UniProt=Q0WV96
AT1G01020
AT1G01020|2200939,UniProt=Q5MK24
AT1G03987.1
AT1G01030]|2200949,UniProt=Q9MAN1
AT1G01030

AT1G03997

AT1G01040

AT1G03993

AT1G01046

STRG.6

AT1G01050

AT1G01060
AT1G01060|2200969,UniProt=Q6R0H1
AT1G01060]|1005715162,UniProt=Q6R0H1
AT1G01070

AT1G01080
AT1G01080|2200974,UniProt=Q8W592
AT1G01080|1009021145,UniProt=F4AHQH8

SRR7160928
643
336
116
0
93
21
0
1683
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2292
306
319

48
614
511
259
232

SRR7160929
445

344

76

0

79

43

0

1614

34

2456
416
206

20
545
265
517

38

SRR7160930
523
333
108
0
123

1601

43

2361
493
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316
502

25

SRR7160931
285
354
35
0
92
14
0
1661

43

2291
605
290

32
207
914
612
351

SRR7160932 SRR7160933

335 293
330 407
123 70
0 0
100 116
0 0

0 0
1881 1744
1 0

52 51

1 1
2494 2371
882 455
87 292
75 107
204 179
1122 880
418 1021
533 219



PC2: 11% variance
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