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Table S3. Summary of RNA sequencing results for the forty-six maize seedling leaf samples.

Sample ID? Total Reads (M)? Total Bases (Gb)* Q20* Q30° GC(%)¢ Mapped reads (%)’

19NLO06-1 45.86 6.88 96 92 53 86.09
19NL09-1 44.40 6.66 97 92 53 86.76
19NL17-1 46.46 6.97 95 90 52 81.13
19NL19-1 41.76 6.26 95 89 53 81.08
19NL23-1 44.84 6.73 96 92 53 85.37
19NL24-1 53.72 8.06 95 89 53 79.72
19NL52-1 40.06 6.01 93 86 52 78.45
19NL63-1 43.30 6.50 97 92 53 85.53
19NL70-1 46.42 6.96 96 92 52 84.51
19NL74-1 51.94 7.79 97 93 53 84.01
19NL87-1 41.79 6.27 94 88 53 80.14
19NL9%6-1 46.38 6.96 96 92 53 82.36
19NL153-1 56.86 8.53 97 92 53 83.55
19NL163-1 40.11 6.02 94 88 52 77.52
19NL166-1 53.13 7.97 97 92 53 83.20
19NL168-1 38.36 5.75 95 89 52 82.34
19NL181-1 54.56 8.18 96 92 53 82.74
19NL192-1 53.83 8.07 96 92 53 89.67
19NL196-1 45.18 6.78 97 92 52 89.81
19NL217-1 53.48 8.02 97 92 53 84.74
19NL222-1 47.91 7.19 95 90 52 79.76
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19NL227-1
19NL257-1
19NL267-1
19NL22-2
19NL32-2
19NL33-2
19NL34-2
19NL41-2
19NL44-2
19NL03-2
19NL04-2
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19NL14-2
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19NL146-2
19NL149-2
19NL170-2
19NL172-2
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19NL256-2
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78.72
87.90
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77.28
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1Sample ID, maize inbred lines; cold-tolerant lines (-1), cold-susceptible lines (-2); 2Total Reads (M), total clean

reads in millions; 3Total Bases (Gb), total bases in the data; Q20, the percentage of the bases with a data mass

value greater than or equal to 20; 5Q30, the percentage of the bases with a data mass value greater than or

equal to 30; °GC content, clean data GC content, that is, the percentage of G and C bases out of total bases in

the data; "Mapped reads, the number of reads in the reference genome and the percentage in clean reads.



