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		Supplementary Material
Figure S1. The predicted length distribution of the complete-CDS-encoded protein.
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Figure S2. The Nr annotated species taxonomic statistical map of all transcripts. 
Note: Different colors represent different species.
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Figure S3. GO categories for all transcripts in the transcriptome.
The right y-axis represents the number of transcripts in a category and the left y-aixs represents the percentage of transcripts in a category.
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Figure S4. KOG functional classification for the transcriptome sequences.
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Figure S5. (A-R) The expression profles (FPKM) in the transcriptome and RT-qPCR results of 18 candidate genes. (S) The correlation between qRT-PCR and the transcriptome data, as shown by values of log2(RPKM ratios) obtained by RNA-seq (x-axis), plotted against the values of log2(relative expression ratios) obtained by RT-qPCR (y-axis) for the 18 candidate genes. Each sample was analyzed in three biological replicates (significant differences at p <0.05).

image2.png
Nr Homologous Species Distribution

Eucalyptus grandis [55283~95.81%]
I vitis vinifera [211~0.37%]
[ | Medicago truncatula [135~0.23%]
Theobroma cacao [132~0.23%]
. Citrus sinensis [79~0.14%]
Jatropha curcas [79~0.14%]
[ | Populus trichocarpa [75~0.13%]
Prunus persica [72~0.12%]
Citrus clementina [67~0.12%]
Ricinus communis [67~0.12%]
I Other [1502~2.60%]





image3.png
S00vy

sauab Jo JaquinN

00¥¥ ovy

00k

ok 3

s2uab Jo abejusoiag

biological process

molecular function

cellular component




image4.png
Frequency

KOG Function Classification of Consensus Sequence
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