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The supplementary information includes two figures, one table, and four large datasets as

separate Excel documents. Figure S1 shows sequencing saturation analysis of the two

libraries of A1 and B1. Figure S2 shows distributions of clean reads from the A1 and B1

samples on reference genes. Table S1 provides the primer information used for qRT-PCR

analysis. Supplementary dataset 1 shows DEGs of B. napus between A1 and B1.

Supplementary dataset 2 shows Significantly enriched GO terms of DEGs. Supplementary

dataset 3 shows Significantly enriched pathways of DEGs. Supplementary dataset 4 shows

Cyclin genes of DEGs
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FigureFigureFigureFigure S1S1S1S1.... SequencingSequencingSequencingSequencing saturationsaturationsaturationsaturation analysisanalysisanalysisanalysis ofofofof thethethethe twotwotwotwo librarieslibrarieslibrarieslibraries ofofofof A1A1A1A1 andandandand B1B1B1B1.... The number of

detected genes was enhanced as the sequencing amount (total number of clean reads) increased. A,

Clean reads of A1 mapped to B. napus; B, Clean reads of B1 mapped to B. napus.

FigureFigureFigureFigure SSSS2222.... DistributionsDistributionsDistributionsDistributions ofofofof cleancleancleanclean readsreadsreadsreads fromfromfromfrom thethethethe A1A1A1A1 andandandand B1B1B1B1 samplessamplessamplessamples onononon referencereferencereferencereference genesgenesgenesgenes.... The
reads on the reference genes (from 5'-3') were evenly distributed. A, Distribution of clean reads
from A1 on the reference genes; B, Distribution of clean reads from B1 on the reference genes.



TableTableTableTable S1S1S1S1 PrimersPrimersPrimersPrimers usedusedusedused inininin qRT-PCRqRT-PCRqRT-PCRqRT-PCR analysisanalysisanalysisanalysis

Amplified genes Primer sequences

actin F:CTGGAATTGCTGACCGTATGAG
R:ATCTGTTGGAAAGTGCTGAGGG

Fna021329
F: CTTCACCGAGTCCGTAGCAT
R: TCCGACAGGACGAAAGAAAC

Fna087283
F: CATCAGTCCTACGACGTTCA
R: CTCCTTCTTGTCATTCACCC

Fna048643
F: TGTGGGCAGTTCTTGATGGC
R: TTCACCAGGGGTAGGGCATT

Fna063085
F: GATGCTCCTATCCCTGAATG
R: CTCGTACTTATCCTTGTCGC

Fna016698
F: ATGCTGCTGCTCACGGTTTA
R: CAAGGTTAGGGATACTGGGT

Fna032795
F: GTTGACATTTGGTCGGTTGC
R: CTTCAGAGGCAGTGATGGTT


