
Supplementary Figure S1. The detection of Nosema spp. of newly emerged adult honey bees by multiplex 
PCR before experiment. The information of primer sets were listed in Supplementary Table 1.
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Supplementary Figure S2. The pipeline of transcriptome analysis. The commend lines and analysis purposes are noted 
pairwise the item. DEG= differential expressed gene; FPKM= fragment per kilobase per million; GO= gene ontology; KEGG= 
Kyoto Encyclopedia of Genes and Genomes. 
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java -jar /Data/liyh/trimmomatics/Trimmomatic-0.39/trimmomatic-0.39.jar PE -phred33 -trimlog seq.log -
threads 4 Nosema-only_S6_L001_R1_001.fastq.gz Nosema-only_S6_L001_R2_001.fastq.gz 1.fastq.gz 
1.unpaired.fastq.gz 2.fastq.gz 2.unpaired.fastq.gz ILLUMINACLIP:/Data/liyh/trimmomatics/Trimmomatic-
0.39//adapters/TruSeq3-PE.fa:2:30:10 SLIDINGWINDOW:5:20 LEADING:5 TRAILING:5 MINLEN:50

hisat2 -p 8 -x ./nosema_data/nosema -1 0BP_R1.fastq.gz -2 ./trimmomaticfile/0BP_R2.fastq.gz -S 0BP.sam

1. samtools view -bS -o abc.tmp.bam abc.sam
2. samtools sort -o abc.bam abc.tmp.bam
3. samtools merge merge.bam Ns.bam d0.bam d5.bam d10.bam d20.bam

cufflinks -p 8 -G ../../GCF_000988165.1_ASM98816v1_genomic.gtf merge.bamExpression level calculation

DEG comparison
cuffdiff -b ../../GCF_000988165.1_ASM98816v1_genomic.fna -p 8 transcripts.gtf Ns.bam d0.bam d5.bam 
d10.bam d20.bam
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