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Supplementary materials available online:  

 

Suppl. Fig. S1. Standard curve for qPCR threshold cycle (CT) versus the logarithmic 

values (base 10) of the D. vulgaris cell number. Correlation coefficients (R2) and 

correlation equation shown.	
   

 

Suppl. Table S1. All RT-qPCR primers designed and evaluated for 9 genes in this 

study.      
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Gene ID Gene
name Annotation Pimer ID Forward primer 5’-3’ Reverse primer 5’-3’

A TCACGCCACAGAGCAGCTATAC TCCCTTCAGGATGATCTCAAGC
B CAAGAACCCGCATACCCAGTT AAGGTGATGAAGTTGGTGGTGC
C GTATCTGCACGACCACATCGTG GATATGGATGACGCGATCTTCG
D ACATACATCCGCAACCTCGTTC GATATGGATGACGCGATCTTCG
E GCTGCAAAGCCAAGACAGCTCC TTCGATTCGGGTCACAGGGTC
F CCAAGCGCATCCAGGAATT TGGTGCCACCGTACTGTGTC
G AAGCGCATCCAGGAATTCAC TGGTGCCACCGTACTGTGTC
A CTACACCCTGCACGAGTTCATG TGAGGAAGAGCCAGTAACCCAC
B CTACACCCTGCACGAGTTCATG GGAAGAGCCAGTAACCCACGTA
C GCAATCTACACCCTGCACGAGT AGGAAGAGCCAGTAACCCACGT
D TGGATCAGGCAATCTACACCCT GGAAGAGCCAGTAACCCACGTA
E CAATCTACACCCTGCACGAGT GAGGAAGAGCCAGTAACCCAC
F CAATCTACACCCTGCACGAGT CGGTGAGGAAGAGCCAGTA
A ATCGAATGGATGGAACTGCG GCGAGAATCTGATTGTCGGTG
B ATCGAATGGATGGAACTGCG AGGACAGGCATAGTGCGTTGA
C GGCGAAACTCGACAAGACCTT GATGTTCACCGTGAAGTTGCC
D ATGGCGAAACTCGACAAGACC GATGTTCACCGTGAAGTTGCC
A TCATCATCCTGAGCGGACA GCGTTCGTAGACGTTTTCGA
B ATGCTGCGGTCATCATCCT AGGCGTTCGTAGACGTTTTC
C CCAGCGACTATCTGCTCAAACC TTTTGCCTCCCGTTCTTCG
D ACGATGCTGCGGTCATCAT TTTGCCTCCCGTTCTTCGA
A ATGCTCTGCACCTTCTCGGTA TCATGAAGCGGAGCGATACAC
B TCAGCAGAACATCGACAGGCA TACCGAGAAGGTGCAGAGCAT
C ACGAAGGCCAACATCGTGA TACCGAGAAGGTGCAGAGCAT
D TTCTCGATGCCCGATCATACA TCATGAAGCGGAGCGATACAC
A CAAGTTCGGCAACGTCGACTAC AGATCCAGCGAACGACCTTCTC
B TCGGCAACGTCGACTACAAAC TAGATCCAGCGAACGACCTTC
C CAAGTTCGGCAACGTCGACTA TAGATCCAGCGAACGACCTTC
D GGTGCAGCGACCTACACATACA ATCTGAACGCCCTGAACCATG
A TCGTAGAGGCTATCCTGCATGA GCAACGAAAGGCTCACATCTC
B GCATCGTAGAGGCTATCCTGCA GGCAACGAAAGGCTCACATCT
C TCGTAGAGGCTATCCTGCATG GGCAACGAAAGGCTCACAT
D GCAGGGGCGAAGCAGATG GCACGTCGACACCCAGGA
E TCCTGCATGATGAGCACAGCGT ATCCAGCACCTCTTCGATGCCA
F CATCGTAGAGGCTATCCTGCA GCAACGAAAGGCTCACATCTC
G AAGCAGATGCCCGGTCAGT CATGGGTGAGGACATCGACG
H ATGAACAGGATAGCCGTCA GGCGTCTATGAGAACGATG
I TGCATGATGAGCACAGCGT GCATCCAGCACCTCTTCGAT
A AGATACGCATGAAGATCGGCA GGTCTGTATCTTGCGGATGTCC
B GCCGTCATCTTCATCAACCAG GGTCTGTATCTTGCGGATGTCC
C ATCGTGAAGAACAAGGTCGCC AAGGTGTTCGATGAGCTTGGC
D CATTGGAGACCGCTCTTAGCAC TCGTCGGACAGTTTCATGACC
E GGCAACGCACTCAAGTTCTACA GCGACCTTGTTCTTCACGATCT
F TTCGCCTTCGGTTCAGAGAGAC ATGCCAAGGTGTTCGATGAGC
G GCCGTCATCTTCATCAACCAG TCTGTATCTTGCGGATGTCCA
H GCCGTCATCTTCATCAACCAG TCCATACGGACGGAACTGTAGA
I GCCGTCATCTTCATCAACCA GTCTGTATCTTGCGGATGTCCA
A CTTAACACATGCAAGTCGCGC TATTAGCGACCGTTTCCAGCC
B GCTTAACACATGCAAGTCGCG TATTAGCGACCGTTTCCAGCC
C CAACCCCTATTGCCAGTTGCT GCCATGATGACTTGACGTCGT
D GATGAGTCCGCGTCCCATTAG AGTGTGGCCGGTCATCCTCT
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