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Tablel- List of DNA samples and primers used in Index-PCR

DNA sample  Index Primers DNA sample  Index Primers DNA sample  Index Primers
CB1" N719_S505 CE1 N720_S502 FM1 N716_S506

CB2 N719_S506 CE2 N720_S503 FM2 N716_S507

CB3 N719_S507 CE3 N720_S505 FM3 N716_S508

CM1 N719_S508 FB1 N716_S502 FE1 N716_S510

CM2 N719_S510 FB2 N716_S503 FE2 N716_S511

CM3 N719_S511 FB3 N716_S505 FE3 N718_S502

f.)\g 093 J;-T Slad ol E LJA».,LK o095 Lulsl glad sal M gda_b@jl 3 slad gl B (ol s dhsy slad s F sl slad ol C *
*: C: Control samples, F: Rovral TS samples, B: Before flowering samples, M: Middle of flowering samples, E: End of

flowering samples
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(€) s 4 SlulS Sl w0 by o £¥4 P Usb @ glankas «(D) INAEX-PCR & L, 1+ £7¢ DP Job & o

Fig. 1- Graph derived from TapeStation System 2000; an amplicon with 379 bp refer to V4 region of 16s rRNA gene (a); an
amplicon with 434 bp refer to Index-PCR (b); an amplicon with 439 bp refer to mean of prepared library (c)
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Total C 1859.33 2389 5.33
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Total BF 2165.5 2642.92 5.44
Total MF 1660.5 2197.36 4.87
Total EF 1833 2394.52 5.19
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Abstract

Studying the effects of fungicides on rhizosphere and soil microbial communities is very important due to
the critical role of microorganisms in soil and plant health. In this study, the effects of fungicide Rovral
TS on dynamic and structure of cucumber rhizospheric bacteria was investigated by Next-Generation
Sequencing based on 16S rRNA gene (V4 region) by means of Illumina MiSeq sequencing in three plant
growth periods. Results showed that among 26 identified phyla and 352 identified bacterial genera for 18
samples, Proteobacteria and Pseudomonas were most dominate phylum and genus, respectively.
Application of Rovral TS was resulted the changes in bacterial structure and dynamic. Decrease of
relative abundance of Pseudomonas in middle stage of flowering in fungicide treatment and in the last
stage of control treatment was observed. Moreover, the relative abundance of Sphingopyxis,
Sphingobacterium and Chryseobacterim in fungicide-treated plants were more than control plant in all
three stages. Analysis of diversity indices revealed that diversity in the rhizospheric soil of control plant
was more than fungicide-treated plants (shanon=5.33), while species richness in control soil was greater
than fungicide treated (Chaol=2324.17). In addition, the effect of plant developing stages on OUT
number, diversity and richness indices (regardless type of treatment) was significant and rhizospheric soil
belongs to before flowering stages benefit more diversity and richness.
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