Method S2
RT-PCR analysis of Preussia sp BSL-10 for expression of various phytohormones related genes

[bookmark: _GoBack]RNA was extracted from  two weeks old Preussia sp BSL-10 cells grown in Czapek media according to the method describe by Marcos et al. (2016). Briefly, the cells (1.0 g) were ground to powder in chilled mortar and pestle in liquid nitrogen and was immediately transferred to RNAase/DNase free Eppendorf tubes. Moreover 1 ml Trizol and 200 µl chloroform was added and the tubes were vortexed for 30sec to get complete homogeneity, followed by incubation at 4°C for 15 minutes and was centrifuge (12000xg for 15 min at 4°C) to get separation phase. The aqueous phase was transferred to a new fresh tube followed by the addition of 0.5ml isopropanol, and incubation for 10 min on ice. The samples were then centrifuged at (12000xg for 10 min at 4°C). The supernatant was discarded and the pellet was washed with 1 mL of 70% ethanol followed by brief centrifugation and air-dried at room temperature for 10 minuts. The isolated RNA was re-suspended in 100 µl RNase free water. 1 µg of total RNA was then used to synthesize cDNA using a DiaStarTM RT Kit (SolGent, Korea) according to manufacturer’s standard protocol. Changes in the expression of IAA, GAs and NO-related genes were examined by using RT-PCR. The detail list of genes and their primers are given in (Table 2). In order to have optimum specificity during PCR amplification, few things were specially considered including predicted similar melting temperatures (Tm) of both forward and reverse primer pair, GC contents were between 40 to 50%, primer length upto 22 base pairs and PCR product length from 100 to 180bp. A 2Х F-Star Taq PCR master mix Kit (BioFACTTM Korea), with a reaction mixture of 10 nM gene-specific primer and 100 ng of template cDNA in a final volume of 20 µL . The whole reaction was carried out according to manufacturer’s standard protocol. Actin was used as internal control.

