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adjustments to the host’s metabolism than currently assumed.
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Supplementary Protocol S1: Validation of transcript levels determined by RNA-seq 

Talinum triangulare

et al.

Talinum triangulare 

et al.

ATPase, F0/V0 complex, subunit C protein Talinum triangulare

et al.
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Table 1. Talinum triangulare 
ATPase, F0/V0 complex, subunit C

Arabidopsis gene T. triangulare contig Forward primer (5’-3’) 

Reverse primer (5’-3’) 

ABF2 

ATPase, F0/V0 

complex, subunit C

PPC1 

PYL9 

SnRK2.2 

 

Results 

PPC1, PYL9
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ABF2
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Figure 1. 
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Supplementary Protocol S2: Time series RNA-seq analysis

et al.

Talinum triangulare Beta vulgaris

et al.
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get.siggenes()
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Results 
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Supplementary Protocol S3: Pulse-amplitude modulated (PAM) fluorescence 

measurements
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Results
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Figure 1. Talinum triangulare
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L. ‘Stupické polní rané’ 

3:1) as determined before measurements. Galbraith’s buffer 
, 1983; Doležel 

using CyAn™ ADP Analyzer (Beckman Coulter) up to a total of 5,000 particles at each measurement. 

(Doležel and Bartoš, 2005
Doležel 



washed and eluted according to manufacturer’s instructions. DNA was precipitated with 0.7 volume of 

manufacturer’s protocols. Libraries were prepared from 1.5 μg gDNA with SQK
ford Nanopore Technologies) according to the manufacturer’s instructions and 

RNA Purification Kit v3.0 (EURx Ltd.) according to the manufacturer’s instruction with the following 

r SMRTbell™ library preparation, the pooled sample was concentrated up by 



SMRTbell™ Template Prep Kit 1.0 (Pacific Biosciences) according to the manufacturer’s instructions. 
Prepared libraries were loaded on four SMRT cells (Sequel™ SMRT

--noPolish --minLength=50 --
maxLength=15000 --minPasses=1 –-minPredictedAccuracy=0.8. 

with predicted accuracy of ≥ 99 % (Fig.

collapse_isoforms_by_sam.py

filter_by_count.py



length counts and potentially 5’ filter_away_subset.py

--min_angel_aa_length 100 --
max_angel_secondORF_distance 10 --min_dumb_aa_length 100 –output_mode=best
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L. ‘Stupické polní rané’ used as internal standard and 
(Doležel and Bartoš, 2005)
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