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Figure S1: Representative analytical HPAEC-chromatogram for the mixture of oligosaccharides obtained after hydrazinolysis and alkaline hydrolysis (OS-HyKOH) of LPS from Pst DC3000 ΔwbpL
Table S1: Predicted proteomes used for BLASTP experiments.
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Figure S1. Representative analytical HPAEC-chromatogram for the mixture of oligosaccharides obtained after hydrazinolysis and alkaline hydrolysis (OS-HyKOH) of LPS from Pst DC3000 ΔwbpL. Shown is the relevant section (52.0 – 64.0 min), in which the majority of OS-HyKOH molecules is eluting. Assignment of pools is based on the re-analysis of fractions from the preparative separation, which cannot be monitored itself due to neutral pH (for details see Materials & Methods). Pools contained as main components the following molecules (compare Table 2): pool 1: 6; pool 2: 1; pool 3: 1, 5; pool 4: 3, 4, 9; pool 5: 2; pool 6: 8, 2 + P (Mcalc: 2516.457 Da; Mobs: 2516.458 Da; was not detectable in crude mixture).
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	Organism
	UniProt proteome ID
	Reference proteome

	Pseudomonas aeruginosa PAO1
	UP000002438
	yes

	Pseudomonas aeruginosa PA14
	UP000000653
	

	Pseudomonas cannabina ICMP2823
	UP000050564
	

	Pseudomonas cichorii JBC1
	UP000019031
	yes

	Pseudomonas fluorescens Pf0-1
	UP000002704
	

	Pseudomonas fluorescens Pf-5
	UP000008540
	yes

	Pseudomonas fuscovaginae IRRI 6609
	UP000037931
	yes

	Pseudomonas protegens Cab57
	UP000031621
	yes

	Pseudomonas pudita KT2440
	UP000000556
	yes

	Pseudomonas syringae CC1557
	UP000019089
	

	Pseudomonas syringae GAW0119
	UP000028631
	yes

	Pseudomonas syringae pv. japonica M301072
	UP000004471
	yes

	Pseudomonas syringae pv. maculicola ES4326
	UP000003811
	

	Pseudomonas syringae pv. maculicola M4a
	UP000037879
	

	Pseudomonas syringae pv. oryzae 1_6
	UP000005313
	

	Pseudomonas syringae pv. phaseolicola 1448a
	UP000000551
	

	Pseudomonas syringae pv. syringae B728a
	UP000000426
	

	Pseudomonas syringae pv. tagetis ICMP 4091
	UP000050474
	

	Pseudomonas syringae pv. tomato DC3000
	UP000002515
	yes




1

S1

image1.png
(nC]

200
| pool 1 pool 2 pool 3 pool 4 pool 5 pool 6
150 n
100 ”
50
-__,- ————— M Mz
0 ! R e
52.0 53.8 55.0 56.3 57.5 58.8 60.0 61.3 62.5 64.0

[min]




