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Fig. S1. Sequence polymorphism in the ITS region of Trichonympha campanula, illustrated
by a trace file of the direct Sanger sequencing of the PCR product obtained from a single-
flagellate MDA sample (ZnvTrn21). The positions of multiple peaks (indicated by bars) are
affected by the sequencing direction but always start in the ITS region, suggesting the
presence of both substitutions and indels. For phylogenetic analysis, we used the consensus of
the sequences obtained forward and reverse primers, always selecting the stronger signal at

the polymorphic positions.

Fig. S2. Composition of Endomicrobia ITS libraries obtained by pyrotag analysis of the
whole-genome amplification products of individual Trichonympha cells. The color code
indicates the host species of the major phylotypes. Other phylotypes are shown in grey. The
area of each circle represents the number of reads in each library. The names of the samples

that were checked for purity by cloning and Sanger sequencing are in red.
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Fig. S1 Hao Zheng et al.




T. agilis @ e G ® ® ® o) e Number of reads

RO1 RO2 RO3 R04 RO5 RO06 R09 R10 R17 1000
® -
T. campanula ‘ G G ® o 100

z21 Z24 41 Z51 Z57

T. collaris ” ‘ ° ®

z13 z14 716 z17 718 z19 720 728 729 730 245 746 749
S <]
T. postcylindrica G G G G @
738 739 242 743 244 758

T. sphaerica

Z10 z31 z32 Z35 z52 Z53 Z55

Fig. S2 Hao Zheng et al.



	ME14169_suppl_without_tracks
	SUPPLEMENTARY INFORMATION
	Population structure of Endomicrobia in single host cells of termite gut flagellates (Trichonympha spp.)

	Fig.S1_Polymorphism
	New_Fig.S2_Endomicrobia_structure

