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Table S1 PacBio sequencing barcode, raw reads and clean reads for each sample.

Sample ID Barcodel Barcode2 Raw reads Clean reads
Asial CACACTGAAATCCGTACAGC ACACGTCACCAGTGTATGCA 3140 2929
Asiall 1 CTAGAGCTGGATCGCAGATC ATGCTACGTTAGGGCTCGTA 2774 2602
Asiall 3 TCACGACACTAACCTCCGCT GCTACGATGCACACACGTTA 2368 1921
Asiall 5 GACTAGAGGGATGGTGTTGC TGCATCGACGGAGCTATGGT 3243 2953
Asia Il 6 TACGTACGACACCTGGTGAT GACAGTGACCTCGTTCGACT 2123 2018
Asiall 7 GCTATACGGACTTTCCCTCG TCAGTCAGACGTGTACCCAA 3375 3139
Asiall 9 ACACACTGGGAGACAAGGGA CTACGTAGGTACATACCGGT 2880 2724
Australia AGACACAGTATCGTTGACCA CACAGTGTTGAGTCACTGGT 2655 2514
Bemisia afer_Africa AGAGACTGACGCGCAGATAC CACTCTGTTACAGATGGCTC 3884 3683
Bemisia afer_China TCAGCACAATGTGCACGACT GACTCTGATCCAAAGTGTTC 3342 3200
China | TGACTCAGGCTGATGAGCTG GTCACTGATCTAGCGTAGTG 3202 3149
China 2 ATATCGCGGAACCAAAGGAT CGTACGATCACGCCATAATG 3284 3029
Indian Ocean CGTATACGATCCCGAATTTG AGAGCTCTAAGGAGCGCCTT 2851 2725
Italy 3 CTAGTGCATCACGGGAGTTG ACGAGATGACGCCACGAATG 3292 3182
Japan 2 GTAGTGCTCAGTGCATATGC TCGATCGATCCGAATTCACA 3230 3006
MED GACACTGTAATCAGTCTCGT TGACGACTTCCGACACAATT 2866 2820
MEAM1 CACTAGTGTAGGATTGCTCG ACAGCTCAAAGAGATGTCGA 2831 2710
New World 1 GTACTGCAGTATGCGCTGTA TCACTCTGCAGGCGTATTGG 4184 3134
New World 2 GCATGCATTTACTGTGCGAT TAGCTACGGACTTGGTATTC 2860 2696
SubSaharan Africa 1 TGAGCACTGTTGGTCAATCT GTCAGTGTCGATCCGTATTA 3094 2827
SubSaharan Africa 2 ATCGTACGTAGCTCGTAACT CTCAGTGAGTCTAATTCCGA 3179 3062
SubSaharan Africa 6 ACAGACAGAGCTGTTGTTTG CTCACTGTTCGAGGACTGCA 2993 2742
Uganda CGATGCATAGGCTACACGAC AGACGTCTTACACGATCTAC 3288 3009




Table S2 PacBio reads and OTUs of bacteria in experimental samples.
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Table S3 Comparison of the symbionts found in this and in previous studies.
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V' represent the strains found by the other studies; V: represent the strains found by this study; \: represent the strains found by this and the other studies.
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Figure S1. (A) The rarefaction curve from the 16S rRNA libraries constructed for each
cryptic species, demonstrating that the amount of sequenced sample was sufficient for
most cryptic species. (B) Species accumulation curves indicating that total bacteria
species richness would probably increase with additional sampling effort.
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Figure S2. Principal coordinate analysis (PCoA) of unweighted UniFrac distances. Plots
were made using Jackknifed UniFrac distances in QIIME (PC1 versus PC2).
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Figure S3. MrBaysian phylogenetic relationships of the Portiera from different cryptic
species based on 904 bp 16S sequences. BI posterior probabilities were shown on the tree.
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Figure S4. The strategy used to test the hypothesis that phylogenies of P-endosymbionts
and their host B. tabaci are congruent.



