Supplemental Figures

Supplemental Figure 1. Bactericera cockerelli’s putative chromosome regions identified by the TAD
analysis pipeline.
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Supplemental Figure 2. Cumulative frequency graph of AED scores calculated for each annotated gene
of Bactericera cockerelli (22,280 genes). The AED score ranges from 0 to 1 and a lower score represents
more evidence support for the gene.
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Supplemental Figure 3. Recently expanded repeat family genes are distributed across euchromatic
(A) and heterochromatic (B) compartments. Mosaic plot represents chromosomal compartment
locations of expanded Type | and Type Il repeat family proteins (n=2,214) and compared to the predicted
proportion of A and B compartments within the corresponding chromosome (dashed black lines). Asterisk
indicates the single chromosome (Scaffold_1) showing a significant bias with more repeated detected in
the heterochromatic compartment than expected by chance (Proportion test, d.f. =1, P =0.001376).
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Supplemental Figure 4. Phylogenetic analysis of ASL genes in P. venusta, D. citri, and B. cockerelli
using the same representative taxa from Sloan et al. (2014). Bootstrap values are only indicated for nodes
with >50 % support.
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Supplemental Figure 5. Phylogenetic analysis of ASL genes in P. venusta, D. citri, and B. cockerelli
using different representative taxa from Supplemental Figure 4. Bootstrap values are only indicated for

nodes with >50 % support.
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Supplemental Figure 6. Phylogenetic analysis of CM genes in P. venusta, D. citri, and B. cockerelli.

Bootstrap values are only indicated for nodes with >50 % support.
ﬂ‘j WP172677165.1 Desulfovibrio brasiliensis
88 WP087695034.1 Campylobacter jejuni
_92|—— WP187714867.1 Sphingomonas daechungensis
WP171979113.1 Roseomonas sp. TAS13
WP062365110.1 Variovorax paradoxus
AYR22682.1 Herbaspirillum rubrisubalbicans
AUT51066.1 Paraburkholderia caribensis
PMS37102.1 Trinickia symbiotica
TPQ44689.1 Burkholderia ubonensis
ATG22266.1 Ralstonia pickettii
WP073624853.1 Pseudomonas aeruginosa
WP215498523.1 Lysobacter capsici
WP223619564.1 Lysobacter sp. ESA13C
WP051884787.1 Lysobacter antibioticus
WP168190938.1 Pseudomonas sp. PIC25
WP084333021.1 Pseudomonas indica
B.cockerelli_ ANN17115-RA
D.citri P044405.1.1

91

100

96

100
100 D-citri P001230.1.1
| P.venusta_ScZCZ4B39812.99252.t1
05 B.cockerelli ANN05927-RA

100 97; D.citri P019075.1
! D.citri P094730.1
s P.venusta ScZCZ4B141.g19015.1

100 B.cockerelli_ ANN06705-RA

100; D.citri_P015870.1.1

D.citri_P015935.1.1

WP241018814.1 Pantoea ananatis
OUF18188.1 Enterobacter ludwigii
WP062266231.1 Endozoicomonas arenosclerae
OEU23889.1 Yersinia ruckeri
WP006704904.1 Candidatus Regiella insecticola
WP100095959.1 Candidatus Hamiltonella defensa
100 WP052044873.1 Arsenophonus endosymbiont of Nilaparvata lugens
WP119710971.1 Arsenophonus endosymbiont of Aleurodicus floccissimus

100 |: WP002147088.1 Bacillus cereus
WP210095758.1 Paenibacillus lactis

0.6

| d-proteobacteria

| a-proteobacteria

B-proteobacteria

y-proteobacteria

Firmicutes



