Whitefly genomes contain ribotoxin coding genes acquired from plants
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Figure S1. Scheme depicting the B. tabaci genomic region harboring BtRIP1 and BtRIP2
genes. The contig region containing RIP genes from B. tabaci MEAM 1 (NW017547285), B.
tabaci MED/Q (ML134445) and B. tabaci SSA-ECA (PGTP01000858) were compared using
MAUVE software [1]. Sections of the similarity plot colored in violet are conserved among all
three genomes; portions in green are conserved among the MEAM 1 and MED-Q sequences,
segments conserved among MEAM 1 and SSA 1 are colored in brown. Empty spaces represent
regions with no sequence available. Regions corresponding to BtRIP1 and BtRIP2 are indicated
with red boxes.



Figure S2. Homology models of BtRIP1 and BtRIP2. Models were constructed in Swiss-Model
server [2]. Structures of momordin (PDB 3MY6 or 4YP2) displaying 30-32% sequence identity
were used as templates for both BtRIP1 and BtRIP2. A. Homology model of BtRIP1 (green). B.
Homology model of BtRIP2 (cyan) C. Structure of momordin PDB 3MY6 (magenta). Active site
residues (Y, Y, E, R, W) are numbered and shown as sticks.
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Figure S3. Expression level of BtRIPs. Data provided by Dr. Dr. Zhangjun Fei were plotted as
log of RPKM. Values of BtRIP1 and BtRIP2 were compared with the whole set of B. tabaci genes
according to Chen et al. [3]. The box-and-whisker plot shows expression levels as quartiles.
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Figure S4. RIPs fully annotated phylogeny. Midpoint rooted phylogeny of RIP sequences. Tree
was constructed in RAXML 8.2.12. Branches are colored according to taxonomy: bacteria
(cyan), green (plants), fungi (blue), metazoan (red). 500 rapid bootstrapping were performed
and then transformed to TBE in BOOSTER. TBE support values are shown in nodes. Genus and

GenBank accession codes are given for each taxa.
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