Supplementary Figures

Figure S1. Four examples of recombined regions including ISR.
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Figure S2. The map of the recombination events to the complete annotated
reference genome F57. A circular plot showing in red the genes on the
forward (outer) and reverse (inner) strands of F57, in black the mapped
recombined segments from clade A (middle) and clade B (outer) and two
ancestors (inner), and in the center the GC content.
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Figure S3.Proportion of genes affected by imports for different
functional classes of encoded proteins.
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Figure S4. Comparison of amino acid sequences of RdxA.
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S1RaA (1) MEFLDOEKRROLLNERHSCKAFDSHYEFSSEELEETARETARLSPSSYNTOPT
52RdwA (1 MEFLDQEKRRQLLNERHSCKAFDSHYEFSSEELEETAETARLSPSSYNTQPRPW
53Rdn (1) MKFLDOEKRROLLNERHS CEAFDSHYEFSSEELEEIAEIARLSPSSYNTORPW
54Rded (1) MKFLDQEKRRQLLNERHSCKAFDSHYEFSSEELEEIAEIARLSPSSYNTQRW
§5Rad (1) MKFLDOEKRROLLNERHS CEMFDSHYEFSSEELEETAEIARLEPSSYNTOPT
56Rdw4 (1) MEFLDQEKRRQLLNERHSCEMFDSHYEFSSEELEETIAEIARLSPSSYNTQRW
57Rd«A (1 MKFLDOEKRROLLNERHSCKAFDSHYEFSSEELEEIAETARLSPSSYNTORPY
58Rd«A (1) MKFLDQEKRRQLLNERHSCKAFDSHYEFSSEELEEIAEIARLSPSSYNTQRY
59Rd«A (1) MEFLDOEKRROLLNERHSCEAFDSHYEFSSEELEEIAEIARLSPSSYNTOPT
5-10RdA (1) MEFLDQEKRR(QLLNERHSCEAFDSHYEFSSEELEEIAEIARLSPSSYNTQRW
§11R&A (1) MEFLDOEKRROLLNERHSCKMFDSHYEFSSEELEEIAEIARLSPSSYNTOPW
5§12RdeA (1) MKFLDQEKRROLLNERHSCEMFDSHYEFSSEELEETAETARLSPSSYNTQRW
§-13RdA (1) MKFLDOEKRROLLNERHS CKMFDSHYEFSSEELEEIAEIARLSPSSYNTOPRW
5-19RdA (1) MKFLDQEKRRQLLNERHSCEMFDSHYEFSSEELEEIAEIARLEPSSYNTQPRW
§-15R&A (1) MEFLDOEKREOLLNERHSCKAFDSHYEFSSEELEEIAEIARLSPSSYNTOPW
51BRaA (1) MKFLDQEKRRQLLNERHSCEAFDSHYEFSSEELEEIAETARLSPSSYNTQPW
5-17RdA (1) MKFLDOEKRROLLNERHSCKMFDSHYEFSSEELEEIAEIARLEPSSYNTOPW
5-1BRdxA () MKFLDQEKRROLLNERHSCKAFDSHYEFSSEELEEIAEIARLSPSSYNTOPW

Conzensus (1) MKFLDOEKREOLLNERHSCEAFDSHYEFSSEELEEIAETARLSPSSYNTOPW
Section 2

(53) 53 B0 70 g0 a0 104

S1RdA (53) RFVIVTNED VKK IAAHS YFNEEMIKSASALMYVCPLRPSELLPHSHYMONL
52RdwA (53) RFVIVTHEDVEKQIAAHSYFNEEMIESASALNYVCPLRPSELLPHSHYHQNL
53RdeA (53) RFVIVTNED VEKOIAAHSYFNEEMIKSASALMYVCPLRPSELLPHSHYMONL
54aRdeA (53) RFVIVTNIEDVEEQIAAHSYFNEEMIESASALMVVCPLRPSELLPHSHYMQNL
§5RaA (53) RFVMVTNED VKKOIATHS YFNE -MIKSASALMYVCPLRPSELLPHSHYMONL
56RdwA (523) RFVYMVTNEDVEEQIATHSYFNE-MIESASALMVVCPLRPSELLPHSHYMQNL
57RdeA (53) RFVIVTNEDVEKOIAAHSYFNEEMIKSASALMVVCPLRPSELLPHSHYMONL
58RaA (53) RFVIVINKDVEKQIAAHS YFNEEMIKSASALMVVCPLRPSELLPHSHYMONL
5ORdA (53) RFVIVTNED VEKOIAAHSYFNEEMIKSASALMYVCPLRPSELLPHSHYMONL
§-10R dxA (53) RFVIVTNED VEKOIAAHSYFNEEMIKSASALNVVCPLRPSELLPHSHYMONL
51MRdA (53) RFYMY THED VEKQIATHS YFNE-MIKSASALMVVCPLRPSELLPHSHYMQNL
5-12RdeA (53) RFVHVTNID VEKOIATHS YFNE-NIKSASALNVVCPLRPSELLPHSHYNONL
5-13RdeA (53) RFVMV THED VEEQIATHS VFNE-MIKSASALMVVCPLRPSELLPHSHYMQNL
§-14R dxA (53) RFYMVTNED VEKOIATHSYFNE-MIKSASALMVVCPLRPSELLPHSHYMONL
5-18RdA (53) RFYIVTNED VEKQIAAHSYFNEEMIKSASALMVVCPLRPSELLPHSHYMQNL
5-1BRdA (53) RFYIVTHEDVEKOTAAHSYFNEEMIKSASALMYVCPLRPSELLPHSHYMONL
5-17RdwA (83) RFYMVTHED VEEQIATHSYFNE-MIKSASALMYVCPLRPSELLPHSHYMQNL
§-18RdxA (53) RFVIVTNKD VEKOIAAHSYFNEEMIKSASALNVVCPLRPSELLPHSHYMONL
Consensus (53) RFVIVTNEDVEEQIAAHSYFNEEMIKSASALMVVCPLRPSELLPHSHYMOQNL




Figure S5.Neighbor-Joining tree of the 18 amino acid sequences of RdxA.
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