Supplementary Table S1. Highly conserved, single-copy, orthologous genes used in divergence time estimation a. 

	APX OG # b
	Pv locus c
	Length d
	Function e

	9369977

9370027

9370078

9370082

9370329

9370390

9370409

9370433

9370487

9370550

9371025

9371189

9371284

9371358

9371378

9371573

9371669

9371720

9371810

9371868

9372029

9372196

9372400

9372503

9372848

9372957

9373009

9373082

9373087

9373096

9373425

9373486

9373640

9373715

9373729

9373812
9373971

9373975

9374103

9374132

9374184

9374302

9374548

9374757

9374802
	PVX_099320

PVX_084800

PVX_092120
PVX_122345

PVX_119335

PVX_092245

PVX_123330

PVX_079990

PVX_087920

PVX_080575

PVX_118545

PVX_115060

PVX_083035

PVX_123080

PVX_113340

PVX_123635

PVX_084820

PVX_092145

PVX_123445

PVX_115055

PVX_101285

PVX_122460

PVX_086990

PVX_088890

PVX_080460

PVX_122365

PVX_082570

PVX_116830

PVX_111245

PVX_119545

PVX_117590

PVX_084995

PVX_123740

PVX_117445

PVX_099560

PVX_093560

PVX_082355

PVX_084795

PVX_093630

PVX_085665

PVX_122375

PVX_094665

PVX_113990

PVX_092240

PVX_002640
	395

162

313

236

525

258

583

668

258

243

195

198

570

352

439

227

558

461

276

274

209

427

221

271

445

137

247

351

362

498

415

172

502

281

329

452

270

252
219

568

296

270

371

311

330
	acid phosphatase

mitochondrial import inner membrane translocase subunit Tim17

60S acidic ribosomal protein P0

hypothetical protein, conserved

EH (for Eps15 Homology) domain containing protein

aquaglyceroporin

glycerol-3-phosphate acyltransferase

long-chain fatty acid CoA ligase

ribosomal protein S8e

uridine phosphorylase

2-Cys peroxiredoxin

hypothetical protein, conserved

phosphoenolpyruvate carboxykinase 

GDP-mannose 4,6-dehydratase

calcium antiporter

D-ribulose-5-phosphate 3-epimerase

hypothetical protein, conserved

PF16 protein

cyclophilin

proliferating cell nuclear antigen

U3 small nucleolar RNA-associated protein 11

2-oxoisovalerate dehydrogenase alpha subunit, mitochondrial

vacuolar ATP synthase subunit E

prohibitin

hypothetical protein, conserved

hypothetical protein, conserved

eukaryotic translation initiation factor 6

dihydroorotase
adenosine deaminase

WD domain, G-beta repeat domain containing protein

ATPase

cytochrome c oxidase subunit II precursor

hypothetical protein, conserved

hypothetical protein, conserved

DNA-directed RNA polymerase II

tubulin gamma chain

20S proteasome beta subunit

mitochondrial glycoprotein domain containing protein

1-cys peroxidoxin

8-amino-7-oxononanoate synthase

30S ribosomal protein S15

diphthine synthase

mitochondrial import receptor subunit tom40

50S ribosomal protein L2

replication factor C subunit 2


a The 29 orthologous groups used in all tree-based analyses are marked in bold-face.

b Number attributed to orthologous gene (OG) cluster during comparative computes for the APX database.
c Plasmodium vivax locus number.
d Number of amino acid residues present in all eight Plasmodium sequences (i.e., length of gapless alignment).

e P. vivax gene function. All assignments are putative.

