Genome sequencing reveals metabolic and cellular interdependence in an amoeba-kinetoplastid symbiosis
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Table S2.6.2.  SNAREs and SNARE related proteins in Perkinsela sp. and other kinetoplastids.
	Protein
	T. brucei accession
	Perkinsela sp.?
	Bodo saltans?

	syntaxin binding protein 1
	Tb927.9.1970
	c47AC
	BS70415

	QA-SNARE protein putative
	Tb927.9.13030
	c1820AC
	BS18635

	mu-adaptin 4
	Tb927.8.7050
	c1620AC
	BS13080 BS57230

	delta-COP
	Tb927.8.5250
	c1170AC
	BS18460

	vSNARE
	Tb927.8.3470
	c1327AC
	BS61715

	v-SNARE protein
	Tb927.7.6440
	c3823Pgoro_1
	BS92190 BS35105

	Mu-adaptin 1
	Tb927.7.3180
	c1620AC
	BS13080 BS57230

	Synaptobrevin (VAMP)
	Tb927.5.3560
	c3097AC c2936AC
	BS68915c BS80005

	clathrin coat assembly protein ap19
	Tb927.3.4000
	c1232AC
	BS80400 BS33010 BS12520

	Synaptobrevin
	Tb927.2.5120
	c4AC
	BS48290 BS91005

	signal recognition particle receptor alpha subunit
	Tb927.11.9890
	c1919AC
	BS23460

	t-SNARE
	Tb927.11.8790
	c2347AC
	BS01515 BS01510

	VPS45
	Tb927.10.6780
	c874AC
	BS30870

	coatomer subunit zeta
	Tb927.10.4270
	c2934AC c3095AC
	BS34545

	Syntaxin
	Tb927.10.1830
	c423AC
	BS25930 BS81055

	Sec22
	Tb927.10.15130
	c5562Pgoro_1
	BS65210

	AP-4 complex subunit sigma-1, putative
	Tb927.10.14260
	c1232AC
	BS80400 BS33010 BS12520

	syntaxin 5
	Tb927.10.14200
	c10AC
	BS12570

	VAMP
	Tb927.9.14080
	no
	BS88475

	BET5 (ER-golgi transport)
	Tb927.9.12870
	no
	BS18495

	clathrin assembly sigma-adaptin protein 3, putative
	Tb927.8.6680
	no
	BS85090

	Synbindin, SNARE superfamily
	Tb927.8.5900
	no
	BS59770

	mu-adaptin 3
	Tb927.4.2020
	no
	BS44540

	Syntaxin
	Tb927.3.5570
	no
	BS03490

	tSNARE associated golgi protein
	Tb927.11.8060
	no
	no

	Synbindin, SNARE superfamily
	Tb927.11.15930
	no
	BS43095

	golgi SNARE protein-like,GOLGI SNAP receptor complex member, putative
	Tb927.11.10270
	no
	BS74165

	tSNARE
	Tb927.10.2340
	no
	BS24390

	SNARE protein
	Tb927.10.15500
	no
	BS77225

	SNARE domain-containing protein, putative
	Tb927.10.12450
	no
	BS62095

	QA-SNARE protein
	Tb927.10.11980
	no
	BS08940

	SNARE associated Golgi protein
	Tb927.1.4500
	no
	BS00800


