Supplementary Table S3
Low complexity and predicted structural disorder in proteins encoded by overlapping genes in human T-lymphotropic virus 1 (HTLV1).
	Protein
	Regions with low sequence complexity1 (aa)
	Regions predicted disordered2 
(aa)

	p12
	2-99
	-

	p30
	3-137, 145-235
	80-149, 194-214, 229-241

	Rex
	45-189
	1-33, 70-190

	HBZ
	18-195
	29-181

	Tax
	-
	78-100, 324-353


(1) Predictions of low sequence complexity were made with SEG 1[]
 with parameters 
45/3.75/3.4
(2) Predictions of structural disorder were made with MetaPrDOS 2[]
.
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