Figure S1. Multiple alignment of full-length

laminin-binding proteins (LBPs) from

Acanthamoeba and Balamuthia. The transmembrane domain (TMD) and the three putative
laminin binding sites, the palindromic LMWWML (LMFWLL), the Direct Binding Region
(DBR), and TEDWS (TEEWG), are highlighted by coloured rectangles on the consensus
sequence. Note for A. healyi the discrepancy at both ends, highlighted by a red rectangle,
suggesting possible sequence incompleteness at the C-terminus.
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