Alignment of Commissureless and C. elegans C17G10.7
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Alternative interpretation of C17G10.7 as a four-pass transmembrane protein
Transmembrane domains are highlighted in blue.

C17G10.7 MDHSTRFRVHNWLRSRRKLFQSRMCLLMLVMINFVNSVILTLEICGEDSNMTLLMFFVNTFVVFLSMYGL
Cl17G10.7 YNFRPVFLSPNVLLKIILSSSALFYGLQMAETTSNSAIFVWLTISIVFFILEIHTMFSTTFDIIKQLNLR
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