Biology Open (2016): doi:10.1242/bio.017442: Supplementary information

Supplementary Table 1. C. elegans strains used in this study

Strain Name Genotype Reference
CB444 unc-52(ed44) 11 (Liu and Sternberg, 1995)
CB1487 him-9(e1487) 1 (Hodgkin et al,, 1979)
MT3641 0sm-10(n1602) (Hart et al,, 1999)

NIN15 him-9(e1487) II; ttll-11(tm4059) IV This study
NIN16 him-9(e1487) II; ttll-4(tm3310) I11; ttll-11(tm4059) 1V; | This study

ttll-5(tm3360) V

NIN20 him-9(e1487) I1; ttll-4(tm3310) I This study
NIN21 him-9(e1487) I1; ttll-5(tm3360) V This study
NIN23 him-9(e1487) II; ttll-9(tm3889) V This study
NIN24 him-9(e1487); ttll-15(tm3871) This study
NIN40 nls133 [pkd-2p::GFP] I; him-9(e1487) II This study; (Schwartz and
Horvitz, 2007)
NIN45 nls133 [pkd-2p::GFP] I; him-9(e1487) I; ttll- This study; (Schwartz and
4(tm3310) 111; ttll-11(tm4059) I1V; ttll-5(tm3360) V Horvitz, 2007)
0C343 ttll-5(tm3360) V This study
0C422 ttll-4(tm3310) 11 This study, (Kimura et al,,

2010) and (O'Hagan et al.,

2011)
0C423 ttll-11(tm4059) IV This study
0C419 ttl1-9(tm3889) V This study, (Kimura et al.,

2010) and (O'Hagan et al.,

2011)
0OC504 ttll-15(tm3871) V This study
PS3151 lov-1(sy552) I1; him-5(e1490) V (Barr and Sternberg, 1999)
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Movie 1: Wild type male mating behavior.
A him-9 male executes the response step of male mating. Upon contact with an
hermaphrodite, by aligning his tail with her body and initiating a backward motion.
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http://movie.biologists.com/video/10.1242/bio.017442/video-1
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Movie 2: Triple mutants show a defect in the response step of male mating behavior.

A triple mutant male fails to execute the response step of male mating upon contact with
an hermaphrodite.
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http://movie.biologists.com/video/10.1242/bio.017442/video-2
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Supplementary Data 1. TTLL Protein sequence Alignments and Annotations.
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CLUSTAL 2.1 multiple sequence alignment
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CLUSTAL 2.1 multiple sequence alignment
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CLUSTAL 2.1 multiple sequence alignment
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Core TTL-Domain
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