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	Alignment

	UL4239 (hR163C)
	WT
	GCATCCAAACAAAGATCAGAAGGAGAAAAGGTGCGCGTCGGTGATGACGTCATTTTGGTCTCA

	
	VAR
	GCATCCAAACAAAGATCAGAAGGAGAAAAAGTCTGTGTCGGTGATGACGTCATTTTGGTCTCA

	
	WT
	 A  S  K  Q  R  S  E  G  E  K  V  R  V  G  D  D  V  I  L  V  S

	
	VAR
	 A  S  K  Q  R  S  E  G  E  K  V  C  V  G  D  D  V  I  L  V  S

	COP1879 (hG341R)
	WT
	AAATGCTACAATCAGATATGGAGAGACAAATGCTTTTATTCAACACGTGAAAACTCAGCTCTGG

	
	VAR
	CAACGCCACCATTAGATATAGAGAGACAAATGCTTTTATTCAACACGTGAAAACTCAGCTCTGG

	
	WT
	 N  A  T  I  R  Y  G  E  T  N  A  F  I  Q  H  V  K  T  Q  L  W

	
	VAR
	 N  A  T  I  R  Y  R  E  T  N  A  F  I  Q  H  V  K  T  Q  L  W

	COP1883 (hR2163H)
	WT
	TTCCTGGTGTACCTCATACAAATCCGCGAGCTTCTTACCGTACAATTTGAGCATACTGAAGAG

	
	VAR
	TTCCTGGTGTACCTCATCCAGATTCACGAGCTTCTTACCGTACAATTTGAGCATACTGAAGAG 

	
	WT
	 F  L  V  Y  L  I  Q  I  R  E  L  L  T  V  Q  F  E  H  T  E  E

	
	VAR
	 F  L  V  Y  L  I  Q  I  H  E  L  L  T  V  Q  F  E  H  T  E  E

	UL4285 (hN2342S)
	WT
	GATTTCCTGAGATTCTGTGTCTGGATCAATGGGGAAAACGTGGAAGAAAATGCAAATCTTGTC

	
	VAR
	GATTTCCTGAGATTCTGTGTCTGGATATCTGGGGAAAACGTGGAAGAAAATGCAAATCTTGTC

	
	WT
	 D  F  L  R  F  C  V  W  I  N  G  E  N  V  E  E  N  A  N  L  V

	
	VAR
	 D  F  L  R  F  C  V  W  I  S  G  E  N  V  E  E  N  A  N  L  V

	COP1947 (hR2454H)
	WT
	CCAATGGCTATACAG INTRON GCCGGAAAAGGAGATTCTCTTCGCGCTCGTGCTATTCTCAGATCTCTTATTTCACTCGACGATCTTGGTCAGATCTTGGCTCTAAGATTTACAATCCCC

	
	VAR
	CCTATGGCCATCCAA        GCTGGTAAGGGTGACTCCCTCCGTGCCCACGCCATCCTCCGTTCCCTCATCTCCCTTGATGACCTCGGACAAATCCTCGCCCTCCGTTTCACCATTCCA

	
	WT
	 P  M  A  I  Q          A  G  K  G  D  S  L  R  A  R  A  I  L  R  S  L  I  S  L  D  D  L  G  Q  I  L  A  L  R  F  T  I  P

	
	VAR
	 P  M  A  I  Q          A  G  K  G  D  S  L  R  A  H  A  I  L  R  S  L  I  S  L  D  D  L  G  Q  I  L  A  L  R  F  T  I  P

	COP1944 (hR2458H)
	WT
	CCAATGGCTATACAG INTRON GCCGGAAAAGGAGATTCTCTTCGCGCTCGTGCTATTCTCAGATCTCTTATTTCACTCGACGATCTTGGTCAGATCTTGGCTCTAAGATTTACAATCCCC

	
	VAR
	CCTATGGCCATCCAA        GCTGGTAAGGGTGACTCCCTCCGTGCCCACGCCATCCTCCGTTCCCTCATCTCCCTTGATGACCTCGGACAAATCCTCGCCCTCCGTTTCACCATTCCA

	
	WT
	 P  M  A  I  Q          A  G  K  G  D  S  L  R  A  R  A  I  L  R  S  L  I  S  L  D  D  L  G  Q  I  L  A  L  R  F  T  I  P

	
	VAR
	 P  M  A  I  Q          A  G  K  G  D  S  L  R  A  R  A  I  L  H  S  L  I  S  L  D  D  L  G  Q  I  L  A  L  R  F  T  I  P

	COP1932 (hK3452Q)
	WT
	ACGGACGGAGTATATGAAAATGTAGCTGTCATCTTCCGTATTTGGAGTCAAAGTCAACATTTCAAACGTGAAGAGCTGAACTATGTGGCTCAATTTGAA

	
	VAR
	ACCGACGGCGTCTACGAGAACGTCGCCGTCATTTTCAGAATCTGGTCCCAATCCCAACACTTCCAACGCGAGGAGCTCAACTACGTCGCCCAATTCGAA

	
	WT
	 T  D  G  V  Y  E  N  V  A  V  I  F  R  I  W  S  Q  S  Q  H  F  K  R  E  E  L  N  Y  V  A  Q  F  E

	
	VAR
	 T  D  G  V  Y  E  N  V  A  V  I  F  R  I  W  S  Q  S  Q  H  F  Q  R  E  E  L  N  Y  V  A  Q  F  E

	COP1950 (hR4861H)
	WT
	ACACTTGTAGTCGTGTATCTCTACACTGTCATCGCGTTCAATTTCTTCCGTAAATTCTATGTTCAAGAGGGTGAAGAGGGCGAAGAG

	
	VAR
	ACCCTCGTCGTAGTCTACCTCTATACCGTCATTGCCTTCAACTTTTTCCACAAGTTCTACGTCCAAGAAGGAGAAGAGGGCGAAGAG

	
	WT
	 T  L  V  V  V  Y  L  Y  T  V  I  A  F  N  F  F  R  K  F  Y  V  Q  E  G  E  E  G  E  E

	
	VAR
	 T  L  V  V  V  Y  L  Y  T  V  I  A  F  N  F  F  H  K  F  Y  V  Q  E  G  E  E  G  E  E
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Supplementary Table 1. Aligned unc-68 nucleic acid sequence and encoded UNC-68 amino acid sequence of wild type (WT) and variant (VAR) after CRISPR-Cas9 genome editing, for each C. elegans strain. Bold underlined bases and amino acids correspond to the point mutations which change the amino acid sequence. Red underlined residues correspond to all mutations in the variant genomic sequence, including silent mutations introduced to prevent re-editing of the genome during strain generation. The intron (grey) in the wild type has been deleted in the mutant COP1947 (hR2454H) and COP1944 (hR2458H) strains. 

2

3

image1.jpeg
’ frontiers




