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Supplementary information
[bookmark: _GoBack][bookmark: OLE_LINK12]Table S1 Nucleotide sequences of primers used in this study.
	Primer name
	sequence (5'-3')
	Application

	Stat3-sgRNA
	TAATACGACTCACTATAGGTGCTGCTTGATGCGCCGCGTTTTAGAGCTAGAA
	sgRNA template assembly

	Universal bottom
	AAAAGCACCGACTCGGTGCCACTTTTTCAAGTTGATAACGGACTAGCCTTATTTTAACTTGCTATTTCTAGCTCTAAAAC
	sgRNA template assembly

	il6ST-sgRNA
	taatacgactcactataGGGACATGCCACCTCCAGGGgttttagagctagaa
	sgRNA template assembly

	M13F-FAM
	TGTAAAACGACGGCCAGT
	Genotyping

	Stat3
	F:TGTAAAACGACGGCCAGTATTATGCACATGTCCTCCACAG
	Genotyping

	
	R: GTGTCTTGCCTTAACCCAGCATTAGTCAT
	

	Stat3
	F:TGTAAAACGACGGCCAGTAGCACAACCTGCGGCGCAT
	Genotyping

	
	R: GTGTCTTTGCTGCCTTAACCCAGCATT
	

	Stat3
	F: GGACTTCCCGGACAGTGAG
	qPCR

	
	R: ATCGCTTGTGTTGCCAGAG
	

	il6
	F: ATGACGGCATTTGAAGGGGT
	qPCR

	
	R: TCAGGACGCTGTAGATTCGC
	

	elfα
	F: TCAGGACGCTGTAGATTCGC
	qPCR

	
	R: CCGCTAGCATTACCCTCC
	

	atf3
	F: CCGTCAGAGATCAGTGCGTCAGCTTTG
	qPCR

	
	R: GTTCTGAGCGCGGACGATGCAGGTGG
	

	c-jun
	TGGATACAACCACCAGGCTCT
	qPCR

	
	GTCACGTTCTTGGGACACAG
	

	klf6a
	ATGGATGTTCTACCAATGTGC
	qPCR

	
	TGCTCCAAAGATCCTCCTGGCCCTC
	

	klf7a
	ATGGACGTGTTGGCGAATTAC
	qPCR

	
	GGGGCTAGGCTCGTCGGATA
	

	socs-3a
	CACTAACTTCTCTAAAGCAGGG
	qPCR

	
	GGTCTTGAAGTGGTAAAACG
	

	socs3b
	GAAAACTCCCAAGATTGAGTCG
	qPCR

	
	TACTATGCGTTACCATGGCG
	

	tub1a
	CGAGCTGTAAGATCTCTCCGCCAAG
	qPCR

	
	GCCATTCATCGAAAATACACATTTG
	

	tub1b
	GCCATTCATCGAAAATACACATTTG
	qPCR

	
	CCCTATCTAAAACAAGGTCAATGAG
	

	tub1c
	TTTTCCTCCTGCCTCCTGACATCC
	qPCR

	
	CAGCATCTTCCTTTCCTGTTATGAGCT
	

	thymosin 
	CCTGCTGCTCCATCCACACAAGCACA
	qPCR

	
	GCTTGAGTTCGTCTGAAGTCTCTGG
	

	Stat3
	F: CTGGTCTACCTGTACCCCGA
	Probe synthesis

	
	R:TAATACGACTCACTATAGGGCAGGTGTCCATATCCGAG
	

	sox10
	F: ATGGCGGGAAAACGCAGATA
	Probe synthesis

	
	R:TAATACGACTCACTATAGGACGGTTGGACCTTTAGTGACTG
	



[image: S1Fig]
Fig. S1 The PLL axons did not degenerate in stat3 mutants. 
(A-B) The PLL axons in wild-type (A) and stat3 mutants (B) shown using TgBAC(neurod1:EGFP) transgenic background at 17 dpf. The scale bar is 25 μm.
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Fig. S2 The number of cell body in PLL ganglion was not changed significantly in stat3 mutants. 
[bookmark: OLE_LINK183](A) The PLL ganglion in wild-type and stat3 mutants shown using TgBAC(neurod1:EGFP) transgenic background at 3 dpf. The scale bar is 100 μm. (B) Quantification of the PLL ganglion cell body in wild-type and stat3 mutants. 
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Fig. S3 The DLL axons in stat3 mutants was shorter than wild-type.
[bookmark: OLE_LINK185](A) The DLL ganglion in wild-type and stat3 mutants shown using TgBAC(neurod1:EGFP) transgenic background at 3 dpf. Arrow head indicates the tip of DLL axons. (B) Quantification of length of DLL axons in wild-type and stat3 mutants. (C) The spinal cord axons in wild-type and stat3 mutants shown using TgBAC(neurod1:EGFP) transgenic background at 5 dpf. Arrow head indicates the tip of spinal cord axons. Arrow indicates the branch of spinal cord axons. The scale bars in (A) and (C) are 100 μm.
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Fig. S4 qPCR analysis of the effect of stat3 mutation on expression of genes associated with regeneration. 
*p<0.05, **p<0.01, ***p<0.001 and ****p<0.0001 (t-test), compared with wild-type.
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