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Supplementary Figure S1. The leaf phenotype after TYLCV infection 21 dpi of the

resistant tomato lines CLN2777A and susceptible tomato lines TMXA48-4-0.
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Supplementary Figure S2. Expression levels determined by RNA-Seq and gqRT-PCR

are highly correlated.
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Supplementary Figure S3. Validation of slylnc0761 with VIGS. (A) Relative
expression of slylnc0761 using real-time RT-PCR analysis in the VIGS-treated lines
20 days after agroinfiltration with TRV vectors. Tomato a-tubulin (Solyc04g077020.2)
was used as an internal reference. Error bars represented standard errors of three
biological replicates, and asterisk indicates significant differences based on the
Student’s t test (P < 0.05). (C) TYLCV accumulation in the slylnc0761 silenced plants
was estimated from total genomic DNA by quantitative RT-PCR. Values were
normalized using the tomato a-tubulin (Solyc04g077020.2) as an internal reference.
Error bars represented standard errors of three biological replicates and asterisk

indicate significant differences based on the Student’s t test (P < 0.05).
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Supplementary Figure S4. The 5° and 3’ RACE products of slylnc0049 and
slylnc0761. (A) 5° RACE product of slylnc0761 by electrophoresis on 1% agrose gels.
(B) 3° RACE product of slylnc0761. (C) 5 RACE product of slylnc0049. (D) 3’
RACE product of slylnc0049. M, Trans2K Plus II molecular marker (TransGen
Biotech); 5°, 5’-RACE product; 3°, 3’-RACE product; -RT, reverse transcription was

performed in the absence of reverse transcriptase.
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Supplementary Figure S5. The sequences and chromatograms of RACE products of
slylnc0049 and slylnc0761. (A) 5° RACE sequence and chromatogram of slylnc0761.
(B) 3’ RACE sequence and chromatogram of slylnc0761. (C) 5° RACE sequence and
chromatogram of slylnc0059. (D) 3’ RACE sequence and chromatogram of

slylnc0059.
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Supplementary Figure S6. Functional analysis of tomato IncRNA slylnc1077. (A)
Predicted base-pairing interaction between miR399 and slylnc1077. (B) The relative
expression level of slylnc1077 between the CK and TYLCV samples. (C) gqRT-PCR
analysis of miR399 target genes in the CK and TYLCV samples. Values were
normalized using the tomato a-tubulin (Solyc04g077020.2) as an internal reference.
Error bars represented standard errors of three biological replicates, and asterisk

indicates significant differences based on the Student’s t test (P < 0.05).



