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Supplementary Information 

Supplementary Data S1. Classification of mapped reads into the known categories 

of RNAs. 

Supplementary Data S2. The sequences of all 1,440 lncRNAs identified by CPC and 

Pfam. 

Supplementary Data S3. Conservation blast results of all 1,440 lncRNAs. 

Supplementary Data S4. Significantly differentially expressed lncRNAs under 

sulfur-replete and sulfur-deprived conditions. 

Supplementary Figure S1. Statistics of alternative splicing events. (1) TSS: 

Alternative 5' first exon. (2) TTS: Alternative 3' last exon. (3) SKIP: Skipped exon. (4) 

XSKIP: Approximate SKIP. (5) MSKIP: Multi-exon SKIP. (6) XMSKIP: 

Approximate MSKIP. (7) IR: Intron retention. (8) XIR: Approximate IR. (9) MIR: 

Multi-IR. (10) XMIR: Approximate MIR. (11) AE: Alternative exon ends (5', 3', or 

both). (12) XAE: Approximate AE. X axis: numbers of AS events. Y axis: events 

types. 

Supplementary Figure S2. KEGG enrichment analysis of lncRNA target genes 

significantly differentially expressed under sulfur-replete and sulfur-deprived 

conditions. Colors represents the expression levels of metabolic pathways. Red 

represents a high expressing metabolic pathway. Green represents a relatively low 

expressing metabolic pathway. The left column (+S) is the sulfur-replete sample and 

the right column (-S) is the sulfur-deprived sample. The numbers of significant 

different genes contained in each metabolic pathway are indicated in the parentheses 



after the label of each metabolic pathway. 

Supplementary Table S1. Reads mapping to the reference genome. 

Supplementary Table S2. The qRT-PCR primers used in this study. 



Data S1. Classification of mapped reads into the known categories of RNAs. 

 

 

 

 

Sample name C1 C2 CS1 CS2 

mRNA 27138309 (75.53%) 30405244 (76.45%) 23268563 (66.86%) 22508944 (68.36%) 

pseudogene 2680 (0.01%) 2840 (0.01%) 11287 (0.03%) 11387 (0.03%) 

rRNA 884723 (2.46%) 813147 (2.04%) 34256 (0.10%) 31131 (0.09%) 

tRNA 4462 (0.01%) 4898 (0.01%) 4630 (0.01%) 3363 (0.01%) 

Others 7897957 (21.98%) 8543944 (21.48%) 11485580 (33.00%) 10373498 (31.50%) 



Figure S1. Statistics of alternative splicing events. 
(1) TSS: Alternative 5' first exon. (2) TTS: Alternative 3' 
last exon. (3) SKIP: Skipped exon. (4) XSKIP: 
Approximate SKIP. (5) MSKIP: Multi-exon SKIP. (6) 
XMSKIP: Approximate MSKIP. (7) IR: Intron retention. 
(8) XIR: Approximate IR. (9) MIR: Multi-IR. (10) XMIR: 
Approximate MIR. (11) AE: Alternative exon ends (5', 3', 
or both). (12) XAE: Approximate AE. X axis: numbers of 
AS events. Y axis: events types.  
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Supplementary Figure S2. KEGG enrichment analysis of lncRNA target genes 

significantly differentially expressed under sulfur-replete and sulfur-deprived 

conditions. Colors represents the expression levels of metabolic pathways. Red 

represents a high expressing metabolic pathway. Green represents a relatively low 

expressing metabolic pathway. The left column (+S) is the sulfur-replete sample and 

the right column (-S) is the sulfur-deprived sample. The numbers of significant 

different genes contained in each metabolic pathway are indicated in the parentheses 

after the label of each metabolic pathway. 



Table S1. Reads mapping to the reference genome. 



Supplementary Table S2. The qRT-PCR primers used in this study. 

Name                                           Primer Sequence 

U4-Forward Primer                              CAAAAGGCCCGACAGAAAT 

U4-Reverse Primer                              GTGAGGTCTAACCGAGTCGC 

XLOC_065013-Forward Primer                    CCGTCGTGAGACAGGTTAGT 

XLOC_065013-Reverse Primer                    CTTAGAGGCGTTCAGTCATTAG 

XLOC_032845-Forward Primer                       CGCCTATGCCCTATGAT 

XLOC_032845-Reverse Primer                      GTGTTTGTCTCGCACTCG 

XLOC_065816-Forward Primer                     CGTATTCAAATCACGCACAG 

XLOC_065816-Reverse Primer                      GTCGGGCAACATCTCAACT 

XLOC_039822-Forward Primer                       TAAAGGTCCTGGGTTCG 

XLOC_039822-Reverse Primer                        CCGCCTCATCCATTCAC 

XLOC_024082-Forward Primer                     TTGCGTCGCTGGCTGAAGA 

XLOC_024082-Reverse Primer                    AAAGTTAGCACGGGTGAAGTAG 

XLOC_071550-Forward Primer                     CAACGAGGAAACTCTACGC 

XLOC_071550-Reverse Primer                       CCTGTGGGACCCTGACT 

XLOC_072235-Forward Primer                       CGCCCTCAGCCCTTCAA 

XLOC_072235-Reverse Primer                      GGGACGCAGCAAACAGG 

XLOC_063143-Forward Primer                     TACACCCTCTTCCACAACCG 

XLOC_063143-Reverse Primer                       CCCTACCTCCCGCAGATT 

XLOC_053622-Forward Primer                    CCCTTGTCACATTCGTGTTTAGC 

XLOC_053622-Reverse Primer                    GGTATCAAGTAATCCGACTGGTG 

XLOC_039515-Forward Primer                       TGTCTGAGGTTCGCCATTA 

XLOC_039515-Reverse Primer                        CAGTCTGCGTGCGTGTA 

XLOC_070799-Forward Primer                       ACCAAACTTCGCTGATGC 

XLOC_070799-Reverse Primer                       GTCGCTTGTGAGACGTGAT 

XLOC_041576-Forward Primer                       TCAAACGCAAGCCACGAC 

XLOC_041576-Reverse Primer                       ACGCCTCATCCTCTTTCTAC 

XLOC_077711-Forward Primer                      GGTCCTTAGAGGGAGGCATT 

XLOC_077711-Reverse Primer                      CCATTCTGACACCTAAGCACA 

XLOC_011459-Forward Primer                       AGCATACCAACCCATCACA 

XLOC_011459-Reverse Primer                        CCTCCCTAAGGCAACCAC 

XLOC_066806-Forward Primer                        CCTGCCTCCTGCGTCTA 

XLOC_066806-Reverse Primer                         CCTCCTGGGTCCATTCC 

XLOC_041867-Forward Primer                        GCTCTGCTTCGCCCTTCA 

XLOC_041867-Reverse Primer                         TGCCGCACCCTTCTTCG 

XLOC_014186-Forward Primer                      CCCCAAACTAAACAGAACGA 

XLOC_014186-Reverse Primer                       ACCGCATACAGAAACAAAGC 

XLOC_067316-Forward Primer                       GGACTGAGTGAAGGTGGATG 

XLOC_067316-Reverse Primer                        ATACCTACGCACGGACCAA 

XLOC_079845-Forward Primer                       CACAGCAACAGCGCCGTGAG 

XLOC_079845-Reverse Primer                        GCAGTAGCCCGACCAGGATG 

XLOC_071546-Forward Primer                        CCCACGAACGATAGGTAA 

XLOC_071546-Reverse Primer                        CTAGGGAAACGCCACATT 

XLOC_078800-Forward Primer                        CCCGCTGCAACCTAGAAAG 

XLOC_078800-Reverse Primer                        CGAAACTACAACCGCCAAG 
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