Supplemental material
Raw data and processed data of the RNA-seq of SPCs, CREM ChIP-chip experiment are deposited in NCBI GEO database with accession numbers of GSE75826 and GSE24623, respectively.
Additional files
Fig. S1. Expression validation of lncRNAs from the 3 clusters (sg-lncRNAs, sc-lncRNAs and st-lncRNAs) by qRT-PCRs. See Fig. 1 for more details of the description.
Fig. S2. Expression of the TFs in different families based on RNA-seq data.
Fig. S3. Key steps of TFBS enrichment analysis (TEA).
Fig. S4. Conserved TFBS distribution around TSS
Table S1. Lists of different sets of m/lncRNAs expressed in SPCs. 
Table S2. 90 testis-specific genes reported by literatures.
Table S3. Dynamics of g-m/lncRNAs and g-ts-m/lncRNAs during mouse spermatogenesis.
Table S4. Clusters of g-RNAs and enriched GO terms.
Table S5. Target genes of transcription factors identified by TFBS enrichment analyses.
Table S6. TFBSs enriched for sc/st-ts-lncRNAs.
Table S7. Potential target genes of CREM identified by ChIP-chip assay.
Table S8. RFX2-regulated lncRNAs identified by RAN-seq of RFX2-KO and WT mice. 
Table S9. Primers used to valid the expression of circRNAs.
Table S10. Primers used to valid the expression of lncRNAs.
Table S11. siRNAs used for functional lncRNA screening.
Table S12. Primers used in ChIP-PCR analysis of CREM target.
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