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Supplementary Figure 1. Differentially expressed IncRNAs between ESCC tumors and normal
tissues, related to Figure 1. (A) Displays of differential expressed IncRNAs from our high-throughput
RNA-Seq data. (B) RT-qPCR analyses showing IncRNA expression levels between ESCC tumors and

normal tissues. LncRNA expression is normalized to ACTB mRNA level.
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CTTGCAGTTTGATCTCAGACTGCTGTGCTAGCAATCAGCGAGACTCCGTGGGCGTAGGACCCTCCGAGCCA
GGCATCAGCTATCAAAACTTATGGGAAATGGAATTGAAGACAACTACTTCTAGAATTGGTGCATGGAAGCTTC
TCATAGGTGATTAGCCACACTCTTCTTCTGTCAACCTGGTGCAGAAAAGCTTGAAGACCTTGGAAATCACATA
TTGATGATGGAGGAGATACAAGAATGAAGGACCCTGGGTTCCTGAATCAACACTCTAAGAAGAGACTCCTTG
AAATCAAGAGCACTCATTTTGACATTGCAAACGGAAAAATTCACTTCTATCAGGTTTGAACCAATATATAGTTT
AGGGTTTTTAAAAAATAACTGTTAGCATGACTTTAACTAATACACATGCCATACAGGATCAGACCTCTGTGACT
TTGCTTTTACAGTCTGCTCTGTCTGGAGGGGAGTTTCATCTTTGCCATCCTTAATGATATAGCATAGACGCTA
TGTCCTCCAGAAACTTCCTTGGCACCCACATTTTTGGATGGAAGCTTCTTGTCATTTCCATGGAAAGTAAGCT
TAATCTTGTCAATGTGGTTCAACATCAAATTTGAATTATGTTCACCTATCTTGTTTCCAACCTTCCCAAC

Supplementary Figure 2. Sequence of the full length LINC02820 variant in ESCC cells, related
to Figure 2. Schematic representation of ENST00000555596 (depicted in dark blue) and LINC02820
we identified, consisting of three exons. The black-color sequence corresponds to ENST00000555596,

while the red-color sequence represents the additional sequence of LINC02820.
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Supplementary Figure 3. IGF2BP2 enhances LINC02820 stability in ESCC cells, related to
Figure 5. (A) RNA pull-down assays and Coomassie blue staining of LINC02820-interacting proteins
by the biotinylated LINC02820 or antisense transcripts in KYSE30 cell. (B) Pearson correlation
analysis of LINC02820 and /GF2BP2 mRNA expression in GSE130078 dataset. (C, D) Immunoblot

analyses of IGF2BP2 expression level in LINC02820 knockdown (C) and overexpression (D) ESCC

cells.
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Supplementary Figure 4. LINC02820 binds to and increases MYH9 protein in ESCC cells,
related to Figure 6. (A, B), RT-qPCR analysis of MYH9 mRNA expression in LINC02820 knockdown
(A) and overexpression (B) ESCC cells. LINC02820 expression is normalized to GAPDH mRNA. (C,
D), Immunoblot analyses of MYH9 expression in LINC02820 knockdown (C) and overexpression (D)
ESCC cells. (E) Immunoblot analyses of MYH9 levels in different KYSE410 cells treated with

cycloheximide for indicated times.



