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Supplementary Figure S1 The expression and prognostic value of TMEM208 in online algorithms. A, The top 25 genes negatively correlated with ZBTB14 were downloaded from the UALCAN database (ranked by the negative correlation coefficients). B, Genes negatively correlated with ZBTB14 expression were intersected with the differentially expressed genes (adj. p. < 0.05) in the GSE40640 dataset on Jvenn. Survival prognostic significance of SNRPA (C), SEC61B (D), CHCHD10 (E), and TMEM208 (F) in BC was analyzed by Kaplan-Meier Plotter. G, Prediction of ZBTB14 binding in the TMEM208 promoter region (chr:67226831-67227180) by the ChIP-seq database in JASPAR.
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Total 2 putative site(s) were predicted with relative profile score threshold 80%.
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HR =1.52 (1.25 - 1.83)
logrank P = 1.5e-05
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Show FASTA Sequence

>hg38_encodeCcreCombined range=chr16:67226831-67227180 5'pad=0 3'pad=0 strand=+ repeatMasking=none
CTAGAAGGTCCCGGGATCGGGAGGGCGGGTCGTTTCCGCCAGGCTGGAGG GGCCGGGCTAGCTATCTGACAGCCCCTCCCCAAAGCTCAGGACCGCGAGG
GCGGGGCCTGTCCAGAGCTAGGCCTGAGGGCGGCTTCCTCTCACCTCCAG GGGCAGCGACTCCGCCATCGCATCCCTGCCGCCTCCGCCCCCACTGCGCA
AGGCTTTCTGGGAAATGTAGTCTCGCCTCTTTGGGGCGGGGCTTGGGAAG GAAGTGAGACCTATTTCCGTCGCAAAAGCTGACGACTTCGGTCTGCGCCG
GAAGTGCATGAGCTGCCGATGTGGTGCTTAGTGATTGCGGTTTCGGTCGC

Display‘ 1 ‘profiles Filter:
Matrix Predicted
D Name Score Relative score Sequence ID Start End Strand sequence
MA1650.2 MA1650.2.ZBTB14  7.3922105  0.8499172125285993 hg38_encodeCcreCombined 293 300 - CGGCGCAG
MA1650.1 MA1650.1.ZBTB14  7.856735 0.8262481203473026  hg33_encodeCcreCombined 291 302 - TCCGGCGCAGAC
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