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Identification of MEF2B, EBF1, and IL6R as direct gene targets of EBNA1 critical for EBV-
infected B-lymphocyte survival
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Supplementary Figures

Supplemental Figure S1. ChIP-Seq profile of EBNA1 binding to OriP in 4 different EBV positive
cell lines. Note EBNA1 binding to DS relative to FR is different among the cell types.
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Supplemental Figure S2. ChIP Seq profiles of EBNA1 cellular genes for (A) RNF145/EBF1,

(B) CDC7, (C)LAIR1, and (D) KDM4C.
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TABLE S1. List of shRNA targeting sequences and clones from TRC library.

SshEBNA1.1+
shEBNA1.1-
SshEBNA1.2+
shEBNA1.2-
shEBNA1.3+
shEBNA1.3-
SshEBNA1.4+
shEBNA1.4-
shEBNA1.5+
shEBNA1.5-

shMEF2B.1
shMEF2B.2
shlL6R-1
shlL6R-2
shEBF1-1
shEBF1-2

CCGG AA GGG TAG AGGACG TGAAAGACTCGAG TCTTTCACGT CCTCTACCC TTTTTTTG
AATTCAAAAA AA GGG TAG AGG ACG TGAAAGACTCGAGTCTT TCACGT CCTCTACCCTT
CCGG AA GAA CAT TGC AGAAGG TTTACTCGAG TAAACCT TCT GCAATGTTCTTTTTTTG
AATTCAAAAA AA GAA CATTGC AGAAGG TTT ACTCGAG TAAACCT TCT GCAATGTTC TT
CCGGAAGGATCAGGGCCAAGACATACTCGAGTATGTCTTGGCCCTGATCCTTTTTTTG
AATTCAAAAAAAGGATCAGGGCCAAGACATACTCGAGTATGTCTTGGCCCTGATCCTT
CCGGAATGGAAAGCATCGTGGTCAACTCGAGTTGACCACGATGCTTTCCATTTTTTTG
AATTCAAAAAAATGGAAAGCATCGTGGTCAACTCGAGTTGACCACGATGCTTTCCATT
CCGGAACGGAGATGACGGAGATGAACTCGAGTTCATCTCCGTCATCTCCGTTTTTTTG
AATTCAAAAAAACGGAGATGACGGAGATGAACTCGAGTTCATCTCCGTCATCTCCGTT

TRCNO0000015738
TRCNO0000015742
TRNCO0000058778
TRNCO0000058782
TRCNO0000013831
TRCNO0000013828



