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UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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Supplemental Figure 1. Functional genomic analysis of regulatory elements in the human PLPP3
promoter. Data visualization and analysis tools available online at the Cistrome Project
(http://cistrome.org/), the University of California at Santa Cruz (UCSC) genome browser
(https://genome.ucsc.edu/) and the Genome TraFaC database (https://genometrafac.cchmc.org/genome-
trafac/index.jsp ) were used to prepare this figure. A. Structural analysis of the PLLP gene at low
resolution. The figure shows the region of chromosome 1 containing the PLPP3 gene identified in red in
the upper panel expanded to show regions of active chromatin identified by histone methylation and
acetylation marks and interactions with the series of transcription factors identified in the figure using
chromatin immunoprecipitation analysis. The presence of binding sites for NF-xB transcription factors
are circled in red. The lower panel of the figure shows sequence conservation of the PLPP3 promoter
between the indicated mammalian species. B. Conservation of transcription factor binding sites in
the mouse and human PLPP3 promoter. The figure shows two regions of the PLPP3 promoter with
the human sequence on the left and the mouse sequence on the right with conserved sequences for the
indicated transcription factors identified by the colored insets. The binding sites for NF-kB transcription
factors identified in the human PLPP3 promoter are shown in light blue and these are conserved between
the human and mouse genes. C. Structural analysis of the PLPP3 promoter at higher resolution.
The information in panel A is presented at higher resolution. The upper panel shows the three NF-xB
binding sites numbered 1, 2 and 3 identified by chromatin immunoprecipitation analysis in blue with
histone methylation and acetulation marks and binding sites for additional transcription factors
determined by chromatin immunoprecipitation sequencing shown below. The lower part of the figure
shows conservation of sequences in the PLPP3 promoter between multiple vertebrate species. D.
Sequence alignment of putative NF«B target sequences (Rel responsive elements, denoted ReRE)
in the PLPP3 promoter from the indicated vertebrate species. The figure shows san alignment of the
cognate sequences in the PLPP3 promoter from the indicated species with the three Rel responsive
sequence elements boxed. Two of these sequence elements are highly conserved among all of the
vertebrate species analysed while the first sequence element was only identified in the human and rhesus
monkey PLPP3 promoter.
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The NFkB(RelA/RelB) Responsive Element (ReRE) in PPAP2B promoter/enhancer(~1500nt)
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Supplemental Figure 2. Sequence of the entire human PLPP3 promoter identifying Rel Responsive

element sequences. The figure shows the sequence of the coding strand of the entire PLPP3 promoter
identified by our functional genomic analysis upstream of the ATG initiaion codon. The three Rel

Responsive sequence elements are shown in color in alignment with the consensus boxed. The non
coding strand sequence is shown for response element 1.
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Supplemental Table S1. Oligonucleotides used in the study

Oligos Sequence

Chip assay

ChIPReREl-F 5’ -TRAGATGCCAGCCTCTAARAGGRA-3'
ChIPReRE1-R S’ -TTTCTGGGTGRAGGAGTCTCAG-3’
ChIPReRE2-F 5" -GACCCRAGGCCRGCRAGRRRRT-3'
ChIPReRE2-R 5’ -GRCGTRAGGATRRTTRAGGCCERC-3’
ChIPReRE3-F 5" -GTGGCCTTRATTATCCTRACGTC-3
ChIPReRE3-R 5" -GCACTTTTATTTCACGAGGTCC-3"

ReRE mutagenesis

MutReRE1l-F S’ -GCATTTTGGCTGCCCTaGCACcTaCtCATAGTAGTAGAATTAC-3'
MutReRE1-R S5’ -GTRATTCTACTACTRATGAGTAGTGCTAGGGCAGCCRRRATGC -3
MutReRE2-F S5’ -GTGTTTCTGRACGCTC CaCgCGGTTTCTCTGGTTTGRA-3"
MutReRE2-G 5’ -TCRRACCAGAGRRACCGCGTGTCACGAGCGTTCAGRRACAC-3"
MutReRE3-F: S’ -BRAGGGGCTGTGCTTTC  cAgCaCATCCGARGCCRAGTRAGGR-3'
MutReRE3-R: S’ -TCCTTACTTGGCTCGGATGTGCTGACGARRGCACAGCCCCTT-3
ReRE23seg-F 5’ -CCGGTGTTGGATGTTRAGATC-3

PLPP3 promoter/enhancer cloning

PPAP2Bprol7-F S’ -TATACTCGAGgagcaggggtgtggagtgtgaaaggattgtacc-3
PPAP2Bprol5-F 5" -TATACTCGAGgtccactgtgcccaggtccatgectaggecactata-3’
PPAP2Bpro-R 5" -TATATAAGCTTggcgctggctgcggecgecgagectecccgeccecg-37
P2Bprollk-F2S S5’ -atccaggagatgtggttccacagtcgtgcagt -3
P2Bprol0k-F25 5’ -gcgtagtacccggtgttggatgttaagatc-3”

P2BprolOk-R2S 5" -GATCTTRAACATCCRARCACCGGGTACTACGC-3"

PLPP3 mRNA reverse transcription (RT)-PCR

PLPP3gqRTed-F S’ -GCATAGTGTACATGGAGAAGGAGG-3"
PLPP3gRTe3-R 5’ -GTGGCAGCACTCTATAAGCAAGTG-3’

Supplemental Table 1. The table shows the sequence of oligonucleotides used in this assay as probes or
as primers for mutagensis or cloning of PLPP3 genomic DNA or cDNA
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