
-------------------TCATTTTAGCCCAGGGAGACCCATTTTGGACTTGTGACCTCCGGGACG-GTAAGTC------AATAAACCTACATTAT--GTGAAG--CCACTAAGCTTGTGGTGAT--TTGTTATGGCAGCAAAAGGAAGCTTTATGGTT 1 LILRB4
TCTCACTGCCACACACAGCTCAGCCTGGGCTGCACAGCCAGGTGTCAGGTGCGTCTCTGCTGATCTGAGTCCACCCTGCAGCATGGACCTGCATCTTCCCTGAAGGATCTCCAGGGCTGGAGGGACGACTGCCATGGTAAGGACCCCACAACGCTGAACT 1 LILRA3
-----------------------------CTACACAGCCAGGTGTCAGGTGCGTCTCTGCTGATCTGAGTCTGCC-TGCAGCATGGACCTGGGTCTTCCCTGAAGCATCTCCAGGGCTGGAGAGACGACTGCCATGGTAAGGACCCCGTAACGCTGAACT 1 LILRB3

CATCTGTACCCTGAAAATGCAGGTTTTTGGTTTTTTTTTTTTTTTCACTTGTTCAATGAT-------GTACCCCCAG-TGTCAGGCG---CTTTGCAAACACAC-GA---TACATACGGGTTGATGTTTGGTC---AAGAGAGGAATTAAGACCAGGCAG 129 LILRB4
GATGGATGGGCTGAAGGAGGGAGGGAGACCTTG-AGGGAGGCTGTGAGAGGGAGGAGG---------TCGCCCTCACCTGAAAGGGG-TGACTCAGGAAAGCATTGGTTCTTTTTCCTGCTGCATCCCAGGTCTTAGTGAGATGAAGACAAGGCAGACAG 161 LILRA3
GATGGACGAGCTGAAGGAGGGAGGGAGACCCCATGGGGAGGCTCTGAGAGGGAGGAGGAGCCCACGGTCACCCTCGCCTGAAAGGGGCTGACTCAGGAAGGCACCAGGTCTATTTGCGGCTGTGTCCCCGTCCTCAGTGAGATAAAGATAAATCAGGCAG 131 LILRB3

ACAGCAGGCTGGGATCAGAGA-GACCCCATTTCTGTCTGAAATGTCTGCAGAGAACCTGGTGCCTGCCTCAGCCCTAGCTCTGGGGAAATGAAAGCCAGGCTGGGGTTCAAATGAGGGCAGTTTCCCTTCCTGTG-GGCTGCTGATGGAACAACCCCATG 271 LILRB4
ACAGTGGCTGGGGGTCAGGAAAGACCCCATTTCTGTCTGAAATGTCTATAGAGGAGTTGG-GCCCACCCCCACCTCAGCCCTACAGGAAAGACAGCCAGGCT------CCTGGGAGGGCAGTTCCACTTCCTGTGTGGCTGCAGATGACAAAACCCCATG 310 LILRA3
ACAGTGGCCCGGGGGCAGGGA-GACCCCATTTCTCTCTGAAATGCCTGCAGAGAGCCTGGTGCCTGCCCCCACTTCAGCCCTGGGGAAATCAGAGCCAGGTT------CCTGGGGTGGCAGTTCCTCTTCCTGTG-GGCTGAGGATGAGACAACCCCATG 291 LILRB3

ACGAGAAGGACCCAGCCTCCAAGCGGCCACACCCTGTGTGTCTCTTTGTCCTGCCGGCACTGAGGACTCATCCATCTGCACAGCT-GGGGCCCCTGGGAGGAGACGCCATGATCCCCACCTTCACGGCTCTGCTCTGCCTCGGTGAGATTTAAAGA-GGG 429 LILRB4
AGAAGAAGGACCGAGCCTCCAAGTGTCCACACCCTGTGTGTC-CTCTGTCCTGCCAGCACCGAGGGCTCATCCATCCACAGAGCA---GTGCAGTGGGAGGAGACGCCATGACCCCCATCCTCACGGTCCTGATCTGTCTCGGTGAGATTTGAAGA---- 463 LILRA3
ACAAGAAGGACCCAGCCTCCGAGCGGCCACACCCTGTGTGTCTCTCTGTCCTGCCAGCACTGAGGGCTCATCCCTCTGCAGAGCGCGGGGTCACCGGAAGGAGACGCCATGACGCCCGCCCTCACAGCCCTGCTCTGCCTTGGTGAGATTTCAAGATGGG 443 LILRB3

GGAGGGGAGACCCGAGTCTTGGAGGAAATTTGCCTCACAGCCAGGCCCTGGTTCTTTAGGAGACTCAAAAATCTCA--GGGTAGCCGGGCGCGG------TGGCTCACGCCT---GT---AATCCC--------AGCACT-TTGGGAGGCCGAGGCGGG- 587 LILRB4
GGGAGGGAGCTTCTAACCTAGGAGGGACCTCACCCCACAGCCAAACTCTTGTCCCTAAGGAGACCCCAGGGGCTCACAAAGATCCCAGGGAGGGGAGGACCTGCTCAGGCTTCAGGGGCAAATTCCTCATAGGGAACTCTCTTCCAGGGCTGAGCCTGGA 615 LILRA3
GAGGGGGAGATCCGAGTCTTGGAGGAACCCCACCCCACACACAAGCCCTGGTCCATCAGGAGACCTCAAAAGCTCAGGAGGCACCCGGGCGGGG----ACCTGCTCAGGCTTCAGGG-CAAATGCCTCACAGGGAACTCTCTTCCAGGGCTGAGTCTGGG 603 LILRB3

---CGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCTGTCTCTACTAAAAATACAAAAAATTAGCCGGGGGTGGTTGCAGGCGC----CTGTGGTCCCAGCCACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCGGG 723 LILRB4
CCCCAGGACCCACGTGCAGGCAGGTGAGTCTGTCC---CTAGCTGTCCCAAGTCCCTCCTCCTCACCGGGGACAAGGGGCCACCCCTGTGCAGCTGGGGATGGGGAATAGCAGTTCTGGGCTGACTGATGGGGGTGTCTGGAGGGT--CCTGCAGCTGAG 775 LILRA3
CCCCAGGACCCGCGTGCAGGCAGGTGAGTCTGTCC---CCAGCTGTCCCAGGTCCCTACTCCTCACTGGG-ACAGGGGGCCACCCATGGGCAGCTGGGGGAGGAGA-CAGTAGTTCTGGG-TGACTGATGGGGATGATGGGGAAGT--CCTGGGGCTGGG 758 LILRB3

AGGCGGAGCTTGCAGTGAGCCAAGATCGCACCACCGCACTCCAGC-CTGGGTGACAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAAAAAATCTCAGGGTAAAGAGAGGACCTGCTCAG                                   876 LILRB4
AGCTGAGATCTGTTGGGTGGGAAA----TGACTTAGAATCTGAACTCTGATTTCCTTCCAGGGCCCCTCCCCAAG                                                                                      930 LILRA3
AGCTGGGATCTGA-GCGTGGGGA-----TGTCTTGGGATCCAGCCTCTGATTTCCATCTAGGGCCCTTCCCCAAACCCACCCTCTGGGCTGAGCCAG                                                                910 LILRB3
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Supplemental Figure S1 An example of PG4M stimulating gene expression.
Gene expression levels are compared between the members of a promoter cluster that belong to the leukocyte immunoglobulin-
like receptor family. (A) Multiple sequence alignment of the TRR (TSS±500 bp). Aligned sequences are boxed, and the relative 
positions are indicated.  The core promoter region(–100 to +50 ) is shaded in gray. (B) Number of PG4MD500 in each gene. The 
PG4M labeled on the top represents PG4Mcod, while that labeled on the bottom represents PG4Mtem. (C) The average 
expression levels of the PG4MD500-positive (LILRB3) and PG4MD500-negative genes (LILRA3 and LILRB3).


