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phytools 0.7.47
ape 5.4
gplots 3.0.3
tidyverse 1.3.0
dendextend 1.13.4
colormap 0.1.4
ggpubr 0.3.0
ggridges 0.5.2
argparse 2.0.1
fitdistrplus 1.1.1
cowplot 1.0.0

bedtools 2.27-2.29
samtools 1.12
hicexplorer 2.2.1.1
hicpro 2.11.1
lachesis (single version)
orthofinder 2.3.8

The Hi-C and ATAC-seq data have been deposited in the NCBI database under Bioproject PRJNA661684. All expression, ATAC-seq, and CNE data that is mapped to
the reference ge-nome is available on a genome browser (currently, http://metazoa.csb.univie.ac.at:8000/euprymna/jbrowse or upon request). Source data are
provided with this paper. All other genomic and trascriptomic data used was downloaded from NCBI (GCA_002113885.2 (https://www.ncbi.nlm.nih.gov/assembly/
GCF_002113885.1/), GCA_000002075.2(https://www.ncbi.nlm.nih.gov/assembly/GCF_000002075.1/), GRCh38.p12 (https://www.ncbi.nlm.nih.gov/assembly/
GCF_000001405.38/), GCA_001949145.1 OLI-Apl_1.0 (https://www.ncbi.nlm.nih.gov/assembly/GCF_001949145.1/), GCA_000003605.1 (https://
www.ncbi.nlm.nih.gov/assembly/GCF_000003605.2), GCA_000224145.2 (https://www.ncbi.nlm.nih.gov/assembly/GCF_000224145.3), GCA_000003815.1 Version 2
(https://www.ncbi.nlm.nih.gov/assembly/GCF_000003815.1/#/st), GCA_004765925.1(https://www.ncbi.nlm.nih.gov/assembly/GCA_004765925.1/), Spur_3.1
(https://www.ncbi.nlm.nih.gov/assembly/GCF_000002235.3/), GRCm38.p6 (https://www.ncbi.nlm.nih.gov/assembly/GCF_000001635.26/), SAMN00691532
(https://www.ncbi.nlm.nih.gov/biosample/?term=SAMN00691532), SAMN00152410 (https://www.ncbi.nlm.nih.gov/biosample/SAMN00152410/)), ENSEMBL
(BDGP6.28 (http://www.ensembl.org/Drosophila_melanogaster/Info/Index), WBcel235 (http://m.ensembl.org/Caenorhabditis_elegans/Info/Annotation),
Capitella_teleta_v1.0 (http://metazoa.ensembl.org/Capitella_teleta/Info/Index), ASM23792v2 (http://metazoa.ensembl.org/Schistosoma_mansoni/Info/Index),
oyster_v9 (http://metazoa.ensembl.org/Crassostrea_gigas/Info/Index), Helro1 (http://metazoa.ensembl.org/Helobdella_robusta/Info/Index), Lotgi1 (http://
metazoa.ensembl.org/Lottia_gigantea/Info/Index), PRJNA270931 (https://metazoa.ensembl.org/Octopus_bimaculoides/Info/Index), Stegody-phus_mimosarum_v1
(https://metazoa.ensembl.org/Stegodyphus_mimosarum/Info/Index), Tcas5.2 (http://metazoa.ensembl.org/Tribolium_castaneum/Info/Index), AMS_PRJEB1171_v1
(https://metazoa.ensembl.org/Adineta_vaga/Info/Index), GRCh37.p13 (https://grch37.ensembl.org/Homo_sapiens/Info/Index), ASM20922v1 (https://
metazoa.ensembl.org/Nematostella_vectensis/Info/Index), Aqu1 (https://metazoa.ensembl.org/Amphimedon_queenslandica/Info/Index),MneLei_Aug2011(http://
metazoa.ensembl.org/Mnemiopsis_leidyi/Info/Index)). Human Hi-C data was downloaded from NCBI (SRR1658570,HIC001(https://www.ncbi.nlm.nih.gov/sra/
SRR1658570)) or GIGA (PRJNA421033(http://gigadb.org/dataset/100503)). Processed files and tables needed to re-create the figures are accessible via a bitbucket
repository:https://bitbucket.org/hannahschm/ceph_regulation_microsynteny/.

The bioproject PRJNA661684 has been made available.

Sample sizes for each experiments are described in the supplemental notes (HiC - Supplementary Note 1, ATAC-seq - Supplementary Note 8).
Sample size of at least two biological replicates was chosen
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