
Mem Inst Oswaldo Cruz, Rio de Janeiro, Vol. 120: e240075, 2025

SUPPLEMENTARY DATA

Natália Silva da Trindade et al. 1|5

#!/bin/bash

# Step 1: Filter genes longer than 200 nucleotides and extract relevant columns
#awk ‘{if ($3-$2>200){print $0}}’ MACS2_bdgbroadcall_on_combined_Cer-D-U_cut-off_5.bed | cut -f1,2,3 | sort -k1,1 -k2,2n > genes_sorted_fran.bed
awk ‘{if ($3-$2>200){print $0}}’ MACS2_bdgbroadcall_on_combined_Sp-D-U_cut-off_5.bed | cut -f1,2,3 | sort -k1,1 -k2,2n > genes_sorted_fran.bed
echo “Filtered peaks longer than 200 nucleotides and saved to genes_sorted_fran.bed”

# Step 2: Select gene-related lines from the annotation file and extract relevant columns
awk ‘{if ($3 == “gene”){print $0}}’ schistosoma_mansoni.PRJEA36577.WBPS17.annotations.gff3 | cut -f1,4,5,9 | sort -k1,1 -k2,2n > genes_all.bed
echo “Selected gene-related lines and saved to genes_all.bed”
echo “Linhas relacionadas aos genes selecionadas e salvas em genes_all.bed”

# Step 3: Perform intersection to obtain regions that overlap between both files
multiIntersectBed -i genes_sorted_fran.bed genes_all.bed -header -names A B | awk ‘{if ($5 == “A,B”){print $0}}’ | cut -f1,2,3 > resultnew.bed
echo “Performed intersection and saved the overlapping regions to resultnew.bed”
echo “Interseção realizada e regiões sobrepostas salvas em resultnew.bed”

# Step 4: Add gene annotation related to each region
bedtools intersect -a genes_all.bed -b resultnew.bed -wb | cut -f1,2,3,4 > FINAL.bed
echo “Added gene annotation and saved to FINAL.bed”
echo “Anotação gênica adicionada e salva em FINAL.bed”

Fig. 1: metagene profiles of Biomphalaria glabrata adults. X-axis: relative position around genes; Y-axis log(observed/expected) of three replicates.
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TABLE II
Previous use of antiHP1 antibody Abcam ab109028

Designation of target Reference Technique Cat# (Abcam)

HP1α (50) Cell Tension ab109028
CBX5 (51) Chemiprecipitation ab109028
HP1α (52) ChIP-seq ab109028
HP1α (53) Co-Immunoprecipitation ab109028
HP1α (54) eCLIP-seq ab109028
HP1α (55) Immunoblots ab109028
HP1α (56) Immunoblotting and immunostaining ab109028
HP1α (57) immunoblotting, immunofluorescence, flow cytometry ab109028
HP1α (58) Immunocytochemistry ab109028
HP1α (59) Immunofluorescence ab109028
HP1 (60) Immunofluorescence ab109028
HP1α (61) Immunofluorescence ab109028
HP1α (62) Immunofluorescence ab109028
HP1α (63) Immunofluorescence ab109028
HP1α (64) Immunofluorescence ab109028
HP1α (65) Immunofluorescence ab109028
HP1α (66) Immunofluorescence ab109028
HP1α (67) Immunofluorescence ab109028
HP1α (68) Immunofluorescence ab109028
HP1α (69) Immunofluorescence ab109028
HP1α (70) Immunofluorescence ab109028
HP1α (71) Immunofluorescence and Western Blotting ab109028
HP1α (72) Immunofluorescence and Western Blotting ab109028
HP1α (73) Immunohistochemistry ab109028
HP1α (74) Immunoprecipitation and Western blotting ab109028
CBX5 (75) Western Blotting ab109028
HP1 (76) Western Blotting ab109028
HP1 (77) Western Blotting ab109028
CBX5 (78) Western Blotting ab109028
HP1 (79) Western Blotting ab109028
HP1α (80) Western Blotting and immunoprecipitation ab109028
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Fig. 2: relative gene expression of dsRNA schistosomula cultures compared to expression of wild type schistosomula. The gene expression 
was calculated by delta CT method,(26) using wild type schistosomula as gene expression calibrator and the endogenous gene was SmEIF4E 
(Smp_001500) as described previously.(25)
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