
+56.5%

47960 47962 47964
NC_086379.1 position (kb)   ...   transcript span 6.0 kb

LOC134725187 ... membrane protein BRI3−like (−
strand)

+56.3%

90610 90620 90630
NC_086373.1 position (kb)   ...   transcript span 30.0 kb

LOC134690221 ... GRAM domain−containing protein
4−like (+ strand)

+59.0%

5630 5635
NC_086376.1 position (kb)   ...   transcript span 13.0 kb

LOC134714536 ... coatomer subunit epsilon−like (+
strand)

−57.9%

105400 105440 105480 105520
NC_086373.1 position (kb)   ...   transcript span 133.1 kb

LOC134695637 ... otoferlin−like (− strand)

+58.3%

34650 34680 34710 34740
NC_086374.1 position (kb)   ...   transcript span 126.1 kb

LOC134707074 ... receptor−type tyrosine−protein
phosphatase N2−like (− strand)

−55.2%

6600 6625 6650 6675 6700
NC_086378.1 position (kb)   ...   transcript span 109.0 kb

LOC134720671 ... roundabout homolog 1−like (+ strand)

−60.7%

31936 31938 31940
NC_086375.1 position (kb)   ...   transcript span 6.2 kb

LOC134711256 ... cancer−related
nucleoside−triphosphatase homolog (− strand)

−56.1%

21150 21200 21250
NC_086381.1 position (kb)   ...   transcript span 144.7 kb

LOC134685297 ... tumor protein p53−inducible protein
11−like (− strand)

−55.8%

25952 25954 25956 25958
NC_086382.1 position (kb)   ...   transcript span 7.3 kb

LOC134687110 ... alpha−ketoglutarate−dependent
dioxygenase alkB homolog 3−like (+ strand)

−56.5%

36725 36750 36775 36800
NC_086382.1 position (kb)   ...   transcript span 90.8 kb

LOC134687290 ... mitogen−activated protein kinase
kinase kinase 5−like (+ strand)

+55.9%

90870 90875 90880 90885 90890
NC_086375.1 position (kb)   ...   transcript span 23.4 kb

LOC134712818 ... uncharacterized LOC134712818 (+
strand)

−60.8%

1590 1600 1610
NC_086379.1 position (kb)   ...   transcript span 32.5 kb

LOC134724475 ... uncharacterized LOC134724475 (+
strand)

Gene structure CDS UTR (exon) DML methylation Hyper−methylated Hypo−methylated

DML positions from methylKit (q<0.01, |..meth|...55%). Each panel drawn to its own bp scale.

High− vs low−..16 PAH sites · NCBI GCF_036588685.1 · exons (boxes), CDS (dark), introns (line); lollipops mark DMLs (.. methylation %)

Gene models harboring differentially methylated loci (DMLs) in Mytilus trossulus mantle


