Snapshot: Histone modifications

Hib cr Hib
H2AXx MSAKGAGGRKKTSSGKKVSRSAKAGLQFP...QLAVRNDEELSKFL...LLPKHSKSKGKHGVSQEF 135aa
22 97 123125127 131
Ub Ub Ub Ub Ub Ph
Ac
Hib'
. Cr
H2A1 M-WLCD...DKMSAKGKGGRAKKSGKSSSKSAKAGLQFP...YAKRV.. AVRNDEELSKFL.. LPKKskGkkSq  180aa
73 93 148 171172 178
Ub Me Ub Ub Ub Ph

CenH3 M-ARIKTTPARR...GGAVGAAPKSRVGA...SSRRGSHASGRPPARSGRDRGLQPRRRAPPGARVLR...LRHAFPC 216aa

32
Me
Hib' Hib Hib’ Hib) Hib'
e G ‘Hib Cr Hib Cr b cCr
H2Ba M-VAKKSA.. KKRAESYssYIFKVLKa...IsSKKSMM...FDKIASEAGKLCKYNKKDT.. VRLY... AKH... TKAvTKYTGK 11622
4 27 34 37 474849 63 66 70 7374 76 77 99 107 111 115
Ac Ph Ac @D Me ®h Me @®h Me Pro®Ph» Ub Ub Ac Ub Ac Ub
sw w @& U
sw
Hib'
H3.3 M-ARTKQ...GIKKPHRYRPGTVALREIRKFQKSTDLLIRKLPFQRLVREIAQ...LFEDTNLCAIHAKRVTIMPKDIQLARRIRGERS 136aa
56
Ac
Pfam: PF00125 (Histone) Pfam: PF16211 (Histone_H2A_C) Pfam: PF15511 (CENP-T_C) Globular domain
‘ 2-hydroxyisobutyrylation Me Methylation Ph> Phosphorylation .Succinylation For Formylation

Ub' Ubiquitination AC)  Acetylation Ox" Oxidation La  Lactylation Pro Propionylation Cr' Crotonylation



