Supplementary Table 1. The detailed information of the collected ChIP-chip/ChIP-seq datasets of 32 histone modifications

(15 histone acetylation, 13 histone methylation, 2 histone phosphorylation, 1 histone ubiquitination and 1 histone variant).

Due to the length constraint, we cannot show all the columns here.
See the complete Supplementary Table 1 at http://cosbi4.ee.ncku.edu.tw/YHMI/suptable2

Aiit;tl(;ltlfon Data Value Strain Growth Condition lﬁi:;)e;ze Paper E;E:;:::ﬁ) l:gt;l
é;’zeggg log,(H2AKSac/Input) |  S288C (BY4741) YPD 5?122233 Wetneretalo | Chip-seq
A(ESYKIZSS)H log,(H3K4ac/H3) $288C (BY4741) YPD 5?122233 Gu:llerzng T chip-chip
A(ESYKISZS)H log,(H3K9ac/H3) W303a YPD 5?1‘;22;3 P‘:fflgl(;’gset ChIP-chip
?ﬁ;glﬁtg log,(H3K 14ac/H3) W303a YPD 5?1‘;(6:2;3 leilgl(;’é{set ChIP-chip
?ﬁiiﬁ"fjﬁ;ﬁ‘ log,(H3K 14ac/H3) W303a YPD adding H,0, S?E%Z? lefhglg’é{ S| chipechip
‘?}‘I’ggllagir)‘ log,(H3K 18ac/Input) $288C (BY4741) YPD 5?122233 Wetneretalo | Chip-seq
‘?}‘I’gglza;:;‘ log,(H3K23ac/Input) $288C (BY4741) YPD 5?122233 Wetneretalo | Chip-seq
‘?}‘I’gglza;:;‘ log,(H3K27ac/Input) $288C (BY4741) YPD 5?122233 Wetneretalo | Chip-seq
‘?}‘I’gglsag:;‘ log,(H3K 56ac/Input) $288C (BY4741) YPD 5?122233 Wetneretalo | Chip-seq
Acetylation (H4ac) log,(H4ac/H3) W303a YPD si‘l‘;(ézg'?’ P‘:ilgl(;’é‘set ChIP-chip
Acetylation (H4ac) log,(H4ac/H3) W303a YPD adding H,0, 5?122253 P(:il;l(;)(l){set ChIP-chip




A(IcﬁyKlg‘:;’)n log,(H4K Sac/Input) S288C (BY4741) YPD Se(‘;(éf Wetneretalo | Chip-seq
A(IcﬁyKlgzg)n log,(H4K 8ac/Input) S288C (BY4741) YPD Se(‘;(éf Wetneretalo | Chip-seq
?}(;Z%azt:f)l log,(H4K 12ac/Input) S288C (BY4741) YPD Se(‘;(éf Wetneretalo | Chip-seq
Acetylation sacCer3 Weiner et al.
log,(H4K16ac/Input ’ .
(H4K 1 6ac) 0gy( ac/Input) S288C (BY4741) YPD (R64) 2015 ChIP-seq
Histone
Phos.p hfn:ylat'lon, Data Value Strain Growth Condition Reference Paper Experimental
Ubiquitination Genome Technology
and Variant
Pglg;lils"gga;l‘;n log,(H2AS129ph/Input) | S288C (BY4741) YPD S?f{if Wetner etals | Chipseq
Phosphorylation sacCer3 Weiner et al.
log,(H3S10ph/Input ’ -
(H3S10ph) og( ph/Input) S288C (BY4741) YPD (R64) 2015 ChIP-seq
C Other (SLJO01
Ubiquitination MAT score ; sacCer3 Schulze et al., .
(H2BK 123ub) (H2BK 123ub/Input) Yg;is ’;{SSNI\Il786)3 ’ YPD (R64) 2011 ChIP-chip
Histone Variant sacCer3 [ Guillemette et
1 H2AZ/H2B -chi
(H2AZ) 0gs( ) Other (BGY02) YPD (R64) al., 2005 ChIP-chip
Histone . . Reference Experimental
Methylation Data Value Strain Growth Condition Genome Paper Technology
Methylation sacCer3  [Kirmizis et al. .
log,(H3R2me2a/H3 ’ -
(H3R2me2a) 0gy( me2a/H3) S288C YPD (R64) 2007 ChIP-chip




“(’%ﬁziﬁ:}n log,(H3K4me/H3) W303a YPD Si‘f{éf leilgl(;)é(set ChIP-chip
?ﬁggig; log,(H3K4me2/H3) W303a YPD Si‘f{éf leilgl(;)é(set ChIP-chip
?ﬁggig; log(H3K4me3/H3) $288C YPD Si‘f{éf Gu;lerzn()eftle 1 cnrp-chip
1(\;16;}11(%122;1; log,(H3K36me/Input) $288C (BY4741) YPD Si‘f{éf Wetneretalo | Chip-seq
(l\éggggg) log,(H3K36me2/Input) |  S288C (BY4741) YPD Si‘f{éf Wetneretalo | Chip-seq
(l\éggggg) log,(H3K36me3/H3) W303a YPD Si‘f{éf leilgl(;)é(set ChIP-chip
1(\;6;%1321"; log,(H3K79me/Input) $288C (BY4741) YPD S?;EZ? Wetneretalo | Chip-seq
e | ||| e [
sComed | kmon | Y 0| T || ey
l\f}elzhgin“;’)n log,(H4R3me/Input) S288C (BY4741) YPD S?;EZ? Wetneretalo | Chip-seq
(Il\ﬁgﬁg;:) log,(H4R3me2s/Input) | S288C (BY4741) YPD S?;EZ? Wetneretalo | Chip-seq
?gle;;yzlg;z"; log,(H4K20me/Input) S288C (BY4741) YPD S?;EZ? Wetneretalo | Chip-seq

"Input" means the control experiment, which is the ChIP-chip/ChIP-seq experiment without using any anti-histone modification (e.g. anti-H3K79me?2) antibody.

MAT stands for Model-based Analysis of Tiling-arrays, which is an algorithm for reliably detecting enriched regions. The higher the MAT score, the higher the enrichment.

References



Pokholok,D.K., Harbison,C.T., Levine,S. et al. (2005) Genome-wide map of nucleosome acetylation and methylation in yeast. Cell, 122, 517-527.
Guillemette,B., Bataille,A.R., Gevry,N. et al. (2005) Variant histone H2A.Z is globally localized to the promoters of inactive yeast genes and regulates nucleosome positioning. PLoS Biol., 3, e384.
Kirmizis,A., Santos-Rosa,H., Penkett,C.J. et al. (2007) Arginine methylation at histone H3R2 controls deposition of H3K4 trimethylation. Nature , 449, 928-932.
Schulze,J.M., Hentrich,T., Nakanishi,S. et al. (2011) Splitting the task: Ubp8 and Ubp10 deubiquitinate different cellular pools of H2BK123. Genes Dev., 25, 2242-2247.
Guillemette,B., Drogaris,P., Lin,H.H. et al. (2011) H3 lysine 4 is acetylated at active gene promoters and is regulated by H3 lysine 4 methylation. PLoS Genet., 7, e1001354.
Weiner,A., Hsieh, TH, Appleboim,A. et al. (2015) High-Resolution Chromatin Dynamics during a Yeast Stress Response. Mol. Cell, 58(2), 271-386.



