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9. Quantification of chromatin states - rDNA locus case study
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13. Chromatin dynamics during the yeast stress response
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11. Local accessibility correlations
° efge ° ° ea ® ° 1_0
6. Accessibility and nuleosome mapping in repetitive regions |
10 kbf | sacCer3 0.05T
075 fthVI:1,000| 2000 3000 4000 5000 6000 7000 8000 9000 10000 11,000 12000 13000 14000 15000 16000 17000 18000 19,000 20,000 21,0000 22,000 23,000
SMAC-seq
025 _ MMMMMMMM@MMMM&AAMM__MMAAHM A ”
=
H4S47C chemical nucleosome mapping Z 0.044
FY - - o A,PLM da —e A W el b ;_‘Jkih_._A_u_Al e 1 iy e | N . A i %
veer: 7 . P R A2 YpL279C sams EEEEEERY ©
YPL283W-B Hsp32 EEEEN YPL278C qh, v
vPL283W -A BB . . YPL277C >
100mers unique mappability <
A A A A bl A k0, A0, & & ;T 0.03-
poorly mappable region ° ° °
Ongoing efforts and future directions
o . = top 10% strongly positioned nucleosomes g g
7. Flne-Scale mapplng Of DNA exposu re On the nUC|EOSOme 0.02- bottom 10% strongly positioned nucleosomes . . .
- Methylated base calling improvement through development of defined
S & & & & S O P S S S S.S sequence-context standards with modified bases
0.78- 0.78- minus strand ';\" '\.\Q 2 © » v v > © ® r\,\Q 5.?’
— plus strand ’ ’ Position relative to nucleosome
< < - Base calling improvements through the incoporation of bulkier tags (e.g. alkylation)
S 2 1.0
S 0.76- 8 0.76- /‘\ w “, 1\ . . 9]_ rather than methyl groups
3 g /\ )\"V W 4'&1 | | 0.05T
= S NN ‘ M N . . . .
Z Z /W \J HJV‘\X ) - Ongoing experiments in metazoans with smaller genomes
o Y.747 © 0.74A JN .
E — E A, v \/‘\ y. S o0 (Drosophila, C. elegans)
- — top 10% o \
bottom 10% © | . . :
0.72- e 0.72- o A R \ / /’\\ \ - Adapting targeted Cas9-mediated enrichment approaches so that that
Z 0.03 “\ W \‘W V vy
I T T 1 1 1 1 1 1 1 1 I T T T T T T T T T 1 < * 7 ' ‘ h uv \ [ .
-50 -40 -30 -20 -10 0 10 20 30 40 50 100 -80 60 -40 20 O 20 40 60 80 100 \/ large genomes (e.g. mammals) can be studied using the method
Position relative to nucleosome dyad Position relative to nucleosome dyad
0021 {op expression qunitile - Integration with other assays (Hi-C, ChlIP, and others) for single-molecule
bottom expression quintile simultaneous profiling of accessibility, nucleosome positioning and protein-DNA

] ] ] ] ] ] ] ] ] ] ] ] 1

Q Q Q QO Q (\) Q Q Q Q Q (\) Q

Q Q Q Q Q Q Q Q Q Q Q Q

',\,'}' :\,9 2 © > v % o © @ ,\,9 ,\,"1'
Position relative to +1 nucleosome

and chromatin interactions



