e — T — = —— S—
o D T ra = o e s r & =
630 kb
oo oo [ " . . -,
i . i i . i i ! i
Replication Timing [ il ol n ———
uy
H3K9me2 (G9KO) - A » TR vy =
cLAD "
LADs
oL . osp . & MoctoomrGengnic patc -
o5 Sasmshenss pnns
D . [ XLNAD sscer
XL NADs I
XL NADS overlap LADs
XL NADs overlap ciLAD NN
nonXL. Ratio “[ p—
nonXL NAD zscore ° [ T TDED
Lol
nonXL NADs. I ——
nonXL NADS overlap LADs
nonXL NADs overlap ciLAD ' " f—— 0
GiLAD ' " '
w©
T [ [r—
Refseq genes O e LN L o TIE. CU LR 1HBH
10009F21Rik ~ Wdr20a  Trafd Eifs  Tdrd9 Tmemi79  Jag2 Adaméb 2fp386
| — I T I T T I T
qAl QA2 qB1 q82 q83 qB4 qB5 qcll qCl.3 qc2 qc30 qG32 qC33 qca
2,871kb
ousoors . .
I I I I
|
Replication Timing [ uiiim — o
1000 H3Kme2 (GIKO)
LA, 1RO TRITY PR ORI e Lossdh il o b liediisniiiion
cLAD
——
LADs
XL ic Ratio O iy ooachibal i okl bbb el ) 4 i, i ot o
Ay mrp—— o et
i
XLNAD zecore e ——————
— ——
XL NADs
——
XL NADs overlap LADs
— "

XL NADs overlap ciLAD

o5 P
nonXL Nucleolar/Genomic Ratio WJ S gyt salaidiiaba
i

nonXL NADs I I
nonXL NADs overlap LADs .
nonXL NADSs overlap GiLAD f—
GILAD
H3K27me3 (u___ ™ T e L N
Refseq genes = H iHE s +0 H—‘—F‘ —| H+—— 1 —— W e -

n14 Sim2 Ripply3 Dyrk1a Kcnjé Kcnj15  Erg Ets2 Psmg1 Wrb Igsf5 Dscam

chri7

aAl FICTEr 9a33 a1 a82 aB3 ac ® GELl  aE12 @ a5 o aEs
1,227 kb

‘ o ason s ‘ ason e oo

Replication Timing [HHI"HH FTTTTTTTTTTTTITTTTTTTTTTTITITITrIovon . o REPIERIAN TVPI e L L L il - -

H3K9me2 (G9KO) "'""“ L L el ednbibdti 10 f s Sl
L . JUSTT Y

cLAD !

LADs

o7
XL Nucleolar/Genomic Ratio

XL NAD zscore * [ XUNAD score

XL NADs

XL NADs overlap LADs

——
———
XL NADs overlap ciLAD

nonXL NAD zscore ‘: [ ERtD S S
nonXL NADs. I N
nonXL NADS overlap LADs

nonXL NADs overlap ciLAD — —

ciLAD =

H3K27me3 ‘ EZ[_. N AT e gt Ao BB ", il s sl s
Refseq/genas i Agpatd Map3ka Plg  Slc22a3 il L lgf2r A tas I W ot M odoshd

Supplemental Figure S5. Genomic locations of BACs used for FISH experiments. BAC locations are shown as red
horizontal bars at the top of each graph.

A. The same IGV session used in Figure 7 is used here to show a region of the Chr12qF locus that contains three
BAC probes used in these studies. Left to right, pPK871 (negative control, no NAD enrichment), pPK828 (Type Il NAD,
overlapping ciLAD but not LAD regions), and pPK827 (Type | NAD, overlapping LAD but not ciLAD regions).

B. pPK914. This Type Il NAD contains ion channel genes (Kcnj6, Kcnj15) as well as developmentally regulated
Ets-family transcription factors (Erg, Ets2). The Type Il NAD to the left overlaps the Sim2 gene encoding a developmentally-
regulated, single-minded family bHLH transcription factor.

C. pPK915. This Type Il NAD contains a cluster of cation transporter genes (Slc22a1,2,3).



