Human Hg38

chr22 (q11.21-q11.22) EASE) 22 1 2 BRI q1121  FIERT 2. 2ERq13. R q13.31 ]
Scale 1 Mb} | hg38
chr22: | 18,500,000 19,000,000 19,500,000 20,000,000 20,500,004 21,000,000 21,500,000
BACs
CH17-320A22 | BB cH17-222Cc16 BN RP11-260L7 BB  RP11-500Ccs QR RP11-354K13 X4

cH17-203v7 CH17-289E17EB¥ RP11-165F18 EER
CH17-6011 CH17-131N14 B8
CH17-395B16 [REER
Multiz Alignments of 30 mammals (2
Chimp (TR
Gorilla -
Orangutan TS T " [N T (R
Segmental Dups || NIl 11 [N JHNRRIANI |
Chimy
Leve! 1 RRRCREREN O -8 [1-Bii 3|l
Q. Level 2 TNURR IR ccccccccccovrncn7ccocovn@
€ Level3 \ Il I
'S Level4 [ Il
Q) Level5
Level 6
Gorila (Mar. 2016 (GSMRT3/gorGor5j) Allgnmen} Net
Level 1 B |- T (R s ‘HIIIIIIII»-
@ Level2 M wiy Ll . ] \
= Level3 I
= Level 4
8 Level 5
Level 6
ngut1n (Jan. 2018 (Susie_PABvZ/pon1be3 ) Aligr'n nt Net
S Level 1 RN N IEE R-R3 | m%»»%»»»»»»»»
+ Level 2 T 1 e e - - R
o Level 3 | | LT IR I | 1§ -~ |
C Level 4 | \ [
E Level 5
o

B N

Fig. S14.

Conservation of the 22q11 region as vieed in UCSC human genome hg38 tracks. BACs that were
evaluated covering the region, with LCR22A flanking BACs highlighted in green (CH17-
320A22) and magenta (CH17-222C16). Multiz alignments (refs) of chimpanzee, gorilla, and
orangutan genomes to the human genome identify high conservation in the unique 22q11
region, but lower conservation in the LCR22s with less conservation in more distant
relatives. Net tracks show orthologous regions identified as highest chain alignments
(Refs). Noticeably, the syntenic regions break up on the LCR22s.
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