Scale 500 kb | ricComl
EQ973772:| 1,100,000 1,200,000 1,300,000 1,400,000 1,500,000 1,600,000 1,700,000 1,800,000  1,900,000|
Assembly

AASG02007137.1f AASG02004019.1 Y AASG02015686.1F  AASG02004600.1 [l AASG02019530.1] AASG02002319.1 8
AASG02001384.1 AASG02001912.1 KRRl AASG02004386.1 | AASG02018753.1 AASG02014337.11
AASG02017718.1 AASG02004327.1 88  AASG02003003.1 AASG02016297.1] AASG02047468.1 |
AASG02001592.1 AASG02000636.1 EEEEEl  AASG02009225.1 ] AASG02012511.1§ AASG02009733.1 K
AASG02002031.1 AASG02001184.1 EEEE AASG02006338.1J]  AASG02011589.1] AASG02001181.1 S XM
AASG02016080.1 AASG02007058.1[E AASG02001027.1 BEEEN AASG02006040.1 B
AASG02025464.1 AASG02013938.1] AASG02013801.1 AASG02025266.1
AASG02021876.1| AASG02004754.1 KR AASG02014839.1] AASG02004658.1 Bl
AASG02016328.1 AASG02003376.1 B AASG02002824.1 KK AASG02011874.1]
AASG02014447.1] AASG02024284.1 AASG02014646.1 | AASG02005406.1 ||
AASG02007169.1 1 AASG02016324.1] AASG02013381.1]
AASG02011858.1] AASG02001254.1 SE8Y AASG02003594.1 B8
AASG02008456.1 i AASG02021057.1 |
AASG02015911.1 AASG02002946.1 B8
AASG02006836.1F AASG02000157.1 EEEEEEEN
Ga|
Gap | I L MCH T 11 [ I ||IF R 11 11t | (11 [l
70 _ GC Percent in 5-Base Windows

GC Percent

30 _ sl it 0k b 0 i, i ki B b i AL |

Genscan Gene Predictions
EQ973772.55{ EQ973772.63)| EQ973772.77|H EQ973772.89| EQ973772.101] EQ973772.114H EQ973772.125]|

EQ973772.56 | EQ973772.641 EQ973772.79| EQ973772.90|  EQ973772.104} EQ973772.116} EQ973772.128|H
EQ973772.57 |  EQ973772.65M EQ973772.804 « EQ973772.91] EQ973772.105| EQ973772.117H EQ973772.130]|
EQ973772.58 | EQ973772.66[ EQ973772.81 EQ973772.92| EQ973772.106| EQ973772.118|
EQ973772.59 H EQ973772.67| EQ973772.821HHl EQ973772.94 HtH EQ973772.108|] EQ973772.120H{
EQ973772.60 | EQ973772.68| EQ973772.83| EQ973772.95| EQ973772.109| EQ973772.121 M
EQ973772.61 HHHH EQ973772.75l  EQ973772.87| EQ973772.99H EQ973772.111}| EQ973772.122]
EQ973772.62| EQ973772.76l1 EQ973772.88H- EQ973772.102] EQ973772.115] EQ973772.126||
EQ973772.69| EQ973772.84| EQ973772.96| EQ973772.110| EQ973772.123]
EQ973772.70H EQ973772.85| EQ973772.97| EQ973772.112H EQ973772.124]
EQ973772.71] EQ973772.86H EQ973772.98|f EQ973772.113| EQ973772.127]
EQ973772.72H EQ973772.93]  EQ973772.107 HHH EQ973772.129]
EQ973772.73| EQ973772.100 H{ EQ973772.119(H
EQ973772.74| EQ973772.103H EQ973772.131 -iHHHH

EQ973772.78|
CpG Islands (Islands < 300 Bases are Light Green)
CpG: 35 | CpG: 29| CpG: 25| CpG: 23| CpG: 28|
CpG: 38| CpG: 40| CpG: 18|
lastz chain to araThal
lastz araThal
Repeating Elements by RepeatMasker

RNA |
simple (I [IIF 100 O COIED IO 0 A T OO OO QUM O AN O RN O R
tow complexity | [T THHCHE &0 010 TECEPHE T T AP0 C0F 00 (e e e e e (e A meee e 1
Other

Genomic Intervals Masked by WindowMasker + SDust
WM + SDust I_I_---_I_-- N OO

Simple Tandem Repeats by TRF
simple Repeats || || I TET TVECTIE 0D OO0 RO ORI EEEme 10 i



