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Thete are total 19 Afymetri 1Ds or Locus IDs annotated in this BioAnno System(Using time 4.266 sec.). They are listed as follow:

4 BioChip

Affymetrix ProbeSet ID TIGR Locus ID ETIGR_ #SwissProt (HECES Aon Aclu(:(;g:on G esu_am-.ﬂive Annsion
Annotation IDs IDs Number Public ID to OsCAS
0s.52200.1.81_at  LOC_0sD9gd16200 30 0 5 1 AKDBSSTI O AKOGSST3A
0s.20018.1.51_a_at  LOC_Os089343401 40 0 2 0 AKI02411 O AK102411.1 o
0s.13225.1.81_a_at  LOC_0s0Mg011202 5 0 0 0 0 AKDGTSEE 1 AKDBTEEE.1 o
0s.10004.1.51_s_at 10 0 4 0 AKDG4238 O CATESS5T o
05.32357.1.51_at  LOC_0s07gdRg503 4 0 0 0 1 AKIOE211 O AKIDS211 o
0s.13225.1.82_at  LOC_0s01g011202 40 0 0 0 AKIT9457 O AKI19457 o
05.33206.1.51_at  LOC_0s01g011901 3100 0 4 1 AKIOIOES O AKID1065.1 K3
0s.40001.1.A1_at  LOC_0s12912080.3 30 0 0 0 AKIZIB9Z O CF334144 o
0s.33296.1.51_x_at  LOC_0s01g011901 30 0 4 1 AKIDT0BS O AKT01065.1 o
0s.20016.1.51_at  LOC_0s09334801 3 0 0 0 0 AKIOGOO7 D1 AK10O07.1 o
AFFX-BioB-5_at 7 [ 0 25 AFF¥-BioB-5 o
05.32357.1.51_%_at 310 0 0 1 AKIOE211 O AKIDS211 o
05.18993.2.51_x_at 10 0 2 0 AKOT402Z3 O AKOT4023d o
0sAf(%.9351.1.51_at 20 0 0 1 AKING3EE O Mw_1917321 @
05.18993.2.81_at 10 0 2 0 AKOT4023 O AKO740234 K
0s.10002.1.51_at 30 0 0 1 AKI09386 O AK109386.2 o
05.24643.1.51_at 10 0 A 10 AKIZ1303 O NM_1834280 @
5 BioAnno
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