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. . . MOWSE  Theoretical  Highly
Spot  Accession No.  Protein Description

score Mr / pl expressed in
1 gi|116787836 unknown [Picea sitchensis] 50 43.5/8.97 0.5% NaCl
2 113183979 P69C protein [Sol | i 52 80.8/8.50
gi| protein [Solanum lycopersicum] 0.5% NaCl
gi|255553639 cytochrome P450, putative [Ricinus communis] 46 58.7/8.94
3 gi|224105443 predicted protein [Populus trichocarpa] 53 12.1/8.84
gi|255085016 predicted protein [Micromonas sp. RCC299] 53 54.7/5.61 0.5% NaCl
. ATP synthase beta subunit [Androcymbium o
gi|7706850 o 49 50.3/5.09
ciliolatum]
. Leucine-rich repeat, plant specific [Medicago
4 gi|124359469 48 46.7/5.01 0.5% NaCl
truncatula)
5 gi|151176133 phototropin-1 [Solanum lycopersicum] 55 115.7/8.35
. Hypothetical protein SORBIDRAFT_07g028173
242080053 - 49 35.4/9.75
gl [Sorghum bicolor] 0.5% NaCl
4i[89179399 Re‘tr.otre?nsposon gag protein [Asparagus 49 106.0/9.44
officinalis]
6  gi|147804859 hypothetical protein [Vitis vinifera] 63 168.6/9.00
) predicted protein [Ostreococcus lucimarinus
145346954 51 117.6/4.78 0% NaCl
gl CCE9901] °
gi|255640268 unknown [Glycine max] 42 39.9/4.79
TNF tor- iated factor (ISS
7 gi|116057152 receptor-associated factor (ISS) 47 162.7/6.53
[Ostreococcus tauri]
gi|147806268 hypothetical protein [Vitis vinifera] 46 54.7/5.88 0% NaCl
hypothetical protein Osl_38149 [O ti
gil218186751 | YPomeHcal Profein st [Oryza sativa 42 401.8/5.00
Indica Group]
8  i|53792104 pri-like protein [Oryza sativa Japonica Group] 58 37.2/10.27
gi|147801039 hypothetical protein [Vitis vinifera] 54 51.8/5.22 0% NaCl
gi|226509154 hypothetical protein LOC100279626 [Zea mays] 48 67.8/6.35






