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Trinity transcript name Annotation from the SwissProt database logFC White : Green
Glutathione S-transferase
comp37410 cO0 sp|P78417|GSTO1_HUMAN | Glutathione S-transferase omega-1 OS = Homo sapiens -0.119 1:0.92
comp32377_c0 sp|Q9ZRT5|GSTT1_ARATH | Glutathione S-transferase T1 OS = Arabidopsis thaliana -0.288 1:0.82
comp36943 c0 sp|Q9ZVQ3|GSTZ1_ARATH |Glutathione S-transferase Z1 OS = Arabidopsis thaliana -0.748 1:0.60
comp37841 c0 sp|Q9ZRT5|GSTT1_ARATH | Glutathione S-transferase T1 OS = Arabidopsis thaliana -0.851 1:0.55
comp36483 c0 sp|Q9ZRT5|GSTT1_ARATH |Glutathione S-transferase T1 OS = Arabidopsis thaliana -1.557 1:0.34
comp35816 cl sp|P78417|GSTO1_HUMAN | Glutathione S-transferase omega-1 OS = Homo sapiens -1.564 1:0.34
comp36242_c0 sp|P16413|GSTMU_CAVPO|Glutathione S-transferase B OS = Cavia porcellus -5.749 1:0.02
Superoxide dismutase
comp36467_c0 Superoxide dismutase [Fe] OS=Synechococcus elongatus -2.039 1:0.24
comp39897 c0 Superoxide dismutase [Cu-Zn] OS=Yarrowia lipolytica -1.170 1:0.44
Thioredoxin reductase
comp38835 c0 Bifunctional thioredoxin reductase/thioredoxin OS=Mycobacterium leprae -1.536 1:0.34
comp41865 c0 Thioredoxin reductase 3 (Fragment) OS=Mus musculus -0.741 1:0.60
comp38474 c0 Thioredoxin reductase SEP1 OS=Emiliania huxleyi -0.774 1:0.58
comp41838 c0 Thioredoxin reductase 2, mitochondrial OS=Rattus norvegicus -0.644 1:0.64
YVINUE RO 7 = /&R P value<0.01
Gultathione S-transferase 2 CENQLRKKILMDNQKVT
[Paramecium tetraurelia strain d4-2] (233%£) 17%&E
Pos: 1-16
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MitoTracker® Green FMZ W7/~ bV VMOE S

MitoTracker® Green FMIC & 5% (RIZEE(Z500 nM )
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SDS-PAGE Western blotting
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