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Grxl A .A . 1 MANLFNWLPLLSGRQA DGI K -II 49
Grx2 A . A. 1 ------------- M-- -AVS - I 33
Yeast Grxl 1 - - - M\ II{ DL I AENE - I - - VA 52

Yeast Gr x2 1 -- -M \ VI' DL I GQKE - V - -VAl 52
RIC E G.cxl 1 -------- -MA LA KAKETVAS -A PVVVY c 45
HUMAN Grx 1 - - - - - - -- - MA Q E FV N C KI Q P - G h~VV F ] PT 48

E . c o l i Grx 1 - - - - - - - - - - - - - - - - - - - - MQTVI F G-RS G- 36

Grxl A .A . 50 K.DQAR QL Y( DS R C AT P PN 107
Grx2 A.A . 34 C NEAR · I YJl DGA ~ HS - - - 38

Yea s t; Grx1 53 LND MKEGAD ] LQ F.' RE T E EP JLA 109
Yeast Gr x2 53 L MSNGS E J L E r-: KI ~ I{P VFQ rc 9
RICE Grx1 46 Dr:; S 'I'L l , NNE 'l' E AGA 10 1
H UMAN Grx 49 TA TN HTNE- ] DY QQL T LV S l\ QI GA 104
E .col i Grx 37 DI RA E.I T KEDL QQI{ DA- - - 85

Grx l A .A . 1 08 P A- - - - - - - - - 10 9

Grx2 A .A . 88 ----------- 88
Yeast Grxl 11 0 N-------- - - 11 0
Yeast Grx2 109 -- - - --- - - ~- 109

~ICF, Grxl 102 I AS S 1\ KT T I TA 11 2
:-lUMAN Grx 105 LQ-- - - - ---- 106
E.ccli Grx 85 -- - - - - - - --- 85

Fig. (1): Comparison of the predicted amino acid sequence of Grxl and Grx2 with Grxs from yeast, rice, human, and E. coli. Amino acid
sequenc es IVere alignedfor maximal !IOII/ ofr/« '. en" terved residue are shown b. ' a dark gray background. The acti ve si te, h. idrophobic
snrfucc urea, m,d II (~'SHhill(lill~ site' are underlined. lignment» were performed using tile prograJII Cfll.~taIW. version 1.4.
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