Um et al., Supplementary Figure 1
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EFEKGY VEK1ITGECD FDGFP MEOGVLT PG EVELLLHEG TP CERGY GRENGERFEKSVE
EFEGT VFEITGECDIGFP MEQGVL T BVELLLHAE TP CFRGY GRENGERER KX VR
EFEGCE VEEITGECD GEFP MEQCVLTIM: BVEL L LHEE TP CFRGY GRENGCERER KSR
EFEGY VFELITGE CDHDGFP MEQGVL T MG EVELLLHELG TP CEFRGY GEENGERER KSVE
EFEGY VFELTGECD HDGFP MK QGYL TG EVELLLHEG TP CEFRGY GEENGERER KSVE
EFEGY VFEITGECD OGP MK QGYL TG EVELLLHEG TP CFRGY GEENGERRR KSVE
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Spot #1,3: cytosolic glutamine synthetase GSbetal [Glycine max]
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Spot #2: cytosolic glutamine synthetase beta2 [Glycine max]

51
101
151
201
251
301
351

MSLLSDLINL
PKWNYDGSST
PIPTNKRHDA
PGPQGPYYCG
QVGPSVGISA
NYSTKSMRND
INTFLWGVAN
TILWKP

NLSDTTEKVI
GQAPGEDSEV
AKVFSHPDVV
VGADKAFGRD
GDEVWAARY1
GGYEVIKTAI
RGASVRVGRD

AEYIWIGGSG
11YPQAIFRD
AEETWYGIEQ
1VDAHYKACL
LERTIEIAGV
EKLGKRHKEH
TEKAGKGYFE

MDLRSKARTL
PFRRGNNILV
EYTLLQKDIQ
YAGINISGIN
VVSFDPKP1Q
I AAYGEGNER
DRRPASNMDP

Spot #4,5: heat shock protein 90-2 [Glycine max]
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Spot #6: early-responsive to dehydration 2 [Arabidopsis halleri subsp.]
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Spot #7: putative TCP-1/cpn60 chaperonin family protein (ISS) [Ostreococcustauri]
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Spot #8: glyceraldehyde-3-phosphate dehydrogenase [Glycine max]
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Spot #9: putative auxin efflux carrier [Zea mays]
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A. Spot #6: early-responsive to dehydration 2, identity: 92% (60/65)

ThHep? 0 [V AMELT HHI VL FEE ST BT PEVQOLL (N FFNGE ELCESTNIMD ERTAYCGART)ARTL 5
Gml8gh 2610 IEEED S *}[IWULIFGGSTRIPIWUUIL IFFNGEELCESTHNPD ERVAYCARQARTL 5
o ko
AhHspT0 in
Gml8g5 2610 10
e

B. Spot #7: putative TCP-L'cpn60 chaperonin family protein, identity: 80% (25/31)
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C. Spot #9: putative auxin efflux carier, identity: 69%s (22/32)
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