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Table S1. Protein motifs found in CPA1 proteins of Arabidopsis and grapevine.

Mot  Multilevel consensus sequence E
GLXXAXXXKXLYXGRHSTDREVAXMXLMAYLSYXLAELFXLSGIL 4 6e-

1 TVFFCGIXMSHYXXHNVTESSRXTTXHXFATXSFXAEXFIFLYVGX 5'72
DALDIXKWXXXXXXXGTSxX
XFVALLCXCxXVXGHLLEENRWXNESITAXXXGLXTGXXILLXSXxGx
SSHXLVFXEXLFFIYLLPPIIFNAGFQVKKKQFFRNFXTIMLFGxX 8.4e-

2 GXXISXXTIXXGXXXXFXKXXXXXXXXGDY LAIGXIFXXTDXVCTLQVLX 762

QDETPLLYSLVFGEGVVNDATSVVLFNAXQXXDLXXXXXXXAXQX

XGNFXYLF
3 KXXXSEXIXXXXQVXIWWAGLMRGAVSXALAXXXFTXXGXTxXxXGN  3.5e-
AIMXTSTIXVXLFXTXVFGXXTKP 295
4 XXNVPRPXXLRXXLTXPXXTVHXYWRXFDDXxXxMRPXFGGRGFVPx  1.6e-
VPGSPTERXAPX 145
5 XXEXXGXS GXXXXXXX GXXXXXXXXXXXXXX SQXXXXXFXXXXXXXAXTXXFI  3.3e-

XXGXXTAXXXXSXSH 089

SXPXDAVXFXGXXLVXGXAXRXLXXGTRVPY TVXLLXXGIXLGSLEX
GXXXXLGKXGXGIRXWxXXIXPXLLLAVFLPXLLFESSFSMxVHQIKR

6 CXXQMXXLAXPGVLXSTXCLGXXXKXTFPYXWXWKTSLLLGGLLX
ATDPVAVVALLKELGAXKKXXTXIXGESLMNDGxxxXVVXxQLFxx
MXXGXXXXX

2.7e-
123

XDWXGLXXXVXFPNY'Y XFLXXXXXPXKLXTXXXVERLESACY IXxAF
LRAHXIARXQLXXFXGXSXIXSXVINESEXEGEEAXXFLEXVRXXFPQ  4.9e-
VLXVXKTXQVTXXVLXHLXXYXXNLEKXGLLEXKEXXHLHDXxVQx 126
XLKKLLRXPPXXKXPxxxDxITxxP

8 XXXLXXXAAXVEXXSXXXN 8.716? i
RXXXXXIPXXHQKALWYSGLRGAMAFALALQSXHDLPEGHGQxI 1 7e-
9 FTATTXIVVXTVLLIGGSTGXMLEALXVVGDXXDXXXXXXFEXXXXX 0'6 6

XXXXX

XTGTXFXFXTGGIVFLTLXVNGSTTOXXLXLLXMDXLXXXKXRILXY  1.4e-

10 TKXEMXXXALXAFXXLGDDEELGXADWPTVXXXIXSLXXXEGxxVXx 052

11 ExxISPxxHDPQGQXKQQQAAGVGILLQIMMLVLSFVLGHVLR

RHXFXYLPEASXSLLIGLIVGXLANISXTETSIRTWFNFHXEFFFLF >.be-
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LLPPIHFQSGFSLQPKPFFSNFGAIVTEXXXGTFVASXVTGXLVYL
GGXMXLMYXLPFVECLMFGXLISATDPVTVLSIFQXXxGXDVNLY
ALVFGESVLNDAMAISLYRTM

XXGNSWxXXLXLLYXYXQXSRXVVVGVXYPXLxxxGYGLDWKEXII
LXWSGLRGAVXLXLXLSVKXXSXXS

XPXXXXDIRXRXLNGVQAXYWXMLDXGRIXxxTANXLMQSVDEAL
DxVSx

FKYAGLDXXNLXNLECCLFVLFPYFS

PXAXXEPLXXSXKEXMKXRGVXLYXEGSKPXGXWLIXXxGxVKWXS
KXXXNXHSLXPTFXHGSTLGLYEVLXGKPYXCDxITDSxVLCFFxx
xxXKI

XXXXXXKXXXXKX DXXXXXPXFXXXXXX

LPXXXNFTXXMXSXXSXPKSxXXPLLDNXXXXXTX

XXSXSDHASVVxxN

DOXXRSXXXEHXXLMSWPEXXY XXXQXX

XSDXxXxXDFLWQESAXVLXKLLXPQIFEXXAMQXLRA

DTVXXITXTXXXSYXAYXT

QXXXYXVXTRARXIIFXIXAFXADRXLXRR

RxXSSGxXFFMVxXRFXETFXGSMSAGVGVGFTSA

EXXXEQHXXXRXXX

XXAMQLSIFGSMVxxxxx

XXXXWWXXXXX
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Y xXGEXIEIxxxSIG

XXSTXLGVXA

XXKXXXXLXY XXX PXXXAXX LV SXXSEXXXXXXXXXXXXKXXXQ
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XEELIXXPAALXPSX

PHxXY Exxxx

MTXXIXAXXXY XXXEXA

XXXXHXXXXHE

XXDXXXXXGXRXxK

XXXXQXXXKQ

STXXXRXKXX

XTLxxLxxDE

KFLXQXSXGA

XXXFLEXGDx

XNEKXXXXXXX

KXXSSXRXXXXXE

XXSSEXSGxxx

XXXXIXLXKK

03

7.5e+0
03

8.7e+0
03

9.3e+0
03

1.1e+0
04

1.6e+0
04

3.2e+0
04

2.2e+0
05

8.7e+0
04

2.5e+0
05

1.9e+0
05

5.0e+0
05

7.7e+0
05

9.6e+0
05

1.8e+0
06

2.6e+0
06

3.0e+0
06

3.0e+0
06

4.4e+0




47

48

49

50

XXXXXVXDAT

MXXSLXSKXxX

LXTXXVXXLX

MXXXXXXMLX

06

4.9e+0
06

9.5e+0
06

1.4e+0
07

9.7e+0
06




