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Supplemental Figure S1: Standing nectar volume from flowers of WT, EV, ir-pmt, ir-pmt/pi

and ir-pi plants which were mesh bagged to exclude native floral visitors during the 2005,

2006, 2007, and 2009 field seasons (related to Figure 1).

Mean (£SE) standing nectar volume in flowers of N. attenuata wild-type plants (WT) or

empty-vector plants (EV), and plants silenced in proteinase inhibitors (ir-pi), nicotine (ir-pmt)

or both proteinase inhibitors and nicotine (ir-pmt/pi) production. Nectar volume was measured

between 6:00 and 7:30 a.m. in flowers that had opened for the first time the previous night.

No significant differences were determined (Student’s t-test, p>0.05). Different nectar

volumes between the experiments are caused by different environmental conditions on the

different days experiments were conducted.
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Supplemental Figure S2: Volatile organic compounds (VOCSs) released from individual
flowers of plants growing in the field plot at Lytle Ranch Preserve (Utah) from WT and ir-pi
N. attenuata plants. Values are mean (+ SE) peak areas in relation to the internal standard
tetralin, of six to seven individual flowers from different plants for the two most abundant
floral VOCs released from flowers during the night. All other minor floral VOC constituents
(o-pinene, B-pinene, D-limonene, ethylbenzoate, benzylalcohol and B-myrcene) trapped also

did not differ significantly between the two genotypes (Student’s t-test; p>0.05).
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Supplemental Figure S3: Nicotine concentration in nectar

Mean (£SE) concentration of nicotine in nectar of flowers from N. attenuata wild-type plants
(WT) and plants silenced in proteinase inhibitors (ir-pi) did not differ (Student’s t-test;
p>0.05). Nicotine was measured with a Bruker-MicroToF LC-MS in relation to internal

standard (nicotine-D3).
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Supplemental Figure S4: Nectar sugar concentration in field-grown plants

Mean (£SE) nectar sugar concentration in N. attenuata empty-vector plants (EV), and plants
silenced in proteinase inhibitors (ir-pi). Nectar sugar concentration was measured from mesh-
bagged flowers that had opened the previous night between 6:00 p.m. and 7:30 a.m. in 2007

field season. No differences between the lines were found (Student’s t-test; p>0.05).



8 25000 Y=1557.6x+382.77 .
c R,=0.98
8 20000
o
S 15000
=]
= 10000
5000 -
0 2 4 6 8 10 12 14 16
H,0, [uM]
B 2000
_ Y=87 354x+97 585
o 1600- RF099
Q
: _
8 12001
3 _
5 800i
=
= 400
0 . 1 . . ,
0 5 10 15 20 25

H,O, [UM]

Supplemental Figure S5: Hydrogen peroxide standard curves using (A) amplex red
hydrogen peroxide/peroxidase assay, (B) luminol chemiluminescence assay.



Supplemental Table 1. Protein spots identified with LC-MS/MS

Mass spectrometric identification of protein spots with differential accumulation after silencing TPI
in V. attenuata , using fragment spectral searches in UniProt non-redundant (<= 100%) databases
(www.uniprot.org), and MS-Blast similarity search from the generated de novo peptide sequences.

Protein identification data

Spot Accession Name of protein Peptide Sequence Protein sequence
N° N°
1 |QoiMs3 H0622G10.1 protein Pepl: (-) LESPLVDLELR (-) METVAAASYTRGAATRSPACCAAMSFS
Pep2: (-) AEVVSLNLGLOK (-) QSYRPKAARPPSTFYGESLRVNTARSL
From: Oryza sativa Pep3: (-) EAVVSLNGLLOK (-) PSGRQSKAASRAALSTRCEIGDSLEEF
Pep4: (-) EAVVSLNLGLOK (-) LTKATPDKNLIRLLICMGEAMRTISFK
Pep5: (-) TVSPATLNSR (-) VRTASCGGTACVNSFGDEQLAVDMLAD
Pep6: (-) ASCGGTACVNSFGD KLLFEALEYSHVCKYACSEEVPELQDM
EQLAVDMLADK (-) GGPVDGGFSVAFDPLDGSSIVDTINFTV
Pep7: (=) NAYWTLELYYGTTK GTIFGVWPGDKLTGVTGGDQVAAAMGI
NDTKYLAGQ (-) YGPRTTYIIALKDCPGTHEFLLLDEGK
Pep8: (=) NAYWTLELRLNTTK WQHVKDTTTIGEGKMFSPGNLRATEDN
NDTKYLAGQ (-) PEYDKLINYYVKEKYTLRYTGGMVPDV
Pep9: (=) NAYWTLELRNLTTK NQIIVKEKGIFTNVTSPTAKAKLRLLEF
NDTKYLAGQ (-) EVAPLGFLIEKAGGYSSDGKQSVLDKV

INNLDERTQVAYGSKNEIIRFEETLYG

SSRLTAGATVGAAA

2 |Qswi47 Ribulose bisphosphate Pepl: (-) AEVVSLNGLLOK (-) WTVVWTDLLTACDLYRAKAYKVDAVPN
carboxylase large chain Pep2: (-) AEVVSNLGLLOK (-) TSDQYFAYIAYDIDLFEEGSIANLTAS
Pep3: (=) VATVSLPR (-) TIGNVFGFKAVKALRLEDMRXXXXXXX
From: Polysiphonia japonica  |pep4: (-) LSSPATLNSR (-) PO0000.0.000.0000.0000.0000000004
Pep5: (-) SLSPATLNSR (-) DI010:010:0:0:0'0:0:0:0/0:0:0.0:0:0.0:0:0.:0.0:0:0:0.0'¢
Pep6: (=) TVSPATLNSR (-) DI010:010:0:0:0'0:0:0:0:0:0:0:0:0:0:0:0:0:0.0:0:0:4)):}
Pep7: (=) VPGVSLPR (-) STIAATGEVKGHYMNITAATMEEMYERA
Pep8: (-) GHYMNITAATMEE EFGKQIGTIIVMIDLVIGYTAIQTMAV
MYER (-) WARKNDMILHLHRAGNSTYSRQKIHGM
Pep9: (-) WNSTNSLSGSHSLG NFRVICKWMRMAGVDHIHAGTVVGKLE
GSTYGFSH (-) GDPLMIKGFYNTLLETHLDINLPQGIF
Pepl0: (-) WNSTGGSLSAPLS FQQDWESLRKVAPVASGGIHCGQMHQL
LGGSTYGFSH (-) LDYLGNDVVLOFGGGTIGHPDGTQAGA
Pepll: (-) WNSTNSLSAPLSLG TANRVALESMVIARNEGRDYVAEGPQT

GSTYGESH (-) LRDAAKTCGP
3 |os4uvs Nectarin-IT Pepl: (-) AEVVSNLGLLOK (-) MRMAATTKMLFISFLFLSSVFLARSGE
Pep2: (=) EAVVSLNGLLOK (-) VDDESEFSYDEKSENGPANWGNIRPDW
From: Nicotiana langsdorffii  |pep3: (-) EAVVSNLGLLOK (-) KECSGKLQSPIDIFDLRAEVVSNLRIL
x Nicotiana sanderae Pep4: (-) TLLDLDGHK (-) QKDYKPSNATLLNRGHDIMLRLDDGGY
Pep5: (=) VATVTVPR (-) LKINETQYQLKQLHWHTPSEHTINGER
Pep6: (=) TLLDTPSWK (-) FNLEAHLVHESNNGKFVVIGIVYEIGL
Pep7: (-) VATVSLPR (-) WPDPFLSMIENDLKVPANKKGIERGIG
Pep8: (-) ALGTLDLPNOK (-) IIDPNQIKLDGKKYFRYIGSLTTPPCT
Pep9: (-) LAGTLDLPNOK (-) EGVVWIIDRKVKTVTRRQIKLLQEAVH

DGFETNARPTQPENERYINSTYHSFGI
EKQQ




Spot Accession
N° N°

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

5 JAAO85482.1 |Nectarin-II Pepl: (-) EAVVSNLGLLOK (-) MRMAATITKMLFISFLFLSSVFLARS
Pep2: (-) AEVVSLNGLLOK (-) GEVDDESEFSYDEKSENGPANWGNT
From: Nicotiana langsdorffii |pep3: (-) EAVVSLNGLLOK (-) RPDWKECSGKLQSPIDIFDLRAEVYV
x Nicotiana sanderae Pep4: (-) LESPLOLNTLR (-) SNLRILOKDYKPSNATLLNRGHDIM
Pep5: (-) ALGTLDPNQLK (-) LRLDDGGYLKINETQYQLKQLHWHT
Pep6: (-) LAGTLDPNQLK (-) PSEHTINGERFNLEAHLVHESNNGK
Pep7: (-) LESPLQVQTLR (-) FVVIGIVYEIGLWPDPFLSMIENDL
Pep8: (=) NETLQYELPVPNE KVPANKKGIERGIGIIDPNQIKLDG
TQLPHGQ (-) KKYFRYIGSLTTPPCTEGVVWIIDR
Pep9: (-) NETLQYELPVPNE KVKTVTRROIKLLQEAVHDGFETNA
TKLPHGQ (-) RPTQPENERY INSTYHSFGIEKQQ
Pepl0: (-) NETGALYELPVPN
ETQLPHGQ (-)
Pepll: (-) LESPLNLQTLR (-)
32 JQ84UVS Nectarin-IT Pepl: (-) KNGVSNLGLLOK (-) MRMAAITKMLFISFLFLSSVFLARS
Pep2: (-) NKGVSNLGLLQK (-) GEVDDESEFSYDEKSENGPANWGNT
From: Nicotiana langsdorffii |Pep3: (-) ALGTLDPNQLK (-) RPDWKECSGKLQSPIDIFDLRAEVY
x Nicotiana sanderae Pep4: (-) LAGTLDPNQLK (-) SNLRILOKDYKPSNATLLNRGHDIM
Pep5: (-) LAGTLDPGGQLK (-) LRLDDGGYLKINETQYQLKQLHWHT
Pep6: (-) LESPLAKQELR (-) PSEHTINGERFNLEAHLVHESNNGK
Pep7: (-) NPDLEYGALPT FVVIGIVYEIGLWPDPFLSMIENDL
ALGTLDPNQLK (-) KVPANKKGIERGIGIIDPNQIKLDG
Pep8: (-) LESPLANLLDAK (-) KKYFRYIGSLTTPPCTEGVVWIIDR
Pep9: (-) EASPATLNSR (-) KVKTVTRRQIKLLQEAVHDGFETNA
RPTQPENERYINSTYHSFGIEKQQ
35 |Qs4uvs Nectarin-IT Pepl: (-) AEVVSLVANLOK (-) MRMAATTKMLFISFLFLSSVFLARS
Pep2: (-) EAVVSLNLGLQK (-) GEVDDESEFSYDEKSENGPANWGNT
From: Nicotiana langsdorffii  |pep3: (-) EAVVSLVANLOK (-) RPDWKECSGKLQSPIDIFDLRAEVV
x Nicotiana sanderae Pep4: (=) TVSPATLNSR (-) SNLRILOKDYKPSNATLLNRGHDIM
Pep5: (=) VGPVSLPR (-) LRLDDGGYLKINETQYQOLKQLHWHT
Pep6: (=) VPGVSLPR (-) PSEHTINGERFNLEAHLVHESNNGK
Pep7: (=) GSFEVPDQLPT FVVIGIVYEIGLWPDPFLSMIENDL
LNETQYQLK (-) KVPANKKGIERGIGIIDPNQIKLDG
Pep8: (-) GSFEVPNELPTLN KKYFRYIGSLTTPPCTEGVVWIIDR
ETQYQLK (-) KVKTVTRRQIKLLQEAVHDGFETNA
Pep9: (-) SGFEVPNELPTLNET RPTQPENERYINSTYHSFGIEKQQ

QYOLK (-)




Protein identification data

Spot Accession Name of protein Peptide Sequence Protein sequence
N° N°
37 |Q9LDB9 Zeaxanthin epoxidase Pepl: (-) MOWYAFHEEPAG MGSTPFCYSINPSPSKLDFTRTHVFSP
GADAPNGMK (-) VSKQFYLDLSSFSGKPGGVSGFRSRRA
From: Arabidopsis thaliana |pep2: (-) AEVVSLNGLLOK (-) LLGVKAATALVEKEEKREAVTDKKKKS
Pep3: (-) EAVVSLNGLLQK (-) RVLVAGGGIGGLVFALAAKKKGEDVLV
Pep4: (-) EAVVSNLGLLQK (-) FEKDLSAMRGEGKYRGPIQIQSNALAA
Pep5: (=) SLSPAFLDVP (-) LEAIDIEVAEQVMEAGCITGDRINGLV
Pep6: (-) VTSPAFLDVP (-) DGISGTWYVKFDTFTPAGVTGLPVTRV
Pep7: (=) QEFIAHLRR (-) ISRMTLQQILARAVGEDVIRNESNVVD
FEDSGDKVTVVLENGQRYEGDLLVGAD
GIWSKVRNNLFGRSEATYSGYTCYTGI
ADFIPADIESVGYRVFLGHKQYFVSSD
VGGGKMQWYAFHEEPAGGADAPNGMKK
RLFEIFDGWCDNVLDLLHATEEEAILR
RDIYDRSPGFTWGKGRVTLLGDSIHAM
QPNMGQGGCMAIEDSFQLALELDEAWK
QSVETTTPVDVVSSLKRYEESRRLRVA
IIHAMARMAAIMASTYKAYLGVGLGPL
SFLTKFRVPHPGRVGGRFFVD

38]AA085482.1 |Nectarin-III Pepl: (=) TWVLVER (-) MRMAAITKMLFISFLFLSSVFLARSGE
(Containing Nectarin II) Pep2: (-) LESPLDLDLLR (-) VDDESEFSYDEKSENGPANWGNIRPDW
Pep3: (-) LESPLDLEVLR (-) KECSGKLQSPIDIFDLRAEVVSNLRIL
From: Nicotiana langsdorffii |Pep4: (-) LESPLDLLDLR (-) QKDYKPSNATLLNRGHDIMLRLDDGGY
x Nicotiana sanderae Pep5: (-) AVPTNTGLLR (-) LKINETQYQLKQLHWHTPSEHTINGER
Pepé6: (-) EAVVSLNGLLGAK (-) FNLEAHLVHESNNGKFVVIGIVYEIGL
Pep7: (-) EAVVSLNGLLOK (-) WPDPFLSMIENDLKVPANKKGIERGIG
Pep8: (-) EAVVSNLGLLOK (-) IIDPNQIKLDGKKYFRYIGSLTTPPCT
Pep9: (-) ALGTLDPNOLK (-) EGVVWIIDRKVKTVTRRQIKLLQEAVH
Pepl0: (-) LAGTLDPNGALK (-) DGFETNARPTQPENERYINSTYHSFGI

Pepll: (-) LAGTLDPNQLK (-) EKQQ

Pepl2: (-) ANLLRVLLDQRAL

TDAGYLGQATLLNR (-)




Spot Accession

NO

NO

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

39

Q2RAV0

Calcium-dependent

protein kinase

From: Oryza sativa

Pepl: (=) LATVVPEK (-)
Pep2: (=) VATVPVRT (-)
Pep3: (-) ALGTLDPNQLK (-)
Pep4: (-) TVSPATLNSR (-)
Pep5: (-) AVAGDEAEPGTS
KAAPPSR (-)

Pep6: (-) NALLTLLLLNRRW

MGQCCTGGGKAVAGDEAEPGTSKAAPP

SRGTSSKNGSAKQQPCSPAAKAAATEA
AAAASSSKKPAGPIGEVLERPMEEVRT
TYSIGKELGRGQFGVTHLCTHKATGEK
LACKTIAKRKLANKEDVDDVRREVQIM
HHLSGQPNIVDLRGAYEDKHNVHLVME
LCAGGELFDRITIARGHYTERAAAALLR
AIVGIVHTCHSMGVIHRDLKPENFLLL
SKGDDAPLKATDFGLSVFFKEGEVEFRD
IVGSAYYIAPEVLKRKYGPEADIWSIG
VMLYIFLAGVPPFWAESENAIFTAILR
GQIDLASEPWPKISSGAKDLVRKMLNI
NPKERLTAFQVLNHPWIKEDGDAPDVP
LDNVVLNRLKQFRAMNQFKKAALRIIA
GCLSEEEIKGLKEMFKNIDKDNSGTIT
LEELKNGLAKQGTKFSDNEIEQLMEAA
DADGNGIIDYEEFVTATVHMNKMDREE
HLYTAFQYFDKDNSGYITKEELEQALK
EQGLYDANEIKDVITDADSNNDGRIDY
SEFVAMMRKGSGCAEATNPKKKRRDLV

40

Q84UVS

Nectarin-II

From: Nicotiana langsdorffii

x Nicotiana sanderae

MRMAAITKMLFISFLFLSSVFLARSG
EVDDESEFSYDEKSENGPANWGNIRP
DWKECSGKLQSPIDIFDLRAEVVSNL
RILOKDYKPSNATLLNRGHDIMLRLD
DGGYLKINETQYQLKQLHWHTPSEHT
INGERFNLEAHLVHESNNGKFVVIGI
VYEIGLWPDPFLSMIENDLKVPANKK
GIERGIGIIDPNQIKLDGKKYFRYIG
SLTTPPCTEGVVWIIDRKVKTVTRRQ
IKLLQEAVHDGFETNARPTQPENERY
INSTYHSFGIEKQQ

42

Q69KUS

protein.

From: Oryza sativa

Putative uncharacterized

DAGYQGLATLLNR (-)

Pep7: (=) NALTLLLLLNRRW

DAGYQGLATLLNR (-)
Pepl: (-) QARAKSIVANGLAR (-)
Pep2: (-) LESPLDVELLR (-)
Pep3: (-) LESPLDVLELR (-)
Pepd: (-) LLYCQR (-)
Pep5: (-) AMFEPLGPSYRGPR (-)
Pep6: (-) LESPLQGSALLR (-)
Pep7: (-) TVSPATLNSR (-)
Pep8: (-) ALGTLDPNOLK (-)
Pep9: (-) LAGTLDPNQLK (-)
Pepl0: (-) LASALDPNQLK (-)
Pepll: (-)AEVVSLNGLLOQK (-)
Pepl2: (-) EAVVSLNGLLGAK (-)
Pepl: (-) MAAADTGGDGNGGPTTP (-)

Pep2: (-) DHGGAAAEGRODLGK (-)
Pep3: (-) AEVVSLNLGLOK (-)

Pep4: (-) EAVVSLNGLLOK (-)
Pep5: (-) EAVVSLNLGLOK (-)
Pep6: (-) TVSPATLNSR (-)

MARRLRARGQTTTGDGSASRWRAWG
AADGEKGEGAVGILTEDGDGETTTG
RWPAAEKMAATGTGGDGNGVPTTPD
HGGAAAEGRQDLGKILERLGREIGD
RSGEERWFETTTAVAELGSTAESGR
LKTAAAGERGGARGGGVPEAERGNG
VEAGLRHGAAKPTVVADWRGGGWSG

GIGRPELAGKRWCTGARWGGV




Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

N° N°
44 |Qs4UVs Nectarin-II Pepl: (=) LESPLDVELLR (-) MRMAAITKMLFISFLFLSSVFLAR
Pep2: (-) AKDQESYPK (-) SGEVDDESEFSYDEKSENGPANWG
From: Nicotiana langsdorffii |Pep3: (-) AEVVSLNGLLOK (-) NIRPDWKECSGKLQSPIDIFDLRA
x Nicotiana sanderae Pep4: (-) EAVVSLNGLLGAK (-) EVVSNLRILOKDYKPSNATLLNRG
Pep5: (-) SLNNQFSATVER (-) HDIMLRLDDGGYLKINETQYQLKQ
Pep6: (-) ALGTLDPNQLK (-) LHWHTPSEHTINGERFNLEAHLVH
Pep7: (-) LAGTLDPNGALK (-) ESNNGKFVVIGIVYEIGLWPDPFL
Pep8: (-) NALTNALNRGYKCT SMIENDLKVPANKKGIERGIGIID
PSNATLLNR (-) PNQIKLDGKKYFRYIGSLTTPPCT
EGVVWIIDRKVKTVTRRQIKLLQE
AVHDGFETNARPTQPENERYINST
YHSFGIEKQQ
54 |Q9sm34 Germin-like protein Pepl: (-) GMOLAQETIEKMTSR (-) MASSSSFLLLAALLALVSWQATA
Pep2: (-) LTPALNTLGLTLLR (-) SDPSPLQDFCVADMNSPVRVNGE
From: Triticum aestivum Pep3: (-) ASDPPLSDDYLAK (-) VCKNPMEVNADDFFKAANLDKPK
Pep4: (-) TLPALNGLTLTLLR (-) MPNKVGSNVTLINVMQIAGLNTL
Pep5: (-) TLPALNTLGLTLLR (-) GISIARIDYAPLGQNPPHTHPRA
TEILTVLEGTLYVGEFVTSNQPAP
NKNKFLSKVLNKGDVEVEPVGLI
HFQFNPNPHQPAVATIAALSSQNP
GAITIANAVFGSDPPISDDVLAK
AFQVEKNTIDYLQAQFWENNHY
55 JACG47794.1 |Germin-like protein Pepl: (-) PDPNSNLGGTK (-) MAASSYFLLAAFLAVVASHATAS
Pep2: (-) PDPNSNVAGTK (-) DPSPLQDFCVADMHSPVKVNGEV
From: Zea mays Pep3: (-) PDPNSNVQTK (-) CKDSMAVTADDFFKAANLDKARD
Pep4: (-) QVDLESADLDER (-) TMKSKVGSNVTLINVIQLPGLNT
Pep5: (-) PALNTLGKKSPR (-) LGISLARIDYAPLGENPPHTHPR
Pep6: (-) LPANYDGLYSVAVDAR (-) ATEILTVLEGTLYVGFVTSNPNK
Pep7: (-)MVLEDLR (-) LFAKVLNKGDVEVEPQGLIHFQF
Pep8§: (-) VMLEDLR (-) NPVYNKPAVAIAALSSONPGVIT
Pep9: (-) VPYEDLR (-) IANAVFGSKPPISDDVLAKAFQV
Pepl0: (-) ANGDLLVEVFPQGH (-) EKGTIDWLQAQFWENNHY
Pepll: (-) NAGDLLVFVFPQGH (-)
Pepl2: (-) NALGDLVEFVFPQGH (-)
Pepl3: (-)MVLEELR (-)
Pepl4: (-) ASDPPLSDDYLAK (-)
Pepl5: (-) TGDPPLSDDYLAK (-)
Pepl6: (-) VMFEDKLR (-)
Pepl7: (-) LTPALNGLTLTLLR (-)
Pepl8: (-) TLPALNGLTLLTLR (-)
Pepl9: (-) TYLEDKLR (-)




Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

N° N°
57 |Q84PMO Germin-like protein Pepl: (=) LTPALNTLGLTLLR (-) PLODFCVALNSTKHAVFVNGKLC
Pep2: (-) TLPALNGLTLTLLR (-) KDPKLATADDFFFSGLDKPGNTS
From: Gossypioides kirkii Pep3: (-) MVKLATANR (-) NAVGSRVTPVNVDQIPGLNTLSI
Pep4: (-) LLNAGDVEVEPQGH (-) SLVRIDYAPNGGONPPHTHPRAT
EILVVTKGTLYVGFITSNPDNRL
FTKVLKTGDVEVEPVGLIQFQFN
IGKTNAIAFAGLSSQNPGVITIA
NAVFGSNPAINSEVLAKTFKLDK
KMA
83 JQY4EG3 Nectarin-I Pepl: (-) LTPALNTLGLTLLR (-) MAAFGINSKIFOSMEMAILFLLA
Pep2: (-) TLPALNGLTLTLLR (-) ISIDRYCFAADEDMLQDVCVADL
From: Nicotiana langsdorffii |pep3: (-) TLPALNTLGLTLLR (-) HSKVKVNGFPCKTNFTAADFSSL
x Nicotiana sanderae Pep4: (-) YPVEDLR (-) AISKPGATNNKFGSVVTTANVEQ
Pep5: (=) FLVEDLR (-) VPGLNTLGVSLARIDYAPGGINP
Pep6: (=) FVLEDLR (-) PHTHPRASEMVFVMEGELDVGEI
Pep7: (-) PYLEDKLR (-) TTANVLVSKKIIKGEVEVEPRGL
Pep8: (K) GEVEVFPR (G) VHFQKNNGEVPAAVISAFNSQLP
Pep9: (-) FLLEDKLR (-) GTQSIPITLFGASPPVPDDVLAQ
Pepl0: (-) LFLEDKLR (-) TFQINTEDVQQIKSKFAPVKKF
84 [Q9osm34 Germin-like protein Pepl: (-) ASDPPLSDDYLAK (-) MASSSSFLLLAALLALVSWQATA
Pep2: (-) LTPALNTLGLTLLR (-) SDPSPLQDFCVADMNSPVRVNGE
From: Triticum aestivum Pep3: (-) TLPALNTLGLLTLR (-) VCKNPMEVNADDFFKAANLDKPK
Pep4: (-) TLPALNTLGLTLLR (-) MPNKVGSNVTLINVMQIAGLNTL
Pep5: (-) MVLEDLR (-) GISIARIDYAPLGQONPPHTHPRA
Pep6: (-) VMLEDLR (-) TEILTVLEGTLYVGFVTSNQPAP
NKNKFLSKVLNKGDVEVEFPVGLI
HFQFNPNPHQPAVATAALSSQNP
GAITIANAVFGSDPPISDDVLAK
AFQVEKNTIDYLQAQFWENNHY
86 |Q6YZB2 Germin-like protein Pepl: (=) KLLGVTTLDVAR (-) MASSSSFLLLAALLALVSWQAT
Pep2: (-) SGEVGLKVK (-) ASDPSPLODFCVADMNSPVRVN
From: Oryza sativa Pep3: (-) VLLEKAACK (-) GFVCKNPMEVNADDFFKAANLD
Pep4: (-) KEATTAAVDVELR (-) KPKMPNKVGSNVTLINVMOIAG
Pep5: (-) EQLQSSSICPSR (-) LNTLGISIARIDYAPLGONPPH
Pep6: (-) LLNADGVFVFPQGH (-) THPRATEILTVLEGTLYVGEVT
Pep7: (-) LLNAGDVEVEPAGGH (-) SNQPAPNKNKFLSKVLNKGDVE
Pep8: (=) MVLEDLR (-) VEPVGLIHFQFNPNPHQPAVAT
Pep9: (-) VYPEDLR (-) AALSSQNPGAITIANAVFGSDP
Pepl0: (-) AVSLYEDSK (-) PISDDVLAKAFQVEKNTIDYLQ
Pepll: (-) SVALYEDSK (-) AQFWENNHY
Pepl2: (-) ASDPPLSDDYLAK (-)
Pepl3: (-) FGKVLVIDGK (-)
Pepl4: (-) MVLEDKLR (-)

Pepl5: (-) LTPALNTWLLLLK (-)




Protein identification data

Spot Accession Name of protein Peptide Sequence Protein sequence

N° N°

89 JAAB51582.1 |Germin-like protein Pepl: () MSVEIPPSDDFRAMK (-) PKRVDAKDFFFSGLNMPGNTN
Pep2: (-) GGSPSSESGLNMVSR (-) NQVGSNVTTVNVDQIPGLNTM

From: Arabidopsis thaliana Pep3: (-) LSFKNSPENR (-) GISLVRIDYAPHGONPPHTHP
Pep4: (-) EQLOSSSICPSR (-) RGSEILVLVEGTLYVGFVSSN
Pep5: (-) LTPALNTLGLTLLR (-) ODNNRLFAKVLHPGDVEFVFPI
Pep6: (=) TLPALNTLGLLTLR (-) GMIHFQVNVGKIPAVAFAGLS
Pep7: (=) TLPALNTLGLTLLR (-) SONAGVITIANTVFGSNPPIY
Pep8: (=) MVLEDLR (-) PELLARAFQLDASVVKELQAK
Pep9: (-) PYVEDLR (-) FGSI
PeplO: (-) YPVEDLR (-)
Pepll: (-) NSGGGGGHSGGTECT
MGDSK (-)

Pepl2: (-) VLPNSASGGGLK (-)
Pepl3: (-) MVLEDKLR (-)
Pepl4d: (-) TYKNDKLR (-)
Pepl5: (-) YTKNDKLR (-)




Supplemental Table II. Protein spots identified with LC-MS/MS

Mass spectrometric identification of protein spots, common in WT and ir-pi N. attenuata nectar,
in V. attenuata , using fragment spectral searches in UniProt non-redundant (<= 100%) databases
(www.uniprot.org), and MS-Blast similarity search from the generated de novo peptide sequences.

Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

Ne° N°
A JQ40IN7 Aspartic proteinase Pepl: (-) AEVVSNLGLLOK (-) VAKFDGILGLGFKEISVGKAVPVIWYNM
Pep2: (-) EAVVSNLGLLOQK (-) VEQGLISDPVFSFWLNRHADDEGEGGE
From: Triticum aestivum Pep3: (-) EAVVSNLLGLOK (-) IIFGGMDPKHYVGEHTYVPATQKGYWQ
Pep4: (-) ALGTLDPNQLK (-) FDMGDVLVGGKSTGFCAGGCAATADSG
Pep5: (-) LAGTLDPNQLK (-) TSLLAGPTAIITEINEKIGAAGVVSQE
Pep6: (=) TVSPATLNSR (-) CKTIVSQYGOQILDLLLAETQPKKVCS
Pep7: (-) VGEGTATQCISGETAM QVGLCTFDGTRGVSAGIRSVVDDEPVK
DIPPPR (-) SNGLHTDPMCSACEMAVVWMONQLAQN
KTQDLILDYVNQLCNRLPSPMGESAVD
CASLGSMPDIEFTISGKKFALKPEEYT
LKVGEGAAAQCISGFTAMDIPPPRGPL
WILGDVFMGPYHTVFDYGKLRVGFAKA
B ]Q5zDT4 Putative HGA6 Pepl: (-) LESPLDAVKSPK (-) MEGGGKAGYSYGGHHHHODAKLLKNLSR
Pep2: (-) LESPLDVAKSPK (-) VEPRRFGLGLVAGFLIVTCAYFSTAKFD
From: Oryza sativa Pep3: (-) SGKGPLDAVKSPK (-) ATHIAMSTPAHLLLLLLTHLHAYLCISL
Pepd: (=) TVSPATLNSR (-) LSPWILAVSSPAKNAAGEMNASSDGSNQ
Pep5: (-) ALGTLDPNGALK (-) QQLDLDRDAMSREGSKAQVLDTDGDDKI
Pep6: (=) AEVVSLNGLLOK (-) SSLGPDLGHNASALEGKKKDETFAKDSG
Pep7: (-) EAVVSLNLGLOK (-) DASVSASTDEALAKDDDATVGAVLPPLS
Pep8: (-) NAAGFMNASSDGSNQ SEEPTNITQDSVLEDEELKVQETAPATT
QQLDLDRDAMSR (-) NPSPEKSSNNGSSPSVVPSDPATLPVQQ
Pep9: (-) HYQLFDSDSFGGTLR IPPTQEAKDPPAQQIPAVPEAKVPPVQQ
LGFSNEQNNGK (-) IPTFPVVKTEAAPRRKEWKPLCDLWSNR
Pepl0: (-) HYQLFDSDSFGGTLR RIDWCELDGDVRVAGANGTVSLVAPPGP
LGFSNHFTTSP (-) ADERTFRAESWHIKPYPRKADPNA
C JQ84uVs Nectarin-11 Pepl: (-) LESPLDVLONR (-) MRMAAITKMLFISFLFLSSVFLARSGE
Pep2: (-) FCNYHGSFDGDN VDDESEFSYDEKSENGPANWGNIRPDW
From: Nicotiana langsdorffii YNIGSOMR (-) KECSGKLQSPIDIFDLRAEVVSNLRIL
x Nicotiana sanderae Pep3: (-) ELSPLDVLELR (-) QKDYKPSNATLLNRGHDTMLRLDDGGY
Pep4: (-) LESPLDVLELR (-) LKINETQYQLKQLHWHTPSEHTINGER
Pep5: (-) TVSPATLNSR (-) FNLEAHLVHESNNGKFVVIGIVYEIGL
Pep6: (-) AEVVSLNGLLOK (-) WPDPFLSMIENDLKVPANKKGIERGIG
Pep7: (-) EAVVSNLGLLOK (-) TIDPNQIKLDGKKYFRYTGSLTTPPCT
Pep8: (-) LLVLVFWVHR (-) EGVVWIIDRKVKTVTRRQIKLLQEAVH
Pep9: (=) LLVVLFWVHR (-) DGFETNARPTQPENERYINSTYHSFGIT
Pepl0: (-) ANEGLGFNSFSHLF 0EKQQ
LGYADDAGLSEDGK (-)
Pepll: (-) NAEGLGFNSFSHL
FLGYADDAGLSEDGK (-)
Pepl2: (-) HFSLGFNSEELLF
LGFSPGMGLSEDGK (-)
Pepl3: (-) NALMLEGKKTCKDSWL
CMRATLLGGR (-)




Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

Ne N°
D JQ2KMD9 Glyceraldehyde-3-phosphate  |Pepl: (-) LEKEATYDDIK (-) GLMTTVHSITATQKTVDGPSMK
dehydrogenase Pep2: (-) LSSPAQLSSR (-) DWRGGRAASFNIIPSSTGAAKA
Pep3: (-) LSSPAVAASSR (-) VGKVLPVLNGKLTGMAFRVPTV
From: Nicotiana tabacum Pep4: (-) ALGTLDPNQLK (-) DVSVVDLTVRLEKEATYDDIKA
Pep5: (-) LAGTLDPNGALK (-) ATKEASQGKLKGILGYTEDDVV
Pep6: (-) LAGTLDPNQLK (-) STDFVGDSRSSIFD
E Q84UVS8 Nectarin-11 Pepl: (-) ELSPLDVLELR (-) MRMAAITKMLFISFLFLSSVFL
Pep2: (-) LESPLDVELLR (-) ARSGEVDDESEFSYDEKSENGP
From: Nicotiana langsdorffii |Pep3: (-) LESPLDVLELR (-) ANWGNTRPDWKECSGKLQSPID
x Nicotiana sanderae Pep4: (-) AEVVSLVANLOK (-) IFDLRAEVVSNLRILOKDYKPS
Pep5: (-) EAVVSLVANLAGK (-) NATLLNRGHDIMLRLDDGGYLK
Pep6: (-) ALGTLDPNQLK (-) INETQYQLKQLHWHTPSEHTIN
Pep7: (-) ALSALDPNQLK (-) GERFNLEAHLVHESNNGKFVVT
Pep8: (-) LAGTLDPNQLK (-) GIVYEIGLWPDPFLSMIENDLK
Pep9: (-) NAAYTDLQLSVYHTN VPANKKGIERGIGIIDPNQIKL
LETQYQLK (-) DGKKYFRYIGSLTTPPCTEGVV
Pepl0: (-) NASFNKSQLFTTHTR WITDRKVKTVTRRQIKLLOEAV
AETQYQLK (-) HDGFETNARPTQPENERYINST
Pepll: (-) NASFLCLQLSVYH YHSFGIEKQQ
TARETQYQLK (-)
F |Qs4Uvs Nectarin-I1 Pepl: (-) EIQAGCSESLPGS MRMAAITKMLFISFLFLSSVEL
SKSSWK (-) ARSGEVDDESEFSYDEKSENGP
From: Nicotiana langsdorffii |Pep2: (-) ELSPLDVELLR (-) ANWGNIRPDWKECSGKLQSPID
x Nicotiana sanderae Pep3: (-) LESPLDVELLR (-) IFDLRAEVVSNLRILQKDYKPS
Pep4: (-) AEVVSLNGLLOK (-) NATLLNRGHDIMLRLDDGGYLK
Pep5: (-) EAVVSLNGLLGAK (-) INETQYQLKQLHWHTPSEHTIN
Pep6: (-) LESPLLTELLR (-) GERFNLEAHLVHESNNGKFVVI
Pep7: (-) ALGTLDPNQLK (-) GIVYEIGLWPDPFLSMIENDLK
Pep8: (-) LAGTLDPNGALK (-) VPANKKGIERGIGIIDPNQIKL
Pep9: (-) LAGTLDPNQLK (-) DGKKYFRYIGSLTTPPCTEGVV

WIIDRKVKTVTRRQIKLLQEAV
HDGFETNARPTQPENERYINST
YHSFGIEKQQ




Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

N° N°
G |os4uvs Nectarin-IT Pepl: (-) LESPLSDLLLSP (-) MRMAAITKMLFISFLFLSSVFLARSG
Pep2: (-) LESPLFLALPSP (-) EVDDESEFSYDEKSENGPANWGNIRP
From: Nicotiana langsdorffii |Pep3: (-) AEVVSNLGLLOK (-) DWKECSGKLQSPIDIFDLRAEVVSNL
X Nicotiana sanderae Pep4: (-) EAVVSLVANLQK (-) RILOKDYKPSNATLLNRGHDIMLRLD
Pep5: (-) ALGTLDPNQLK (-) DGGYLKINETQYQLKQLHWHTPSEHT
Pep6: (-) LAGTLDPNGALK (-) INGERFNLEAHLVHESNNGKFVVIGI
VYEIGLWPDPFLSMIENDLKVPANKK
GIERGIGIIDPNQIKLDGKKYFRYIG
SLTTPPCTEGVVWIIDRKVKTVTRRQ
IKLLQEAVHDGFETNARPTQPENERY
INSTYHSFGIEKQQ
H |Qs4Uvs Nectarin-I1 Pepl: (=) NSSPAVESQK (-) MRMAAITKMLFISFLFLSSVFLARSG
Pep2: (-) LESPLQGDRLR (-) EVDDESEFSYDEKSENGPANWGNIRP
From: Nicotiana langsdorffii |Pep3: (-) LESPLQGRDLR (-) DWKECSGKLQSPIDIFDLRAEVVSNL
x Nicotiana sanderae Pep4: (-) LESPLDLLDLR (-) RILOKDYKPSNATLLNRGHDIMLRLD
Pep5: (-) SNVVSNLLGAGLK (-) DGGYLKINETQYQLKQLHWHTPSEHT
Pep6: (-) SNVVSVLLQANK (-) INGERFNLEAHLVHESNNGKFVVIGT
Pep7: (-) SNVVSVLQGAGLK (-) VYEIGLWPDPFLSMIENDLKVPANKK
Pep8: (-) AEVVSLNGLLGAK (-) GIERGIGIIDPNQIKLDGKKYFRYIG
Pep9: () AEVVSLNGLLOK (-) SLTTPPCTEGVVWIIDRKVKTVTRRQ
Pepl0: (-) AYIQQLETSR (-) IKLLQEAVHDGFETNARPTQPENERY
Pepll: (-) ALGTLDPNQLK (-) INSTYHSFGIEKQQ
Pepl2: (-) LASALDPNQLK (-)
I |Qs84uVvs Nectarin-I1 Pepl: (=) AEVVSLNGLLOK (-) MRMAAITKMLEFISFLFLSSVFLARSG
Pep2: (-) EAVVSNLGLLOK (-) EVDDESEFSYDEKSENGPANWGNIRP
From: Nicotiana langsdorffii |Pep3: (-) NATAVEYELAYHNT DWKECSGKLQSPIDIFDLRAEVVSNL
X Nicotiana sanderae LNETQYLAGK (-) RILOKDYKPSNATLLNRGHDIMLRLD
Pep4: (-) NATAVEYELKGYHT DGGYLKINETQYQOLKQLHWHTPSEHT
LNETQYALGK (-) INGERFNLEAHLVHESNNGKFVVIGI
Pep5: (=) NAMRVRRTTCKDA VYEIGLWPDPFLSMIENDLKVPANKK
NRHQWATLLNR (-) GIERGIGIIDPNQIKLDGKKYFRYIG
Pep6: (-) NAVRMRRTTCKDA SLTTPPCTEGVVWI IDRKVKTVTRRQ
NRHQWATLLNR (-) IKLLQEAVHDGFETNARPTQPENERY

INSTYHSFGIEKQQ




Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

N° N°
J |Q94EG3 Nectarin-I Pepl: (=) NSSPAVSLGTN (-) MAAFGINSKIFQSMEMAILFLLAISI
Pep2: (-) SNSPAVSLTGN (-) DRYCFAADEDMLQDVCVADLHSKVKV
From: Nicotiana langsdorffii |pep3: (-) NSSPAVNTTR (-) NGFPCKTNFTAADFSSLAISKPGATN
x Nicotiana sanderae Pep4: (-) TLPALNTLLALSLR (-) NKFGSVVTTANVEQVPGLNTLGVSLA
Pep5: (=) TLPALNTLLTGLLR (-) RIDYAPGGINPPHTHPRASEMVFVME
Pep6: (=) TLPALNTLLTRLAV (-) GELDVGFITTANVLVSKKIIKGEVEV
Pep7: () VDGFPCK (D) FPRGLVHFQKNNGEVPAAVISAFNSQ
Pep8: (K) GEVEVFPR (G) LPGTQSIPITLFGASPPVPDDVLAQT
Pep9: (=) VATVLSPR (-) FQINTEDVQQIKSKFAPVKKE
Pepl0: (=) VATVSLPR (-)
Pepll: (=) VGPVSLPR (-)
Pepl2: (=) VPGVSLPR (-)
Pepl3: (-) VPGLALVLRDFP (-)
Pepl4: (-) VPGLAVLLRDFP (-)
Pepl5: (R) GLVHFOQK (N)
Pepl6: (=) VPGLNTLKLWR (-)
K |Q9LMO03 Methionine synthase Pepl: (=) VDPALNTLLLATVR (-) MASHVVGYPRMGPKRELKFALESFWDG
Pep2: (-) DIFDSMAADR (-) KSSAEDLKKVSADLRSSIWKQMSDAGT
From: Solanum tuberosum Pep3: (=) LTPALNTLLLATVR (-) KYTPSNTFSYYDQVLDTTAMLGAVPSR
Pep4: (-) TLPALNTLLLATVR (-) YNWTGGEIEFGTYFSMARGNASVPAME
Pep5: (R) IPSTDEIADR (I) MTKWFDTNYHFIVPELGPDVNFSYASH
Pep6: (R) IPSTEETADR (I) KAVNEYKEAKAQGVDTVPVLVGPVSYL
Pep7: (K) VVEVNALAK (A) LLSKPAKGVEKSFPLLSLLDKILPIYK
Pep8: (K) YLFAGVVDGR (N) EVIAELKAAGASWIQLDEPTLVLDLES
Pep9: (K) GUTGFGFDLVR (G) HKLEAFTKAYADLESSLSGLNVLVETY
Pepl0: (=) FPRGIGR (-) FADVPAEAFKTLTALKGVTAFGFDLVR
Pepll:(R) GNASVPAMEMTK (W) GTQTLELIKSSFPSGKYLFAGVVDGRN
Pepl2: (-) TVSPATLNSR (-) IWANDLAASLALLQSLEGVVGKDKLVA
Pepl3: (K) ISEEDYVK (A) STSCSLLHTAVDLINETKLDDEIKSWL
Pepl4: (K) ISEEEYVK (A) AFAAQKVVEVNALAKALSGAKDEAFFS
Pepl5: (K) YGAGIGPGVY ANAAAQASRKSSPRVTNEAVQKASAAL

DIHSPR (I

QGSDHRRATNVSARLDAQQKKLNLPIL
PTTTIGSFPQTVELRRVRREYKAKKIS
EEEYVKAITEEIKKVVDLQEELDIDVL
VHGEPERNDMVEYFGEQLSGFAFTANG
WVQSYGSRCVKPPIIYGDVSRPKPMTV
FWSSKAQEMTKRPMKGMLTGPVTILNW
SEFVRNDQPRFETCYQIALAIKDEVEDL
EKAGITVIQIDEAALREGLPLRKAEHA
FYLNWAVHSFRITNVGIEDTTQIHTHM
CYSNEFNDIIHSIIDMDADVITIENSRS
DEKLLSVFREGVKYGAGIGPGVYDIHS
PRIPSTEETADRVNKMLAVLDTNILWV
NPDCGLKTRKYTEVKPALQNMVSAAKT
IRTQLASAK




Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

N° N°
L |Q94EG3 Nectarin-I Pepl: (=) NSSPAVSLGTN (-) MRMAAITKMLFISFLFLSSVFLARSG
Pep2: (=) SNSPAVSLTGN (-) EVDDESEFSYDEKSENGPANWGNIRP
From: Nicotiana langsdorffii |Pep3: (-) NSSPAVNTTR (-) DWKECSGKLQSPIDIFDLRAEVVSNL
x Nicotiana sanderae Pep4: (-) TLPALNTLLALSLR (-) RILOKDYKPSNATLLNRGHDIMLRLD
Pep5: (=) TLPALNTLLTGLLR (-) DGGYLKINETQYQLKQLHWHTPSEHT
Pep6: (=) TLPALNTLLTRLAV (-) INGERFNLEAHLVHESNNGKFVVIGI
Pep7: (=) VDGEPCK (D) VYEIGLWPDPFLSMIENDLKVPANKK
Pep8: (K) GEVEVEPR (G) GIERGIGIIDPNQIKLDGKKYFRYIG
Pep9: (=) VATVLSPR (-) SLTTPPCTEGVVWIIDRKVKTVTRRQ
Pepl0: (=) VATVSLPR (-) IKLLQEAVHDGFETNARPTQPENERY
Pepll: (-) VGPVSLPR (-) INSTYHSFGIEKQQ
Pepl2: (=) VPGVSLPR (-)
Pepl3: (-) VPGLALVLRDFP (-)
Pepl4: (-) VPGLAVLLRDFP (-)
Pepl5: (R) GLVHFQK (N)
Pepl6: (-) VPGLNTLKLWR (-)
M |Q94EG3 Nectarin-I Pepl: (=) DVPALNTLPKGSRK (-) MAAFGINSKIFQSMEMAILFLLAISI
Pep2: (=) LTPALNTPGKLSRK (-) DRYCFAADEDMLODVCVADLHSKVKV
From: Nicotiana langsdorffii |Pep3: (-) TLPALNTPGKLSRK (-) NGFPCKTNFTAADFSSLAISKPGATN
x Nicotiana sanderae Pep4: (-) TGHHVFPR (-) NKFGSVVTTANVEQVPGLNTLGVSLA
Pep5: (-) EGVEVFPR (-) RIDYAPGGINPPHTHPRASEMVEVME
Pep6: (-) GEVEVEER (-) GELDVGFITTANVLVSKKIIKGEVEV
Pep7: (-) VPGLNTLGVTAVR (-) FPRGLVHFQKNNGEVPAAVISAFNSQ
Pep8: (=) VPGLNTLGVTLGR (-) LPGTQSIPITLFGASPPVPDDVLAQT
Pep9: (-) VPGLNTLGVTVAR (-) FQINTEDVQQIKSKFAPVKKE
Pepl0: (-) LENQKGHSPR (-)
N [Q9sSMm34 Germin-like protein Pepl: (-) DPPNSLGGSQK (-) MASSSSFLLLAALLALVSWQATAS
Pep2: (-) PDPNSLGGSQK (-) DPSPLODFCVADMNSPVRVNGEVC
From: Triticum estivum Pep3: (-) PDPNSLGSGOK (-) KNPMEVNADDFFKAANLDKPKMPN
Pep4: (-) ANYDGLYALATDAR (-) KVGSNVTLINVMQIAGLNTLGISI
Pep5: (-) NAYDGLYALATDAR (-) ARIDYAPLGQNPPHTHPRATEILT
Pep6: (-) NAYDGLYASVVDAR (-) VLEGTLYVGFVTSNQPAPNKNKFL
Pep7: (-) DFLEDKLR (-) SKVLNKGDVFVFPVGLIHFQFNPN
Pep8: (-) FDLEDKLR (-) PHQPAVATAALSSQNPGATITIANA
Pep9: (-) LTPALNTLGLTLLR (-) VFGSDPPISDDVLAKAFQVEKNTI
Pepl0: (-) TLPALNTLGLTLLR (-) DYLQAQFWENNHY
Pepll: (-) TLPALNTLLGTLLR (-)
Pepl2: (-) ASDPPLSDDYLAK (-)
Pepl3: (-) SADPPLSDDYLAK (-)
Pepl4: (-) TGDPPLSDDYLAK (-)
Pepl5: (=) MVLEELR (-)
Pepl6: (-) APNLTLRKLOK (-)
Pepl7: (-) PNALTLRKLOK (-)
Pepl8: (-) DEASYLNVYSSCNGGR (-)
Pepl9: (-) FLLDELR (-)
Pep20: (-) FVLEELR (-)




Spot Accession

Name of protein

Protein identification data

Peptide Sequence

Protein sequence

N° N°

O ]Q2QxJ4 Germin-like protein Pepl: (-) PDPNSNSLOK (-) MASSNFFLPTALIALVATQAMAFDPS
Pep2: (-) PDPNSSAGVOK (-) PLODFCVADRNSPVRVNGFPCKDAKD

From: Oryza sativa Pep3: (-) NTPALLGLTNTLLR (-) VNVDDFFLEANLDKPMDTTKSKAGSN
Pep4: (-) QSPALLGLTNTLLR (-) VTLINVMKLTGLNTLGISMARIDYAP
Pep5: (-) TNPALLGLTNTLLR (-) KGONPPHTHPRATEILTVFEGTLYVG
Pep6: (-) LPANYDGLHPPGVMAR (-) FVTSNQANGENKLFTKTLNKGDVEVE
Pep7: (-) KSWDNTSTAAAAGSVMK (-) PQGLIHFQFNPSYDKPAVATAALSSQ
Pep8: (-) LPANYDGLYASVVDAR (-) NPGATTIANAVEGSNPPISDDVLAKA
Pep9: (-) LTPALNGLTLTLLR (-) FQVDKKAVDWLQAQFWENNHN
Pep10: (-) TLPALNTLGLTLLR (-)
Pepll: (-) FGLVVPNSSNLQK (-)
Pep12: (-) GFVLVPNSSNLOQK (-)
Pep13: (-) YDGLYAATEVAR (-)
Pepl4: (-) LLNAGDVEVEFPQGH (-)
Pepl5: (-) LLNODVEVFPQGH (-)
Pepl6: (-) AFHISPR (-)
Pepl7: (-) MVLEDKLR (-)
Pepl8: (-) LYSAVPSSLLFASDP
PLSDDYLAK (-)
Pep19: (-) LYSAVPSTLVFASD
PPLSDDYLAK (-)

Pep20: (-) YDGLYAPGFVAR (-)

P JACG41245.1 ]Germin-like protein Pepl: (=) MVLEDKLR () MASSLVLVAAALLALASSWQQA

From: Zea mays

Pep2: (-) NAYDGLYALATDAR (-)

Pep3: (-) NAYDGLYASVVDAR (-)

Pep4: (-) NPAADAAPAGGGGALP
GLGPWPPQFSPLASS
AGYAPSTDAR (-)

Pep5: (-) NPTPSNPAGGGGAL

PGLGPWPPQFSPLA
SSAGYAPSTDAR (-)

Pep6: (-) PALNTLLKAVEL (-)

Pep7: (=) PALNTLLKNNAL (-)

Pep8: (=) PYLEDKLR (-)

Pep9: (=) PYLEKDLR (-)

Pepl0: (-) SLFASDPPLDSDLYAK (-)

Pepll: (-) SLFASDPPLSDDLYAK (-)

Pepl2: (-) SLFASDPPLSVDEYAK (-)

Pepl3: (-) TLGPVNQSFPALNTL
GLTLLR (-)

Pepl4: (-) TLNPRQAYPALNTLG
LTLLR (-)

Pepl5: (=) TLPALNGLTLTLLR (-)

Pepl6: (-) TLPALNTLGLTLLR (-)

TIAYDPSPLQODFCVADKNSPVRV
NGFPCKDPMAVTPDDFFNAAMT
IDKRRDTNNKVGSNVTNVNVES
FPGLNTLGISLARIDYAPLGVN
PPHIHPRATELLTVLEGTLYLG
FVTSNPNRLEFSKVVKKGDVEVE
PKAMIHFQMNLDHDKPAAALSS
LSSQNPGVITIASAVFGSKPPI
SDDVLAKAFQVEKKLIDWLQSQ

FWDTNY




Spot Accession

NO

NO

Name of protein

Protein identification data

Peptide Sequence
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Q

QYSM34

Germin-like protein

From: Triticum estivum

Pepl: (-) EATVLSPR (-)

Pep2: (-) NAGPCPANAAAA
SSALNPNAGFK (-)

Pep3: (-) DDNHEILR (-)

Pep4: (-) PALNTLLTLTPK (-)

Pep5: (-) NAYDGLYASVVDNL (-)

Pep6: (-) NAGPGSGPSAAAA
SSALNPNAGFK (-)

Pep7: (-) PALNTLLTLGLR (-)

Pep8: (-) ANYDGLYASVVDAR (-)

Pep9: (-) MVLEDKLR (-)

Pep10: (-) MVLEELR (-)

Pepll: (-) MVLENGVK (-)

Pep12: (-) LTPALNTLGLTLLR (-)

Pep13: (-) ASDPPLSDDYLAK (-)

Pepl4: (-) TGDPPLSDDYLAK (-)

Pep15: (-) TYLEDKLR (-)

Pep16: (-) TYKNDKLR (-)

MASSSSFLLLAALLALVSWQATASDP
SPLODFCVADMNSPVRVNGEVCKNPM
EVNADDFFKAANLDKPKMPNKVGSNV
TLINVMQIAGLNTLGISTARIDYAPL
GONPPHTHPRATEILTVLEGTLYVGF
VTSNQPAPNKNKFLSKVLNKGDVEVEF
PVGLIHFQFNPNPHQPAVATIAALSSQ
NPGAITIANAVFGSDPPISDDVLAKA

FQVEKNTIDYLOAQFWENNHY

QYGEP9

Ribulose bisphosphate
carboxylase

From: Primula palinuri

Pepl: (-) DPPNSLGGNTK (-)
Pep2: (-) PDPNSLGGNTK (-)
Pep3: (-) PDPNSLGGSQK (-)
Pep4: (-) NADPATPNGVASSAL
NPNQFK (-)
Pep5: (-) NADPSVNPAAASSA
LNPNGAFK (-)
Pepé6: (-) RDGDLAAGNGK (-)
Pep7: (-) ANYDGLYKEVDAR (-)
Pep8: (-) NAYDGLYKDLDAR (-)
Pep9: (-) LTPALNTLGLTLLR (-)
Pep10: (-) TLPALNGLTLTLLR (-)
Pepll: (-) GIYFTQDWVSL (-)
Pep12: (-) MVLEDLR (-)
Pep13: (-) NAYDGLYAPQVER (-)
Pepl4: (-) EFROQVQEDVK (-)

KAGVGFKAGVKGYKVTYYTPEYDPKD
TDILAAFRVTPQPGVPPEEAGAAVAA
ESSTGTWTTVWTDGLTNLDRYKGRCY
HIEPVAGEENQFIAYVAYPLDLFEEG
AVTNMFTSIVGNVEGFKALRALRLED
LRIPPAYVKTFQGPPHGIQVERDKLN
KYGRPLLGCTIKPKLGLSAINPGRAV
YECLRGGLDFTKDDENVNSQPFMRWX
DRFLFCAEALYKAQAETGEIKGHYLN
LTAGTCEEMIKRAVFARELGVPIVMH
DYLTGGFTANTSLSHYCRDNGLLLHI
HRAMHAVIDRQKNHGIHFRVLAKXLR
MSGGDHIHSGTVVGKLEGERXITLGL
VDLLRDDYIEKDRSRGIYFTQDWVSL
PGVLPVASGGIHVWHMPALTEIFGDD
SVLQFGGGTLGHPWENAPGAVANRVA
LEACVQARNEGRDLAAEGNEIIREAC
KWSPELAAACEVWKEIKFEFEAMDTL
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Name of protein
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T JA8QKS9 Germin-like protein Pepl: (-) GGVGKSTTAVNIAVALAK (-) MALASSFASASDPSPLODTCVAIDEP
Pep2: (-) ANYDGLYASNQAAR (-) KNAVFVNGKFCKNPNLTVAEDFFSKG

From: Vitis vinifera Pep3: (-) GDFLSNYASNQAAR (-) LNIPGNTSNLVGSSVTTVNVDVIPGL

Pep4: (-) LTPALNTLGLTLLR (-) NTLGISLVRIDYAPYGQNPPHTHPRA
Pep5: (-) TLPALNGLTLTLLR (-) TEILTVLEGTLLVGFVTSNPQONRLFS
Pep6: (-) TLPALNTLGLTLLR (-) KVLNKGDVFVFPIGLIHFQFNIGHMN
Pep7: (-) FDLEDKLR (-) AVAIAGLSSQNPGVITIANAVEGSNP
Pep8: (-) MVLEDLR (-) PINPDFLAKAFQLDKKVGEFLQARF
Pep9: (-) MVLEDKLR (-)
Pep10: (-) ASDPPLSDDYLAK (-)
Pepl1l: (-) TGDPPLSDDYLAK (-)
Pep12: (-) VYLEDKLR (-)
Pep13: (-) FVLEDLR (-)
Pep14: (-) TYKNDKLR (-)

U 024500 Glycolate oxidase Pepl: (-) VDLDPGFLNA (-) ATSSVEKIASTGPGIRFFQLYVYKNR
Pep2: (-) VPVELDGGVRR (-) KVVEQLVRKAEKAGFKAIALTVNTPR

From: Arabidopsis thaliana Pep3: (-) LTPALNTLGLTLLR (-) LGPKKSDIKNRFTLPPNLTLKNFEGL

Pep4: (-) TLPALNGLTLTLLR (-) DLGKMDEANDSGLASYVAGQIDRTLS
Pep5: (-) ELVKQQK (-) WKDIQWLQTITNMPILVKGVLTGEDA
Pep6: (-) GVPVSLPR (-) RIATQAGAAGIIVSNHGARQLDYVPA
Pep7: (=) VPGVSLPR (-) TISALEEVVKATQGGVPVFLDGGVRR
Pep8: (-) MVLEDLR (-) GTDVFKALALGTSGIFIGRPVVFALA
Pep9: (-) VMLEDLR (-) AEGEAGVKKVLOMLRDEFELTMALSG

PeplO: (-) MVLEDKLR (-

CRSISEITRNHIVTEWDIPRHLPRL




Supplemental Table III. Alignment details of sequenced peptides (Query) with the identified
proteins (Sbjct)
Only peptides with an alignment match above 50 % are presented in this table.

Spot Peptide alignment details
NO

Score = 180 (91.1 bits)
Identities = 25/25 (100%), Positives = 25/25 (100%)

1 Pep6 Query: 1 ASCGGTACVNSFGDEQLAVDMLADK 25
ASCGGTACVNSFGDEQLAVDMLADK
Sbjct: 112 ASCGGTACVNSFGDEQLAVDMLADK 136

Score = 142 (72.7 bits)
Identities = 17/17 (100%), Positives = 17/17 (100%)

2 Pep8 Query: 1 GHYMNITAATMEEMYER 17
GHYMNITAATMEEMYER
Sbjct: 172 GHYMNITAATMEEMYER 188

Score = 63 (33.3 bits)
Identities = 10/12 (83%), Positives = 11/12 (91%)

3 Pepl Query: 2 AEVVSNLGLLQK 13
AEVVSNL +LOK
Sbjct: 72 AEVVSNLRILQK 83

Score = 49 (26.1 bits)
Identities = 8/10 (80%), Positives = 9/10 (90%)

Pepl Query: 4 VVSNLGLLQK 13
VVSNL +LOK
Sbjct: 74 VVSNLRILQK 83

Score = 58 (30.5 bits)
Identities = 6/10 (60%), Positives
Pep5 Query: 2 LGTLDPNQLK 12
+G +DPNQ+K
Sbjct: 188 IGIIDPNQIK 197

9/10 (90%)




Spot Peptide alignment details
NO
Score = 42 (22.9 bits)
Identities = 7/9 (77%), Positives = 8/9 (88%)
Pepl Query: 4 VSNLGLLQK 13
VSNL +LQOK
Sbjct: 75 VSNLRILQK 83
Score = 58 (30.9 bits)
Identities = 6/10 (60%), Positives = 9/10 (90%)
32 |Pep3 Query: 2 LGTLDPNQLK 12
+G +DPNQ+K
Sbict: 188 IGIIDPNQIK 197
Score = 66 (35.0 bits)
Identities = 8/9 (88%), Positives = 9/9 (100%)
Pep7 Query: 12 LNETQYQLK 21
+NETQYQLK
Sbjct: 111 INETQYQLK 119
Score = 36 (19.6 bits)
Identities = 8/12 (66%), Positives = 8/12 (66%)
Pepl Query: 1 AEVVSLVANLOK 12
AEVVS LOK
Sbict: 72 AEVVSNLRILQK 83
35
Score = 66 (34.4 bits)
Identities = 8/9 (88%), Positives = 9/9 (100%)
Pep9 Query: 12 LNETQYQLK 21
+NETQYQLK
Sbjct: 111 INETQYQLK 119
Score = 168 (84.9 bits)
Identities = 21/21 (100%), Positives = 21/21 (100%)
37 [|Pepl Query: 1 MQWYAFHEEPAGGADAPNGMK 21
MOWYAFHEEPAGGADAPNGMK
Sbict: 303 MQWYAFHEEPAGGADAPNGMK 323




Spot Peptide alignment details
NO
Score = 56 (29.7 bits)
Identities = 7/11 (63%), Positives = 10/11 (90%)
Pep4 Query: 1 LESPLDLLDLR 11
L+SP+D+ DLR
Sbjct: 61 LQSPIDIFDLR 71
Score = 49 (26.2 bits)
Identities = 8/10 (80%), Positives 9/10 (90%)
Pep8 Query: 3 VVSNLGLLQK 13
VVSNL +LQK
Sbijct: 74 VVSNLRILQK 83
38
Score = 58 (30.7 bits)
Identities = 6/10 (60%), Positives 9/10 (90%)
Pep9 Query: 2 LGTLDPNQLK 12
+G +DPNQ+K
Sbjct: 188 IGIIDPNQIK 197
Score = 39 (21.2 bits)
Identities = 6/6 (100%), Positives 6/6 (100%)
Pepl2 Query: 28 ATLLNR 34
ATLLNR
Sbijct: 90 ATLLNR 95
Score = 131 (67.1 bits)
Identities = 19/19 (100%), Positives = 19/19 (100%)
39 |Pep5 Query: 1 AVAGDEAEPGTSKAAPPSR 19
AVAGDEAEPGTSKAAPPSR

Sbijct: 11 AVAGDEAEPGTSKAAPPSR 29




Spot Peptide alignment details
NO
Score = 47 (25.2 bits)
Identities = 6/11 (54%), Positives = 10/11 (90%)
Pepl Query: 1 LESPLDVLELR 11
L+SP+D+ +LR
Sbjct: 61 LQSPIDIFDLR 71
40
Score = 47 (25.2 bits)
Identities = 6/11 (54%), Positives = 10/11 (90%)
Pep8 Query: 2 LESPLDVLELR 13
L+SP+D+ +LR
Sbijct: 61 LQSPIDIFDLR 71
Score = 35 (19.3 bits)
Identities = 4/7 (57%), Positives = 7/7 (100%)
Pepl Query: 1 LESPLDV 8
L+SP+D+
Sbjct: 61 LQSPIDI 67
Score = 38 (20.8 bits)
Identities = 8/12 (66%), Positives = 9/12 (75%)
Pep3 Query: 1 AEVVSLNGLLQK 12
AEVVS +LQOK
Sbijct: 72 AEVVSNLRILQK 83
44
Score = 58 (30.8 bits)
Identities = 6/10 (60%), Positives = 9/10 (90%)
Pep6 Query: 2 LGTLDPNQLK 11
+G +DPNQ+K
Sbjct: 188 IGIIDPNQIK 197
Score = 61 (32.3 bits)
Identities = 9/9 (100%), Positives = 9/9 (100%)
Pep8 Query: 15 PSNATLLNR 24
PSNATLLNR

Sbjct: 87 PSNATLLNR 95




Spot Peptide alignment details
NO
Score = 30 (16.6 bits)
Identities = 3/4 (75%), Positives = 4/4 (100%)
Pepl Query: 2 MQLA 6
MQ+A
Sbict: 84 MQIA 87
Score = 43 (23.0 bits)
Identities = 6/10 (60%), Positives = 8/10 (80%)
54 |Pep2 Query: 5 LNTLGLTLLR 15
LNTLG+ + R
Sbijct: 89 LNTLGISIAR 98
Score = 68 (35.3 bits)
Identities = 10/12 (83%), Positives = 11/12 (91%)
Pep3 Query: 2 SDPPLSDDYLAK 14
SDPP+SDD LAK
Sbjct: 196 SDPPISDDVLAK 207
Score = 37 (20.0 bits)
Identities = 6/7 (85%), Positives = 6/7 (85%)
Pep5 Query: 1 PALNTLG 7
P LNTLG
Sbjct: 88 PGLNTLG 94
Score = 54 (28.4 bits)
Identities = 7/7 (100%), Positives = 7/7 (100%)
55 |Pepl0 Query: 6 VEVFPQG 13
VEVFPQG
Sbjct: 149 VEFVFPQG 155
Score = 54 (28.4 bits)
Identities = 7/7 (100%), Positives = 7/7 (100%)
Pepl4 Query: 2 VEVFPQG 9
VEVFEPQG
Sbijct: 149 VFVFPQG 155




Spot Peptide alignment details
NO
Score = 55 (29.6 bits)
Identities = 8/12 (66%), Positives = 9/12 (75%)
Pepl Query: 3 PALNTLGLTLLR 14
P LNTLG+ L R
Sbjct: 62 PGLNTLGISLVR 73
Score = 33 (18.4 bits)
Identities = 5/6 (83%), Positives = 6/6 (100%)
57 |Pep3 Query: 3 KLATAN 9
KLATA+
Sbijct: 27 KLATAD 32
Score = 57 (30.6 bits)
Identities = 8/10 (80%), Positives = 8/10 (80%)
Pep4 Query: 2 LNAGDVEVFEP 12
L GDVFVFP
Sbjct: 120 LKTGDVEVFP 129
Score = 44 (23.3 bits)
Identities = 8/12 (66%), Positives = 8/12 (66%)
Pep6 Query: 3 PALNTLGLTLLR 15
P LNTLG L R
Sbijct: 94 PGLNTLGVSLAR 105
83
Score = 75 (38.4 bits)
Identities = 10/10 (100%), Positives = 10/10 (100%)
Pep8 Query: 1 KGEVFVFPRG 11
KGEVEFVFPRG
Sbjct: 151 KGEVFVFPRG 160
Score = 68 (35.0 bits)
Identities = 10/12 (83%), Positives = 11/12 (91%)
84 |Pep6 Query: 2 SDPPLSDDYLAK 14
SDPP+SDD LAK
Sbijct: 196 SDPPISDDVLAK 207




Spot

Peptide alignment details

NO
Score = 60 (31.5 bits)
Identities = 9/10 (90%), Positives = 9/10 (90%)
Pep7 Query: 2 LNAGDVEVFEP 12
LN GDVFVFP
Sbjct: 146 LNKGDVEVFP 155
86
Score = 63 (33.0 bits)
Identities = 9/12 (75%), Positives = 11/12 (91%)
Pepl2 Query: 2 SDPPLSDDYLAK 14
S+PP+SDD LAK
Sbijct: 194 SNPPISDDILAK 205
Score = 45 (23.9 bits)
Identities = 6/6 (100%), Positives = 6/6 (100%)
Pep2 Query: 7 FSGLNM 13
FSGLNM
Sbjct: 11 FSGLNM 16
89
Score = 50 (26.3 bits)
Identities = 7/12 (58%), Positives = 8/12 (66%)
Pep5 Query: 2 PALNTLGLTLLR 14
P LNT G+ L R
Sbijct: 37 PGLNTMGISLVR 48
Score = 150 (76.7 bits)
Identities = 20/22 (90%), Positives = 20/22 (90%)
A |Pep7 Query: 82 VGEGTATQCISGFTAMDIPPPR 103
VGEG A QCISGFTAMDIPPPR
Sbjct: 456 VGEGAAAQCISGFTAMDIPPPR 477
Score = 197 (101.2 bits)
Identities = 27/27 (100%), Positives = 27/27 (100%)
B Pep8 Query: 1 NAAGFMNASSDGSNQQQLDLDRDAMSR 27

NAAGEFMNASSDGSNQQOQLDLDRDAMSR
Sbjct: 98 NAAGFMNASSDGSNQOQLDLDRDAMSR 124




Spot Peptide alignment details
NO
Score = 47 (25.2 bits)
Identities = 6/11 (54%), Positives = 10/11 (90%)
Pep4 Query: 1 LESPLDVLELR 11
L+SP+D+ +LR
Sbjct: 61 LQSPIDIFDLR 71
Score = 49 (26.2 bits)
Identities = 8/10 (80%), Positives = 9/10 (90%)
C Pep7 Query: 3 VVSNLGLLQK 13
VVSNL +LQK
Sbijct: 74 VVSNLRILQK 83
Score = 34 (18.7 bits)
Identities = 5/9 (55%), Positives = 7/9 (77%)
Pepl3 Query: 1 NALMLEGKK 9
N + L+GKK
Sbjct: 194 NQIKLDGKK 202
Score = 82 (42.9 bits)
Identities = 11/11 (100%), Positives = 11/11 (100%)
D Pepl Query: 1 LEKEATYDDIK 11
LEKEATYDDIK
Sbijct: 77 LEKEATYDDIK 87




Spot Peptide alignment details
NO
Score = 47 (25.1 bits)
Identities = 6/11 (54%), Positives = 10/11 (90%)
Pep3 Query: 1 LESPLDVLELR 13
L+SP+D+ +LR
Sbjct: 61 LQSPIDIFDLR 71
Score = 36 (19.7 bits)
Identities = 8/12 (66%), Positives = 8/12 (66%)
E Pep4 Query: 1 AEVVSLVANLQK 12
AEVVS LOK
Sbijct: 72 AEVVSNLRILQK 83
Score = 58 (30.6 bits)
Identities = 6/10 (60%), Positives = 9/10 (90%)
Pep6 Query: 2 LGTLDPNQLK 12
+G +DPNQ+K
Sbjct: 188 IGIIDPNQIK 197
Score = 35 (19.2 bits)
Identities = 4/7 (57%), Positives = 7/7 (100%)
Pep3 Query: 1 LESPLDV 7
L+SP+D+
Sbjct: 61 LQSPIDI 67
Score = 38 (20.7 bits)
Identities = 8/12 (66%), Positives = 9/12 (75%)
F Pep4 Query: 1 AEVVSLNGLLQK 12
AEVVS +LQOK
Sbjct: 72 AEVVSNLRILQK 83
Score = 58 (30.7 bits)
Identities = 6/10 (60%), Positives = 9/10 (90%)
Pep7 Query: 2 LGTLDPNQLK 12
+G +DPNQ+K
Sbijct: 188 IGIIDPNQIK 197




Spot Peptide alignment details
NO
Score = 63 (33.4 bits)
Identities = 10/12 (83%), Positives = 11/12 (91%)
Pep3 Query: 1 AEVVSNLGLLQK 12
AEVVSNL +LOK
Sbjct: 72 AEVVSNLRILQK 83
G
Score = 58 (30.9 bits)
Identities = 6/10 (60%), Positives = 9/10 (90%)
Pep5 Query: 2 LGTLDPNQLK 12
+G +DPNQ+K
Sbijct: 188 IGIIDPNQIK 19
Score = 56 (29.8 bits)
Identities = 7/11 (63%), Positives = 10/11 (90%)
Pep4 Query: 1 LESPLDLLDLR 11
L+SP+D+ DLR
Sbjct: 61 LQSPIDIFDLR 71
Score = 38 (20.8 bits)
Identities = 8/12 (66%), Positives = 9/12 (75%)
H |Pep9 Query: 1 AEVVSLNGLLQK 12
AEVVS +LQOK
Sbijct: 72 AEVVSNLRILQK 83
Score = 58 (30.8 bits)
Identities = 6/10 (60%), Positives = 9/10 (90%)
Pepll Query: 2 LGTLDPNQLK 10
+G +DPNQ+K
Sbjct: 188 IGIIDPNQIK 197




Spot Peptide alignment details
NO
Score = 49 (26.1 bits)
Identities = 8/10 (80%), Positives = 9/10 (90%)
Pepl Query: 3 VVSNLGLLQK 10
VVSNL +LQK
Sbjct: 74 VVSNLRILQK 83
I
Score = 52 (27.6 bits)
Identities = 8/12 (66%), Positives = 9/12 (75%)
Pep3 Query: 11 GYHTLNETQYAL 23
GY +NETQY L
Sbijct: 107 GYLKINETQYQL 118
Score = 75 (39.6 bits)
Identities = 10/10 (100%), Positives = 10/10 (100%)
Pep8 Query: 1 KGEVFVFPRG 11
KGEVEFVFPRG
Sbjct: 151 KGEVFVFPRG 160
J
Score = 67 (35.5 bits)
Identities = 9/9 (100%), Positives = 9/9 (100%)
Pepl5 Query: 1 RGLVHFQKN 10
RGLVHFQKN
Sbijct: 159 RGLVHFQKN 167




Spot Peptide alignment details

NO
Score = 85 (42.6 bits)
Identities = 11/12 (91%), Positives = 12/12 (100%)
Pep6 Query: 1 RIPSTEEIADRI 12
RIPSTEETADR+
Sbjct: 704 RIPSTEEIADRV 715
Score = 74 (37.4 bits)
Identities = 11/11 (100%), Positives = 11/11 (100%)
Pep7 Query: 1 KVVEVNALAKA 11
KVVEVNALAKA
Sbijct: 357 KVVEVNALAKA 367
Score = 87 (43.6 bits)
Identities = 12/12 (100%), Positives = 12/12 (100%)
Pep8 Query: 1 KYLFAGVVDGRN 12
KYLFAGVVDGRN
K Sbjct: 286 KYLFAGVVDGRN 297

Score = 83 (41.7 bits)
Identities = 12/13 (92%), Positives = 12/13 (92%)

Pep9 Query: 1 KGVIGFGFDLVRG 13
KGVT FGFDLVRG
Sbjct: 259 KGVITAFGFDLVRG 271

Score = 112 (55.6 bits)
Identities = 14/14 (100%), Positives = 14/14 (100%)

Pepll Query: 1 RGNASVPAMEMTKW 14
RGNASVPAMEMTKW
Sbjct: 99 RGNASVPAMEMTKW 112

Score = 75 (37.8 bits)
Identities = 10/10 (100%), Positives = 10/10 (100%)

Pepl4 Query: 1 KISEEEYVKA 10
KISEEEYVKA
Sbjct: 457 KISEEEYVKA 466

Score = 135 (66.7 bits)
Identities = 18/18 (100%), Positives = 18/18 (100%)
Pepl5 Query: 1 KYGAGIGPGVYDIHSPRI 18
KYGAGIGPGVYDIHSPRI
Sbjct: 688 KYGAGIGPGVYDIHSPRI 705




Spot Peptide alignment details
NO
Score = 49 (26.5 bits)
Identities = 6/7 (85%), Positives = 7/7 (100%)
Pep7 Query: 1 VDGFPCK 7
V+GFPCK
Sbjct: 52 VNGFPCK 58
Score = 75 (39.6 bits)
Identities = 10/10 (100%), Positives = 10/10 (100%)
Pep8 Query: 1 KGEVFVFPRG 10
KGEVEFVFPRG
Sbjct: 151 KGEVFVFPRG 160
L
Score = 67 (35.5 bits)
Identities = 9/9 (100%), Positives = 9/9 (100%)
Pepl5 Query: 1 RGLVHFQKN 9
RGLVHFQKN
Sbict: 159 RGLVHFQKN 167
Score = 46 (25.0 bits)
Identities = 7/7 (100%), Positives = 7/7 (100%)
Pepl6 Query: 1 VPGLNTL 7
VPGLNTL
Sbjct: 93 VPGLNTL 99
Score = 62 (33.3 bits)
Identities = 8/8 (100%), Positives = 8/8 (100%)
Pep6 Query: 1 GEVFVFPR 8
GEVFVFPR
Sbict: 152 GEVFVFPR 159
M
Score = 73 (38.9 bits)
Identities = 11/13 (84%), Positives = 11/13 (84%)
Pep9 Query: 1 VPGLNTLGVTVAR 13

Sbjct:

VPGLNTLGV AR
93 VPGLNTLGVSLAR 105




Spot

Peptide alignment details

NO
Score = 43 (23.1 bits)
Identities = 6/10 (60%), Positives = 8/10 (80%)
Pep9 Query: 5 LNTLGLTLLR 15
LNTLG+ + R
Sbict: 89 LNTLGISIAR 98
N
Score = 68 (35.4 bits)
Identities = 10/12 (83%), Positives = 11/12 (91%)
Pepl2 Query: 1 SDPPLSDDYLAK 12
SDPP+SDD LAK
Sbjct: 196 SDPPISDDVLAK 207
Score = 74 (38.7 bits)
Identities = 11/12 (91%), Positives = 11/12 (91%)
Pep14 Query: 2 LNAGDVEVFPQG 12
LN GDVEVFEPQG
Sbict: 148 LNKGDVEVFPQG 159
Q)
Score = 76 (39.7 bits)
Identities = 11/15 (73%), Positives = 13/15 (86%)
Pepl9 Query: 10 VFASDPPLSDDYLAK 25
VF S+PP+SDD LAK
Sbjct: 193 VFGSNPPISDDVLAK 207
Score = 65 (34.0 bits)
Identities = 10/15 (66%), Positives = 12/15 (80%)
| Pep13 Query: 6 QSFPALNTLGLTLLR 21

+SFP LNTLG+ L R
Sbjct: 87 ESFPGLNTLGISLAR 101




Spot Peptide alignment details
NO
Score = 43 (22.9 bits)
Identities = 6/10 (60%), Positives = 8/10 (80%)
Pep12 Query: 5 LNTLGLTLLR 15
LNTLG+ + R
Sbict: 89 LNTLGISIAR 98
Q
Score = 68 (35.2 bits)
Identities = 10/12 (83%), Positives = 11/12 (91%)
Pepl3 Query: 2 SDPPLSDDYLAK 14
SDPP+SDD LAK
Sbjct: 196 SDPPISDDVLAK 207
Score = 33 (18.1 bits)
Identities = 4/5 (80%), Positives = 5/5 (100%)
Pep4d Query: 12 SALNP 17
SA+NP
Sbict: 174 SAINP 178
S
Score = 87 (44.9 bits)
Identities = 11/11 (100%), Positives = 11/11 (100%)
Pepll Query: 1 GIYFTQDWVSL 11
GIYFTQDWVSL
Sbjct: 354 GIYFTQDWVSL 364
Score = 39 (21.0 bits)
Identities = 7/12 (58%), Positives = 8/12 (66%)
Pepl Query: 3 VGKSTTAVNIAV 15
VG S T VN+ V
Sbjct: 63 VGSSVTTVNVDV 74
T
Score = 55 (28.8 bits)
Identities = 8/12 (66%), Positives = 9/12 (75%)
Pep4 Query: 3 PALNTLGLTLLR 15
P LNTLG+ L R
Sbjct: 76 PGLNTLGISLVR 87
Score = 49 (25.9 bits)
Identities = 7/12 (58%), Positives = 10/12 (83%)
Pep3 Query: 2 SDPPLSDDYLAK 14
S+PP+ D+LAK
Sbict: 180 SNPPINPDFLAK 191




Spot Peptide alignment details

NO

Score = 79 (40.7 bits)

Identities = 11/11 (100%), Positives = 11/11 (100%)
U Pep4d Query: 1 VPVFLDGGVRR 11

VPVFLDGGVRR
Sbjct: 172 VPVFLDGGVRR 18
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