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Elicitor® Source Function in producing organism Type Examples for effects in plants
| Branched {1,3-1,6)-B-glucans; Phytopfitora, Component of the General Phytoalexin in soybean,
active with DP = 7 or 5, Pythium fungal cell wall rice
depending on host
Chitin oligomers; active Higher fungi Chitin {linear B-1.,4-linked General Phytoalexin in rice;
with DP = 4—6, depending polymer of M-acetyl- lignification in wheat
on host glucosamine) of the fungal leaves
cell wall
1+ 1 Pectolytic enzymes degrading Various fungi and Enzymes provide General Protein inhibitors and
plant cell walls and releasing bacteria nutrients for the defence genes in
endogenous elicitors, e.qg. pathogen Arabidopsis, tomato
oligogalacturonides
11 Elicitor activity independent Trichoderma viride Enzyme of fungal Race specific HR and defence genes
from enzyme activity, e.q. metabolism in tobacco
endoxylanase
Elicitins {10 kDa) Phytophtora, Pythium Sterol scavengers? Marrow HR in tobacco
PaMie 25 kDa Pythium aphani- ? General PCD and callose formation
dernmatumn in tobacco, carrot, Arabidopsis
awrgene products, e.g. Cladosporium fulvums Role in virulence? Race specific HR in tomato
ANRA, ANVRD awr products also from
other fungi and bacteria
Viral proteins, e.qg. viral Thaw Structural component Race specific HR in tomato, tobacco
coat protein
Harpins {(kDa) Several Gram-negatiwve Invalved in Type NI General HR and defence genes in
bacteria secretion. Exact function? tobacco and Arabidopsis
Flagellin (323 kDa); flg15 is Gram-negative bacteria Part of bacterial General Callose deposition, defence
sufficient for activity flagellum genes, ROS in Arabidopsis
Protein or peptide toxins, Helminthosporium Toxin for host plants Race specific PCD in oat
e.g. victorin victoriae (rust)
[ Glycoproteins, e.g. a 42 kDa Phytopfitora sofae ? General Phytoalexin and defence
protein where a Pep-12 genes in parsley
fragment without
glycosylation site is sufficient
far elicitor function
Glycopeptide fragments of Yeast Enzyme in yeast General Defence genes and
invertase metabolism ethylene in tomato
n Syringolids (acyl glycosides) Pseudomonas Signal compound for Race specific HR in soybean carrying
syringae pw. the bacterium? Rpg 4 resistance gene
Mod factors (lipochitooligo- Rhizobiwm and other Signal in symbiosis General Mod formation in legumes
saccharides) rhizobia communication but also alkalinization in
tomato cell cultures
A" FaCs (fatty acid amino acid Various Lepidoprera Emulsification of lipids General Monoterpenes in tobacco—
conjugates) during digestion? ‘indirect’ defence
Ergostercl “arious fungi Main sterol of higher General Alkalinization in tomato
fungi cell cultures
Bacterial toxins, e.g. Pseudomonas syringae Toxin in compatible General Defence genes and defence
coranatine interactions, disturbs compounds in Arabidopsis,
‘proper’ salicylic acid Brassica
response, mimics
jasmonate action
Sphinganine analogue Fusarium moniffforme Toxin in necrotrophic General PCD and defence genes

mycotoxins,
e.g. fumonisin B1

interaction; disturbs
sphingolipid metabolism

in tomato, Arabidopsis

*DP = degree of polymerization.
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GITTCACCCTCGCCGCCGCCGCCGCCCTCTTTGGC
G CTGCCCTCGCGGCCCCCGCGTCTCCCGGCTCCACC
GGTGCTCCTCCCGACCCCAACATGTACGAGAACATTGAC

~ ATTGCCGACTTCAACGTCCGCAAGGGCGAGGACGGCAC
CATCAAGTACGTCAACTTCAAGCTGAGCGGCGACGACGC
CGACGGCCTCCTCTGCGAGGCCCAGAACCLCCGGLLCTGCC
TTCCAACGTCATCACCTGCGGCGAGTCCAAGTACCGCTT
CGCCCTGTCCTCTGGTAAGCAGTATGAGTTCGCTCTGAGC
CTGTACCACGAGCTCGGCCTTGCCGTCGGCTTCTACGGC
ACTGGCGAGATCTTCACCCACTGCCGTGCTGGCGGCCTT
GGTGACTTTATCTGCCAGCAGCAGAACCCCACCACCATT
GTCATCGACAGCCTGCCCGACGCTCCCGCCGAGGCTTAA

468bp— & HEe A # VaMs.102
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Prediction (brief) (Show Landscape View]
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Ab MOFTLAAAAALFGASALAAPASPGSTGAPPD PNMYENIDIAD FNVRKGED GTIKYVNFKL
0BS_sec

PRUF_sec HHHHHHHHHHHHHHH EEEEEEEEEEE EEEEEEEE
Rel_sec 921589988888654-0245556667777787764]1 26765 6777213566776
SUB sec .. TITCRIG. ... ... AESEARREAAAN]. .. 5. .. . . .
0_3_acc bbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbh
P_3_acc ==bbbbbbbbbbbbbbhh= ee eceee ¢ b b ebe eeeeee bb b b
Rel_acc 311458766433522012 2“ 2113143012203433120131442112042635
SUB_acc ﬂ:ﬂg‘! ! !

RS, R : PRI - SRR | PRSP i SRR §-

Ad SGDDADGLLCEAQNPGLPSNVITCGESKYRFALSSGKOYEFALSLYHELGLAVGFYGTGE
0BS_sec
PROF_sec E EEEE EE EEEEEEE EEEEEEEE EEEE
Rel_sec 4045640575: 4566554 554 555 445202677752044 }
0_3_acc bhhbbbbbbhhbbbbbbbbbbbbbbhhbbbbbbbbbbbbbbhhbbbbbbbhbbbbbbbhb Sequence length 155
P_3_acc ebeeeecbebebeeese ee ebebeeee bbb ee - bb b bebeccheb be © Secondary structure Helix=9.7%, Strand=35.5%, Loop=54.8%
Rel_acc 2242 24.’225 4 23 22112 22302303 '22 4262 2 2

B ERVES. USRI R I R SR W & o r
SUB acc 1) ! ! s 70

R I SRR I S - 2
Ad IFTHCRAGGLGDFICQQQNPTTIVIDSLPDAPAEA Afmetine cootent outom e
0BS_sec Ivliniranra consecutive exposed residues 10
PROF sec EEEE EEEEEE
Rel_sec $5654134302442277750366675569 NORS NN e
SUB_sec LLLLLLLL ;

i _ _ Secondary structure H=helix, E=strand, ' '=loop

0 3 acc  bbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbbh Coiled-coil region c=coils
P_3_acc b & beeee b bbbeeeeeb b b & ecbeese Transraerabrane helix m=transraerabrane helix
Rel_acc C L111411112224241120300468 Solvent accessibilit e=exposed, ' '=huried
SUBSAEE  iaaieicesaretisiomm - O 3.8.......8 ¥ zpoed,
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- » Length: 189

» ldentity:  30/189 (15.9%)
» Similarity: 46/189 (24.3%)
» Gaps: 107/189 (56.6%)

» Score: 76.5
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