CGSVI VT01015950001

27581738_peptide| Crei nhardtii|Crel2.g515
Potri.013G105700

26994227 _peptide| Ptrichocarpal Potri.013G
Ppls53_177V6.1

Pp1s15_130V6. 1

21819559_pepti de| Bdi stachyon| Bradi 1g0222
20862839 _peptide| Zmays| GRVZN2G704150| GRV
20877623 _peptide| Zmays| GRVZN2G025227| GRV
PGSC0003DNVP400044435] St uber osum| PGSC0003
GSVI VT01026083001

23010492_peptide| Mruncatul a] Medtr3g0050
Cl yma04g43561

26304946_peptide| Grax| Gl yna04g43561| Gl ym
26299998 _peptide| Gmax| Gl yma06g48350| Gl yn
69829 69829

Bra012332

22699473 _pepti de| Brapa| Bra012332| Bra0123
27024950_peptide| Ptrichocarpa| Potri.019C
59864| 59864

22724379 _peptide| Brapa| Bra016376| Bra0163
AT1G22520

Cru: Carubv10010740

20889343 _peptide| Crubel | a] Carubv10010740
AT1G72170

Bra003890

22700490 _peptide| Brapal Bra003890| Bra0038
Bra016083

22701655 _peptide| Brapa| Bra016083| Bra0160
gi | 17534317| ref | NP_494216. 1|

gi | 323276670

YcLO57C- A
gi | 85083518| ref| XP_957135. 1]
gi | 85083518
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