CLUSTAL 2.1 multiple sequence alignment

RdpA MHAALSPLSQRFERIAVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQ
FT 5 MHAALSPLSQRFERIAVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQ
FT C MHAALTPLTNKYRFIDVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQ
FT R MHAALTPLTNKYRFIDVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQ
FT T MHAALTPLTNKYREFIDVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQ
FT Tv3 MHAALTPLTNKYRFIDVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQ
FT Tv7 MHAALTPLTNKYRFIDVQPLTGVLGAEITGVDLREPLDDSTWNEILDAFHTYQVIYFPGQ

KAKK K e kok oo s e K KKK KEAR KK AR KK A KKK &K KK KKK K&K KKk &K KKK KKK &K KK &K KK
RdpA AITNEQHIAFSRREFGPVDPVPLLKSIEGYPEVOMIRREANESGRVIGDDWHTDSTFEFLDAP
FT 5 AITNEQHIAFSRRFGPVDPVPLLKSIEGYPEVOMIRREANESGRVIGENWHTDSTFLDAP
FT C AITNEQHIAFSRREFGPVDPVPLLKSIEGYPEVOMIRREANESGRVIGDDWHTDSTFEFLDAP
FT R AITNEQHIAFSRRFGPVDPVPLLKSIEGYPEVOMIRREANESSRVIGDDWHSDSTFLDAP
FT T AITNEQHIAFSRREFGPVDPVPILKSIEGYPEVOMIRREANESSRFIGDDWHTDSTELDAP
FT Tv3 AITNEQHIAFSRRFGPVDPVPILKSIEGYPEVOMIRREANESSRYIGDDWHADSTFLDAP
FT Tv7 AITNEQHIAFSRREGPVDPVPILKSIEGYPEVOMIRREANESSRYIGDDWHADSTFLDAP

hhkhkhkhkhkhkhkhkhkhkhkhkhkhkkhkrhhkhkhoehkhkhkhhkrhhkrhhkhkhhkrhkhhkhkdx K, Khkeookkokhkhhkhkhktk

RdpA PAAVVMRAIDVPEHGGDTGFLSMYTAWETLSPTMQATIEGLNVVHSATRVEFGSLYQAQNR

FT 5 PAAVVMYAKEIPPYGGDTLEFTSMYTAWETLSPTMOATIEGLNVVHSATRVEGSLYQAQNR

FT C PAAVVMRAIEVPEYGGDTGFLSMYSAWETLSPTMQATIEGLNVVHSATKVEGSLYQATNW

FT R PAAVVMRAIEVPEYGGDTGFLSMYSAWETLSPTMQOATIEGLNVVHSATKVEGSLYQATNW

FT T PAAVVMRAIEVPEYGGDTGFLSMYSAWETLSPTMQATIEGLNVVHSATKVEGSLYQATNW

FT Tv3 PAAVVMRAIEVPEYGGDTGFLSMYSAWETLSPTMOATIEGLNVVHSATKVEGSLYQATNW

FT Tv7 PAAVVMRAIEVPEYGGDTGFLSMYSAWETLSPTMQATIEGLNVVHSATKVEGSLYQATNW
*kAhkKkKkkKk Kk ::* :**** * ***:***********************:******** *

RdpA RESNTSVKVMDVDAGDRETVHPLVVTHPGSGRKGLYVNQVYCQRIEGMTDAESKPLLQFL

FT 5 RESNTSVKVMDVDAGDRETVHPLVVTHPETGRKGLYVNQVYCQRIEGMSEKESEPLLSFL

FT C RESNTSVKVMDVDAGDRETVHPLVVTHPVTGRRALYCNQVYCQKIQGMTDAESKSLLQFL

FT R RESNTSVKVMDVDAGDRETVHPLVVTHPVTGRRALYCNQVYCQKIQGMTDAESKSLLQFL

FT T RESNTSVKVMDVDAGDRETVHPLVVTHPVTGRRALYCNQVYCQKIQGMTDAESKSLLQFL

FT Tv3 REFSGTSVKVMDVDAGDRETVHPLVVTHPVTGRRALYCNQVYCQKIQGMTDAESKSLLQFL

FT Tv7 RESNTSVKVMDVDAGDRETVHPLVVTHPVTGRRALYCNQVYCQKIQGMTDAESKSLLQFL
KAK KKK KKK KKK K AAK KKK KKK K skk e *k Ahkkkkk ok kkes Khko *k *%

RdpA YEHATREDFTCRVRWKKDQVLVWDNLCTMHRAVPDYAGKFRYLTRTTVGGVRPAR

FT 5 FAHATKPEFTCRVRWQEGDVLVWDNLCTQHYAVPDYAGKFRYLTRTTVGGVRPAR

FT C YEHATKEFDFTCRVRWKKDQVLVWDNLCTMHRAVPDYAGKFRYLTRTTVAGDKPSR

FT R YEHATKFDFTCRVRWKKDQVLVWDNLCTMHRAAPDYAGKFRYLTRTTVAGDKPSR

FT T YEHATKEFDFTCRVRWKKDQVLVWDNLCTMHRAVPDYAGKFRYLTRTTVAGDKPSR

FT Tv3 YEHATQFDFTCRVRWKKDQVLVWDNLCTMHRAVPDYAGKFRYLTRTTVAGDKPSR

FT Tv7 YEHATQFDFTCRVRWKKDQVLVWDNLCTMHRAVPDYAGKFRYLTRTTVAGDKPSR

hhkk o ohkhkhkkhkhkhkhkeoo ohhkhkhkhkhkhkhkh X Kk hkhkrkhkhkrkhkhkhkhkhkhkdxk * k% ok

Corteva Exhibit 2061 - Page 1 of 1
Bayer v. Corteva - [IPR2023-01036





