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MuscleWs alil 806 Pairwise Alignment

Score = 5620

File Edit Select View Format Colour Crength of alignment = 150

FER_CAPAA/1-87
FER_CAPAN/1-144
FER1_SOLLC/1-144
Q93X/9_SOLTU/1-144
FERI_PEA/1-149
Q7XA98_TRIPR/1-152
FERI_MESCR/1-148
FERI_SPIOL/1-147
FER3_RAPSA/1-96
FERI_ARATH/1-148
FER_BRANA/1-96
FERZ_ARATH/1-148
Q93Z60_ARATH/1-118
FERI_MAIZE/1-150
080429_MAIZE/1-140
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100 110 Sequence FER1 SPIOL : 1 = 147 (Sequence length = 147)

Sequence FERIZHEECR 1 = 148 (Sequence length = 148)

{FER1 SFIOL MAATTTTMMG--MATTFVPKPQAPPMMAALFSNTGRSLFGLETGSRGGRMT-MARYEVTLV

E FER1 MESCR MAATTAALSGATMSTAFAPK--TFPMTAALPTNVGRALFGLESSASRGRVTAMARYKVTLV

FER1 SPIOL TPTGHNVEFQCPDDVYILDAREEEGIDLPYSCRAGSCSSCAGKLETGSLNODDQSFLDDDOI

FER1 MESCR TPEGKQELECPDDVYILDAREEAGIDLPYSCRAGSCSSCAGKVTSGSVNOQDDGSFLDDDOI

FER1 SPIOL DEGWVLTCAAYPVSDVTIETHKEEELTA

FER ]._]:-'IIE aCR KEGWVLTCVAYPTGDVTIETHEEEELTA
[Percentage I = 74.67

Score = 4170

Length of alignment = 96

Sequence FER3 RAPSA : 1 - 96 (Sequence length = 36)
Sequence FER1 MESCR : 1 - 148 (Sequence length = 148)

alalalalalalialalaliaEaEaEaNale

FER3 RAFSA ATYRVKFITPEGEQEVECDDDVYVLDAREEAGIDLFYSCRAGSCSSCAGEVVSGSVDOSDO

Fe Fe 4 |- L e LD LT D PP DD T -1

q FER1 MESCR AAYKVTLVTPEGKQELECPDDVYILDAREEAGIDLFYSCRAGSCSSCAGEKVTSGSVHQDDG

Fe Fe FER3 RAFSA SFLDDDQIAEGFVLTCARYFTSDVTIETHREEDMV

FER1 MESCR SFLDDDQIKEGWVLTCVAYFTGDVTIETHKEEELT

3 aifercentage ID = 79.17

Score = 3910

Length of alignment = 96
Sequence FER3 RAPSRE : 1 = 96 (Sequence length = 96)

Sequence FERIZEPIGL 1 = 147 (Sequence length = 147)

FER3 RAFSA ATYRVKFITPEGEQEVECDDDVYVLDAREEAGIDLFYSCRAGSCSSCAGEVVSGSVDOSDO

R FER 1 SPIOL AAYKVTLVTPTGNVEFQCPDDVYILDAAEEEGIDLFYSCRAGSCS SCAGKLKTGSLNQDDY

(

Sequence 15 ID: OB0429 MAIZE Residue: GLY (8

I.f‘u’iew in alignment editnr)
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