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FS S e N T T e L ) L I I
Fv Skcl NISTNSDTM-P

i --—--QP-IYTMLA------- T 37
Fo ENH69922.1 ESTNSDTM—P --—--QP-IFTKLAAIEQDLAT 44
Fo ENH68412.1 ESTNSDAM—P KEVL----DEALQPIHSKLDA 45
Fo EMT68528.1 ESTNSNTM—P KEVLDEVLDEALQPIHSKLDA 49
Fo EXL53286.1 ESTNSDAM—P EALQP-IYSKLDAIEEKLDA 48
Fo EXK45277.1 wSTNSDAM—P EALQP-IYSKLDAIEEKLDA 48
Fo KNB05864.1 ESTNS PIGP EALQP-IYSKLDAIEEKLDA 49
Fo EWZ35922.1 EP ——————— -———-QP-—————-- IKDKLDA 31
Fo EXA38056.1 gPG------- ----QP-—-—--—---- IKDKLDA 31
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B O S O It T I I
Fv Skcl IKKLD DRVEAVE I)ZDMXVIETHEOD - ——————— 70
Fo ENH69922.1 KADLKN VGVVE IXVINLHSOD - - —————— 77
Fo ENH68412.1 EEKLE VGVVE QE-------- 78
Fo EMT68528.1 EEKLE VEVVE QD-——-—-----— 82
Fo EXL53286.1 EEKEFE VGVVE QD-——-—-----— 81
Fo EXK45277.1 EEKLE VGVVE@IRT OD--—-——-—--- 81
Fo KNB05864.1 EEKLE VGVVE@IRT OD--—-——--- 82
Fo EWZ35922.1 KMLDRIRKNN - — ——— H RDYNLMPSQA 67
Fo EXA38056.1 KMLDRIAN - - ——— H RD-———----- 59

Figure S1 Skcl homologs exist within the F. oxysporum species complex. A BLASTP search
of NCBI’s non-redundant protein database with F. verticillioides Skcl returned eight putative
homologs, all from F. oxysporum species. The sequences were imported into Bioedit 7.2.5 and
aligned with Clustal W. Columns were shaded according to the BLOSUM®62 similarity matrix.
Each sequence is identified by its accession number: Skcl, F. verticillioides; ENH69922.1, F.
oxysporum f. sp. cubense race 1; EMT68528.1, F. oxysporum f. sp. cubense race 4; EXL53286.1,
F. oxysporum f. sp. radicis-lycopersici; ENH68412.1, F. oxysporum f. sp. cubense race 1;
EXK45277.1, F. oxysporum f. sp. melonis; KNB05864.1, F. oxysporum f. sp. lycopersici;
EWZ35922.1, F. oxysporum Fo47; EXA38056.1, F. oxysporum f. sp. pisi. Only 82 amino acids
from the C terminal end of KNB05864.1 were used in the analysis.



