Supplementary Figure S2

Fragment-mode HMMER?2 hits of the SBP_bac_3 (PF00497) domain model into the “Alta I”
sequence

>gi|1773369]gb|AAB40400.1] Alt a | subunit [Alternaria alternata]

MQFTT IASLFAAAGLAAAAPLESRQDTASCPVTTEGDYVWKISEFYGRKPEGTYYNSLGFN IKATNGGTLDFTCSAQADKLEDHKWYSCGENSFMDFSFD
SDRSGLLLKQKVSDDITYVATATLPNYCRAGGNGPKDFVC

QGVADAY ITLVTLPKSS

HMMER 2.1.1 (Dec 1998)

Query: gi]1773369]gb]JAAB40400.1] Alt a 1 subunit [Alternaria alternata]

SBP_bac_3 Bacterial extracellular solute-binding 7.0 0.072 1

SBP_bac_3 171 1 38 [- 1 60 [.- 7.0 0.072

SBP_bac_3: domain 1 of 1, from 1 to 38: score 7.0, E = 0.072
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