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Af_AglB-L NVKYVVSDIEMET----------GKYYAMAVWA
Fp_AglB DVKYVVSDVEMAT----------GKFYAMAVWA
Ap_AglB-L NVKYVISDVEMLT----------GKYYAMAVWA
Mt_AglB-L NARYIMTDVEMAV----------TKFHAIAAWS
Mm_AglB-1 GARYIISDIEMAT----------GKFYAMTAWT
Mm_AglB-2 GARYIMSDERMAV----------DIFMAMPEWT
Mt_AglB-S1 RARYVITDLTMIY----------GKLQAICSWL
Mt_AglB-S2 NARYVITSWEMLY----------LTLPSTARWM
Mm_AglB-3 KVKYVMTDTLMAE----------GKFSSITSLA
Af_AglB-S1 GVRYVVTADEITMK-----DANNTKFPAIMRIA
Af_AglB-S2 KVRYVVTVEELTVKP----ETNKTKFIPIMQIA
Ap_AglB-S GVKYIVTDDEMQLGN----ETFGGKFQTIMRIA
Hv_AglB QTRYVMVDWQMAS--------TDAKFSAPTVFY
Hs_AglB KNRYVAVDWKMVMPPLPYLSSGQSKFSAPVVFY


