Supplementary Figure 1. Amino acid sequence alignment of domain 15 from different species shows
the conservation of critical residues. All species show conservation of the cysteine (yellow) residue
position as well as three out of the four essential carbohydrate-binding residues (red). The proposed
linkage sensing Tyr residue is shown boxed in red. The newly identified critical Arg residue is shaded in
cyan. (H.sapiens, NP_000867.2; P.troglodytes, XP_003311618.2; M.mulatta, XP_002804004.1;
C.lupus, NP_001116074.1; B.taurus, NP_776777.1; M.musculus, NP_034645.2; R .norvegicus,

NP_036888.1; G.gallus, NP_990301.1; D rerio, NP_001034716.1)
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B.taurus VKPQEVOMVNGTITNPANGRSFSLGD TNG-DRYIYEIQLSSITGSSSPACSGASIC@RKANDQHFSRKVGTSNQTRY
H.sapiens VKPQEVOMVNGTITNPINGKSFSLGD TNG-DNYLYEIQLSSITSSRNPACSGANICR@VKPNDQHF SRKVGTSDKTKY
P.troglodytes VKPQEVOMVNGTITNPINGKSFSLGD TNG-DNYLYEIQLSSITSSRNPACSGANIC@VKPNDOHFSRKVGTSDKTKY
M.mulatta VKPQEVOMVNGTITNPINGKSFSLGD TNG-DNYLYEIQLSSITSSRNPACSGANIC@VKPDDOHFSRKVGTSDKTKY
C.lupus VKPQEVOMVNGTITNPINGKSFSLGD TNG-DKYLYEIQLSSITSSRNPACSGANIC@VKPNDQHFSRKVGTSDKTKY
M.musculus VRPQEVTMVNGTLTNPVTGKSFSLGE TNG-DNYLYEIQLSSITSSSYPACAGANIC@VKPNDQHF SRKVGTSDMTKY
R.novegicus VRPQEVNMVNGTLTNPVTGKSFSLGE SNG-DNYLYEIQLSSISSSSNPACSGANIC@VKPNDOHFSRKVGTSDMTKY
G.gallus VKPQEVEVVNGTVINPATGKNFSLGD TNG-DQYVYEIQLSGITNSSFPECSEANIC@VKTSERRF-RKIGWAKKAKY
D.rerio VKQEEVEMVNGTIKVPKTGATFSLG: NG-DRYIYHIQLSGITDSSISMCLGANIC@VKIN-DSYRRKIGSSSKAKY
X.tropicalis SIPKPAEMKNGILSLD-DGVNVNLTD SNGKDSYVYEIQLSGKADSRYQECKDASVC@IKLNGD-FKRPVGSVRNVKY

B.taurus YVODGDLDVVFTSSSKCGKDKTKSVSSTIFFHCDPLVKDGIPEFSHETADC FSWHTSAVCPLG----AGFDEEIAGDDAQ-E
H.sapiens YLODGDLDVVFASSSKCGKDKTKSVSSTIFFHCDPLVEDGIPEFSHETADC FSWYTSAVCPLG----VGFDSENPGDDGQ-M
P.troglodytes YLODGDLDVVFASSSKCGKDKTKSVSSTIFFHCDPLVEDGIPEFSHETADC FSWYTSAVCPLG----VGFDSENPGDDGQ-M
M.mulatta YLODGDLDVVFASSSKCGKDKTKSVSSTIFFHCDPLVEDGIPEBFSHETADC FSWYTSAVCPLG----VGFDNENPGDDEQ-V
C.lupus YIQDGDLDVVFASSSKCGKDKTKSVSSTIFFHCDPLVKDGIPEFSHETADC FSWYTSAVCPLG----VDLDGDNAGEDTQ-E
M.musculus YVODGDLDVVFTSSSKCGKDKTKSVSSTIFFHCDPLVKDGIPEFSHETADC FSWYTSAVCPLG----VDFEDESAGP----E
R.novegicus YVODGDLDVVFTSSSTCGKDKTKSVSSTIFFHCDPLLKDGVPEFSHETADC FSWYTSAVCPLG----VDFDDENAVP----E
G.gallus YVEDDDLDVIFSSDSRCGKDKSKFVSSSIFFHCSPHVQEGIPEBFLHETADC! FTWYTSAVCPLISTIAPGIHGGQSDQEAQ-V
D.rerio YIKGGNLDVLVPSESVCGRDKTKTVSSAILFHCSPTAGEGIPEFLLETDSC FVWHTSTVCEFISS--SSIDSTDGGE----E

X.tropicalis YINDDDLDAVFTSDSQCGKDKSKNATATILFYCSQIVGEGRPEFFHETTDC FTWYTSAVCPLVPNGNPGSEPNYQGLSGRSQ



