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Figure S1. Multiple sequence alignment of human butyrophilin family members by the CLUSTAL Omega (1.2.4) algorithm
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Figure S2. Percent Identity Matrix created by Clustal 2.1 for human butyrophilin family members

splQ13410|BT1A1 HUMAN 100.00 49.14 50.33 44.99 50.89 47.78 49.10 32.82 39.07 35.46 40.69 36.51 42.05 35.
sp|Q7KYR7 |BT2A1 HUMAN 49.14 100.00 84.52 78.63 44.18 42.51 45.34 31.55 39.72 35.46 39.53 38.52 40.92 29.
sp|Q8WVV5|BT2A2 HUMAN 50.33 84.52 100.00 74.03 46.36 44 .57 46.40 31.63 38.64 35.04 38.10 37.35 43.27 30.
sp|Q96KV6 |BT2A3 HUMAN 44.99 78.63 74.03 100.00 41.63 39.10 40.47 30.59 36.15 31.81 35.19 37.45 36.63 28.
sp|000481|BT3A1 HUMAN 50.89 44.18 46.36 41.63 100.00 82.30 85.74 26.65 38.44 36.70 41.18 35.02 37.63 32.
sp|P78410|BT3A2 HUMAN 47.78 42.51 44 .57 39.10 82.30 100.00 89.84 33.59 36.02 32.18 37.94 35.41 28.35 33.
sp|000478 |BT3A3 HUMAN 49.10 45.34 46.40 40.47 85.74 89.84 100.00 28.10 38.32 34.84 41.20 37.35 37.97 32.
sp |QOUIRO |BTNL2 HUMAN 32.82 31.55 31.63 30.59 26.65 33.59 28.10 100.00 24.61 25.19 25.95 31.95 22.37 32.
sp|Q6UXES8 |BTNL3 HUMAN 39.07 39.72 38.64 36.15 38.44 36.02 38.32 24.61 100.00 74.33 43.18 29.66 36.36 32.
sp|Q6UX41|BTNL8 HUMAN 35.46 35.46 35.04 31.81 36.70 32.18 34.84 25.19 74.33 100.00 40.72 29.24 34.90 34.
sp | Q6UXG8 |BTNL9 HUMAN 40.69 39.53 38.10 35.19 41.18 37.94 41.20 25.95 43.18 40.72 100.00 29.34 37.63 31.
sp|A8MVZ5 |BTNLA HUMAN 36.51 38.52 37.35 37.45 35.02 35.41 37.35 31.95 29.66 29.24 29.34 100.00 31.06 30.
sp|Q96PL5 | ERMAP HUMAN 42.05 40.92 43.27 36.63 37.63 28.35 37.97 22.37 36.36 34.90 37.63 31.06 100.00 38.
sp Q16653 |MOG HUMAN 35.53 29.56 30.56 28.57 32.02 33.00 32.51 32.98 32.61 34.24 31.03 30.54 38.41 100.

Figure S3. Phylogenetic Tree created for the human butyrophilin family members by the CLUSTAL Omega (1.2.4) algorithm. This is
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a Neighbor-joining tree without distance corrections.
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splQBWNVSIBTZ2AZ2 HUMAN 007822
sp|Q9EKVE|BT2A3_HUMAN 0.13353
splQAUIRDIBTNLZ _HUMAN 0 35854
splQ16653|MOG_HUMAM 0.31167
splABMVZS|BTNLA_HUMAN 0.32758
splQGUXESIBTNLS_HUMAN 0.1171
splQGUX41|BTMNLE HUMAN 0.1396
splQEUXGEIETNLY _HUMAN 028194
sp|QOGPLS|ERMAP _HUMAN 030887




Figure S4. Analysis of the interactivity of the human BTN2A1 (A), BTN2A2 (B), BTN3A1 (C), BTN3A2
(D), BTN3A2 (E), BTNL2 (F), BTNL8 (G), BTNL9 (H), and MOG (I) by STRING platform
(http://string-db.org/cgi/). STRING produces the network of predicted associations for a particular protein
and its interactome. The network nodes are proteins, whereas the edges represent the predicted or known
functional associations. There are seven types of evidence used in predicting the associations which are
indicated in the resulting network by the differently colored lines, where a red line indicates the presence
of fusion evidence; a green line - neighborhood evidence; a blue line — co-occurrence evidence; a purple
line - experimental evidence; a yellow line — text mining evidence; a light blue line - database evidence;
a black line — co-expression evidence.
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