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GENE
MBL2
CL43
CL43
SFTPAT
CL46
CL43
CL46
FCNZ2
FCN2
CL46
CL46
SFTPD
SFTPD
FCN2
MASP2
CL43
CL43
CL46
CL46

CHROM
chr26
chr28
chr28
chr28
chr28
chr28
chr28
chri1
chrii
chr28
chr28
chr28
chr28
chr1i
chr16
chr28
chr28
chr28
chr28

POS
6344919
35721661
35721662
35853355
35700022
35721644
35699941
106828710
106828043
35674970
35675371
35820078
35819626
106827968
43463621
35718034
35718807
35678387
35675453

rs210611099

rs378044423
rs433242968

rs468921789
rs385211468
rs380421551
rs463601056
rs383278255
rs380240341
rs134154426
rs382216843
rs207667073
rs42967143

rs211678602
rs378728838
rs43119196

REF

O O 60 > 0 0 000000044600 0 O

ALT

4 o400 >r 4444 >H4 4>>>r 044>

Pro42Gin
Gly229Trp
Gly229Val
Pro97Arg
Val348Glu
Leu223His
Pro321His
Thr193Met
Arg167Trp
Pro171Thr
Pro185Leu
Pro132Ser
Ala75Val
Arg142Cys
Gly102Ser
Thr117Ala
GlIn185His
Leu247Val
Glu212Asp

POLYPHEN

0.455



Alt

Ref

Non-diseased 0.8

0.2

—) Fisher’s Exact Test \

0.7

Diseased 0.3




Summary

* High-throughput technology identified SNVs
that:
« Impact gene expression
« Modify protein structure and function

* Are present at a higher frequency in diseased vs
normal animals.

* These represent attractive candidates for
further study.
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