
Multiple alignment of amino acid sequences of the sixth immunoglobin-like repeat of FLNC. Protein sequences for 124 species of vertebrates 
extending to cartilaginous fishes were retrieved using amino acids 759-861 of the human FLNC protein sequence NP_001120959.1 as a query 
sequence in BLASTp. Identical sequences were clustered; each unique sequence was used as input to CLUSTAL Omega to generate this 
multiple alignment. The amino acid affected by the equine FLNC-E753K missense allele is shown in bold. 
 
XP_017572727.1      GEGCHPDKVKVYGPGVEKTGLKSSEPTYFTVDCSEAGQGDISIGIKCAAGIVGPAEADIDFDIIKNDNDTFTVKYTPPAPGRYTVMVLFADKEIPSSPFKVKV 
XP_017330019.1      GEGCHPDKVKVYGPGVEKTGLKSNEPTYFTVDCSEAGQGDVSIGIKCAAGVIGPAEVDIDFDIIKNDNDTFTVKYTPPAAGRYTIMVLFADKEIPSSPFKVKV 
XP_013056485.1      GEGSHPGRVRVHGPGVEKTGLKAGEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRIKV 
XP_005061574.1      GEGSHPSRVKVHGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRIKV 
XP_017594878.1      GEGSHPSRVKVHGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTAPGAGLYTIMVLFANQEIPSSPFRIKV 
XP_017694389.1      GEGSHPGRVKVHGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTAPGAGLYTIMVLFANQEIPSSPFRIKV 
TRZ14539.1          GEGSHPGRVKVHGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGPGLYTIMVLFANQEIPSSPFRIKV 
XP_025915957.1      GEGSHPGKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRIKV 
XP_030898399.1      GEGSHPGRVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPVEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRIKV 
XP_009561612.1      GEGSHPGRVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRISV 
XP_021145851.1      GEGSHPGRVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRVKV 
XP_009898585.1      GEGSHPGRVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRIKV 
XP_010567095.1      GEGSHPGRVKVYGPGVEKSGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGAGLYTIMVLFANQEIPSSPFRIKV 
XP_020858055.1      GEGSHPEKVRVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGHYTIMVLFANQEIPASPFHIKV 
XP_003407311.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFANQEIPASPFHIKV 
XP_004741861.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGHYTIMVLFANKEIPASPFHIKV 
XP_027247158.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCGPGVVGPVEADIDFDIIKNDNDTFTVKYTPPGAGHYTIMVLFANQEIPASPFHIKV 
XP_021570956.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFANQEIPASPFNIKV 
XP_023495414.1      GEGSHPEKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFANQEIPASPFHIKV 
XP_014709807.1      GEGSHPEKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFANQEIPASPFHIKV 
NP_001074654.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPVEADIDFDIIKNDNDTFTVKYTPPGAGHYTIMVLFANQEIPASPFHIKV 
NP_001120959.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFANQEIPASPFHIKV 
XP_012644617.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGHYTIMVLFANQEIPASPFHIKV 
XP_005868992.1      GEGSHPERVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGQYTIMVLFANQEIPASPFHIKV 
GCF44119.1          GEGSHPSKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCSPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGPGHYTIMVLFANQEIPISPFHIKV 
XP_015683242.1      GEGSHPDKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFATQEIPTSPFHIKV 
XP_008122353.2      GEGSYPDKVKVYGPGVEKTGLKANEPTYFTVDCSDAGQGDVSIGIKCAPGVVGPVEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFANQEIPISPFHIKV 
XP_015274500.1      GEGSHPDKVKVYGPGVEKTGLKASEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPLEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFANQEIPISPFHIKV 
XP_020668107.1      GEGSHPDKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPVEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFANQEIPISPFHIKV 
XP_025028015.1      GEGSHPDKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPVEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFASQEIPISPFHIKV 
XP_028841250.1      -EGCHPEKVKVYGPGVEKNGLKANEPTYFTVDCSEAGQGDISIGIKCAPGVVGPTEADIDFDIIKNDNDTFTVKYNPPSPGRYTVIVLFADQEIPSSPYKVKV 
XP_012694574.2      GEGCHPEKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFAEQEIPTSPYKVKV 
XP_017209728.1      GEGCHPDKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVVFADQEIPSSPFKVKV 
XP_029008468.1      GEGSHPDRVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFAEQEIPISPFKVKV 
XP_023135129.1      GEGSHPDRVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFADQEIPVSPFKVKV 
XP_018540009.1      GEGSHPDRVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFADQEIPISPFKVKV 
AWP08214.1          GEGSHPDRVKVYGPGVEKTGLKANEPTYFTVDCGEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFKVKV 
XP_019934655.1      GEGSHPDKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPVSPFKVKV 
XP_015819642.1      GEGSHPDKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFKVKV 
XP_007908811.1      GEGSHPNKVRVYGPGVEKAGLKANEPTYFTVDCSDAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFRIKV 
XP_013981374.1      GEGCHPAKVKVYGPGVEKTGLKANEPTYFTVDCAEAGQGDISIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGKYTIMVLFAEQEIPISPFRIKV 
XP_018111172.1      GEGSHPSKVKVYGPGVEKTGLKASEPTYFTVDCSEAGQGDVSIGIKCAPGVLGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFRVKV 
XP_016137103.1      GEGSHPENVKVHGPGVEKAGLKASEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPVSPFRIKV 



XP_026218463.1      GEGSHPENVKVYGPGVENTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYMPPGPGQYTIMVLFADQEIPVSPFRIKV 
GCC19354.1          GEGCHPQKVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFADQEIPISPFRIKV 
XP_022063278.1      GEGSHPENVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSMGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGQYTIMVLFGDQEIPISPFRIKV 
XP_016414320.1      GEGSHPENVKVHGPGVEKTGLKASEPTYFTVDCSEAGQGDVSIGIKCAPSVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFRIKV 
XP_016890053.1      GEGSHPENVKVYGPGVEKSGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYMPPGPGQYTIMVLFADQEIPISPFRIKV 
XP_022527593.1      GEGSHPENVKVYGPGVEKSGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFRIKV 
KTG43088.1          GEGSHPENVKVHGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFRIKV 
XP_014351606.1      GEGSHPENVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGRYTIMVLFADQEIPISPFRIKV 
XP_030296416.1      GEGSHPENVKVYGPGVEKSGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGQYTIMVLFADQEIPISPFRIKV 
XP_029102968.1      GEGSHPENVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGRYTIMVLFADQEIPISPFRIKV 
XP_023281201.1      GEGSHPENVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGPGQYTIMVLFADQEIPISPFRIKV 
TMS01213.1          GEGSHPENVKVYGPGVEKTGLKANEPTYFTVDCSEAGQGDVSIGIKCAPGVVGPAEADIDFDIIKNDNDTFTVKYTPPGAGQYTIMVLFADQEIPISPFRIKV 
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