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The proline-rich domains and their alterations in the SF1 protein. The figure shows the partial output of the MutationTaster 2025 prediction tool. The molecular consequences of c.1764_1776del are shown on genomic, cDNA and protein levels. The protein level is represented by amino acid (AA) sequences. The proline-rich domains present in both wildtype and mutated AA sequences are marked by red frames. The absent proline-rich domains are marked by blue frames (on the wildtype AA sequence). The altered proline-rich domain is marked by green frames: the start of the truncation (on the wildtype AA sequence) and the whole truncated domain (on the mutated AA sequence). The positions of proline-rich domains in the human SF1 protein were obtained from the UniProt database (www.uniprot.org).
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CCTCCCCCTCCGCCGCCTCCACCECLTGETTCCGCCGGCATGATGTATGCCCC
CCTCCCCCTCCGCCGCCTCCGCCGGCATGATGTATGCCCC
CCTCCCCCTCCECCECCTCCACCGECTGGTTCCGCCGGCATGATGTATGCCCC
CCTCCCCCTCCGCCGCCTCCGCCGGCATGATGTATGCCCC

MATGANATPL DFPSKKRKRS RWNQDTMEQK TVIPGMPTVI PPGLTREQER AYIVQLQIED
LTRKLRTGDL GIPPNPEDRS PSPEPIYNSE GKRLNTREFR TRKKLEEERH NLITEMVALN
PDFKPPADYK PPATRVSDKV MIPQDEYPEI NFVGLLIGPR GNTLKNIEKE CNAKIMIRGK
GSVKEGKVGR KDGQMLPGED EPLHALVTAN TMENVKKAVE QIRNILKQGI ETPEDQNDLR
KMQLRELARL NGTLREDDNR ILRPWQSSET RSITNTTVCT KCGGAGHIAS DCKFQRPGDP
QSAQDKARMD KEYLSLMAEL GEAPVPASVG STSGPATTPL ASAPRPAAPA NNPPPPSLMS
TTQSRPPWMN SGPSESRPYH GMHGGGPGGP GGGPHSFPHP LPSLTGGHGG HPMQHN
EPM@PPPP PHNQGPHPPG_HHGPPPMPQY LGSTPVGSGV YRLHQGK(
PPPPSGQPP_PPPSGPLPAW QQQQQQPPPP_PPPSSSMASS TPLPWQONTT TTTTSAGTGS
IPPWQQQQAA AAASPGAPQM QGNPTMVPLP PGVQPPLPPG APPPPPPPEP GSAGHMYAPP]
PP, NFVTIHGHG A PEGHPE APPRPIEOS
MATGANATPL DFPSKKRKRS RWNQDTMEQK TVIPGMPTVI PPGLTREQER AYIVQLQIED
LTRKLRTGDL GIPPNPEDRS PSPEPIYNSE GKRLNTREFR TRKKLEEERH NLITEMVALN
PDFKPPADYK PPATRVSDKV MIPQDEYPEI NFVGLLIGPR GNTLKNIEKE CNAKIMIRGK
GSVKEGKVGR KDGQMLPGED EPLHALVTAN TMENVKKAVE QIRNILKQGI ETPEDQNDLR
KMQLRELARL NGTLREDDNR ILRPWQSSET RSITNTTVCT KCGGAGHIAS DCKFQRPGDP
QSAQDKARMD KEYLSLMAEL GEAPVPASVG STSGPATTPL ASAPRPAAPA NNPPPPSLMS
TTQSRPPWMN SGPSESRPYH GMHGGGPGGP GGGPHSFPHP LPSLTGGHGG HPMQHN
Epwmﬁpwp PHNQGPHPPG_HHGPPPMDQY LGSTPVGSGY YRLHOGKH
PPPPSGQPP_PPPSGPLPPW QQQQQQPPPP_PPPSSSMASS TPLPWQONTT TTTTSAGTGS
IPPWQQQQAA AAASPGAPQM QGNPTMVPLP PGVQPPLPPG APPPPPPPPA|*





