PNUTS GPIDPKELLK-GLDSFLTRDGEVKSVDGIAKI-FSLMKEARKMVSRCTYLNIILQTRAPE 61

Ppnl IYSQLVDGGRKLFLPKLRNWFVSAIRSKHDELIHLILLVLANLPLTTEKLAEVKFGKPIL 305
PNUTS VLVKFIDVGG---YKLLNSWLTYSKTTNNIPLLQQILLTLOQHLPLTVDHLKQNNTAKLVK 118
Ppnl IVKKKSTNSVIRQLAENLSE 325
PNUTS QLSKSSEDEELRKLASVLVS 138

S3 Fig. Predicted structural homology of Ppn1-(186-325) to the TFIIS-like domain of PNUTS. (Top
panel) Stereo view of the Phyre2 homology model of Ppn1 templated on the fold of the
transcription elongation factor TFIIS-like N-terminal domain of rat PNUTS (pdb 6VTI). (Bottom
panel) Primary structure alignment of the homologous TFIIS-like domains of Ppn1 and PNUTS
generated by Phyre2. Positions of amino acids identity and sidechain similarity are denoted by
above the alignment.



