Standard BLASTP output for comparing Publ to the yeast proteome (from the NCBI blast server
https://blast.ncbi.nlm.nih.gov/Blast.cgi; the lines for Pabl are highlighted in yellow)

Select for Max _Tcita Q;er E Per
d_owr_1|oad|ng or Description Sco Scor Cove valu Ident Accession
viewing reports TE R r €

reflﬁgl_eoc}jggz_” Pub1p [Saccharomyces cerevisiae S288C] 931 931 10(/10 0.0 1800/(;0 —gl; 10143
.. 7 4e-  29. NP 0119

reﬂﬁgl_eocz fgg4_1| Nam8p [Saccharomyces cerevisiae S288C] 108 108 0/? 2% ?,/065 541
.. 7. - 27.67 NP 0097

; ef“\slgl_eocé;‘?%_sl Nar1p [Saccharomyces cerevisiae S288C] 97.1 91 (2/? 6262 %6 713
Select seq Chain D, Polyadenylate-binding protein, cytoplasmic and nuclear 901 173 41 1e- 26.60 6R5K D
pdb|6R5K|D [Saccharomyces cerevisiae S288C] ’ % 19 % I
ref|ﬁ§|f(ﬁ 13332_1| polyadenylate-binding protein [Saccharomyces cerevisiae S288C] 90.1 173 ‘:;2 11%' 2(?%60 —gl; 101 —
.. 2e- 26. NP 0116

reﬂﬁgl_e(ﬁ fg?s_” Nsr1p [Saccharomyces cerevisiae S288C] 82.4 149 E/f 167 ?,/009 757
.. - 26.04 NP 0145

reﬂﬁgl_eoc}jse?&” Hrp1p [Saccharomyces cerevisiae S288C] 65.5 110 E/f (?]ez ?,/00 181
. .2 1e- 474 NP 1166

) ef“\slgl_eﬂgggs_” Pes4p [Saccharomyces cerevisiae S288C] 58.5 5? “/S O% 3 % 781
. .. . 24 1e- 2 NP 0118

reﬂﬁgl_e(ﬁ fggg_” Mip6p [Saccharomyces cerevisiae S288C] 55.1 515 % 068 39,/0 8 7971




Standard BLASTP output for comparing NamS8 to the yeast proteome (as above)

Select seq

ref[NP_011954.1| Nam8p [Saccharomyces cerevisiae S288C]

Select seq -
ref[NP_009771.3| Ngr1p [Saccharomyces cerevisiae S288C]

Select seq -
ref[NP_014382.1| Pub1p [Saccharomyces cerevisiae S288C]

Select seq Chain D, Polyadenylate-binding protein, cytoplasmic and nuclear
pdb|6R5K|D [Saccharomyces cerevisiae S288C]

Select seq T . .
ref]NP_011092.1] polyadenylate-binding protein [Saccharomyces cerevisiae S288C]

reﬂ,\slgfg}:‘ggllﬂ U2 snRNP complex subunit HSH49 [Saccharomyces cerevisiae S288C]

p%?ﬁsitg‘g& Chain A, Protein Hsh49 [Saccharomyces cerevisiae S288C]

Select seq ..
ref[NP_014518 1| Hrp1p [Saccharomyces cerevisiae S288C]

Select seq ..
refNP_011471.1| Rna15p [Saccharomyces cerevisiae S288C]

Standard BLASTP output for comparing Ngr1 to the yeast proteome (as above)
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L 100. NP 0097
i ef|§gl_egftn§$?1.3| Nar1p [Saccharomyces cerevisiae S288C] 128 128 10(/10 0.0 O&OO 713
. - 1.1 NP 0119
reﬂﬁgl_eg} 13824_1' Nam8p [Saccharomyces cerevisiae S288C] 194 194 ‘E/f 153 3 % 5 a1
Select . 70. 21 3e- 35.17 NP 0143
ref|N|§_eOC1:§g2.1| Pub1p [Saccharomyces cerevisiae S288C] 705 o 3 % 821
reﬂﬁg'_eocﬁ 13382_1| polyadenylate-binding protein [Saccharomyces cerevisiae S288C] 55.8 5§ ' 1/3 10‘?3_ 33:%33 g&ﬂ
Select seq Chain D, Polyadenylate-binding protein, cytoplasmic and nuclear 55.8 55. 13 2e- 33.33 6R5K D
pdb|6R5K|D [Saccharomyces cerevisiae S288C] ’ 8 % 08 % EEE——
L . - 4 NP 0145
ref|§gl_e(§;§ jg?ml Hrp1p [Saccharomyces cerevisiae S288C] 44.7 4;1 1/: %65 39% 9 181
reﬂﬁg'_eg}jﬁ’j&” Nrd1 complex RNA-binding subunit [Saccharomyces cerevisiae S288C] 43.9 43' 1/? 265_ 32%86 2‘;1&
. . . . 2 NP 0117
ref|§gl_e(§;§ 15;’26_3' Rie1p [Saccharomyces cerevisiae S288C] 40.0 48 1/? 0 100 39% 6 663

L . 28.57 NP
reﬂﬁgl_egégggg_” Rgd1p [Saccharomyces cerevisiae S288C] 28.1 218 1;) 7.0 %/05 —19_10098



