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Table SI. SENP1: Total 7 putative sites were predicted with relative profile score threshold 80%. 

Matrix ID Name Score Relative score Sequence ID Start End Strand Predicted sequence 

MA0007.2 MA0007.2.AR 12.751932 0.9138726479514158 NC_000012.12:c48042896-48040897 953 967 + AAGAACACACACTAC 

MA0007.2 MA0007.2.AR 6.7270355 0.8328265592137689 NC_000012.12:c48042896-48040897 1000 1014 + TGGGACAGAGGGTTA 

MA0007.2 MA0007.2.AR 5.8129873 0.8205309073935717 NC_000012.12:c48042896-48040897 1251 1265 + GGGAAGAGGAAGTCA 

MA0007.2 MA0007.2.AR 5.3711314 0.8145871219094115 NC_000012.12:c48042896-48040897 70 84 + AAGCACTAGATGCCA 

MA0007.2 MA0007.2.AR 4.837782 0.80741257689154 NC_000012.12:c48042896-48040897 1068 1082 + GAGAAAAGAGTGGCT 

MA0007.2 MA0007.2.AR 4.4060845 0.8016054426879266 NC_000012.12:c48042896-48040897 1914 1928 + GAGATCAGCCTGGGC 

 

  

https://jaspar.elixir.no/matrix/MA0007.2
https://jaspar.elixir.no/matrix/MA0007.2
https://jaspar.elixir.no/matrix/MA0007.2
https://jaspar.elixir.no/matrix/MA0007.2
https://jaspar.elixir.no/matrix/MA0007.2


 2 

Table SII. SENP2: Total 7 putative sites were predicted with relative profile score threshold 80%. 

Matrix ID Name Score Relative score Sequence ID Start End Strand Predicted sequence 

MA0007.2 MA0007.2.AR 10.27122 0.880502448859472 NC_000003.12:185584295-185586294 582 596 + AGGAAGAGGCTGTAC 

MA0007.2 MA0007.2.AR 9.781583 0.873915913583386 NC_000003.12:185584295-185586294 584 598 - CAGTACAGCCTCTTC 

MA0007.2 MA0007.2.AR 9.413172 0.8689600981276812 NC_000003.12:185584295-185586294 1661 1675 - GAGGACATTAGGTGC 

MA0007.2 MA0007.2.AR 8.061429 0.8507766388427254 NC_000003.12:185584295-185586294 988 1002 - GAGACCAGTCTGTGC 

MA0007.2 MA0007.2.AR 6.0705376 0.8239954381366935 NC_000003.12:185584295-185586294 1659 1673 + GAGCACCTAATGTCC 

MA0007.2 MA0007.2.AR 5.42626 0.8153287039830995 NC_000003.12:185584295-185586294 465 479 - AAGACCAGCCTGGCC 

MA0007.2 MA0007.2.AR 5.0191736 0.8098526335488655 NC_000003.12:185584295-185586294 735 749 - TAGAAAATCCAGTCC 
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Table SIII. SENP3: Total 7 putative sites were predicted with relative profile score threshold 80%. 

Matrix ID Name Score Relative score Sequence ID Start End Strand Predicted sequence 

MA0007.2 MA0007.2.AR 7.2769446 0.840223861726516 NC_000017.11:7559919-7561918 957 971 + GGGTACATACTGGAG 

MA0007.2 MA0007.2.AR 6.5509624 0.8304580481996663 NC_000017.11:7559919-7561918 1011 1025 + AGGAACAGAGGCGTC 

MA0007.2 MA0007.2.AR 6.5169954 0.8300011284982737 NC_000017.11:7559919-7561918 1823 1837 + GAGAAGACAGAGCGC 

MA0007.2 MA0007.2.AR 5.941311 0.8222570983770985 NC_000017.11:7559919-7561918 197 211 + AAGGATATGGTGTCC 

MA0007.2 MA0007.2.AR 5.0172825 0.8098271942426953 NC_000017.11:7559919-7561918 1036 1050 - AGGAACGGGGAGCCA 

MA0007.2 MA0007.2.AR 4.9358163 0.8087313220436919 NC_000017.11:7559919-7561918 789 803 - GAGAAAAGAGAGAAA 

MA0007.2 MA0007.2.AR 4.455313 0.8022676600275644 NC_000017.11:7559919-7561918 393 407 - GAAAACAGGATGGCC 
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Table SIV. SENP5: Total 2 putative sites were predicted with relative profile score threshold 80%. 

Matrix ID Name Score Relative score Sequence ID Start End Strand Predicted sequence 

MA0007.2 MA0007.2.AR 6.005789 0.8231244465819206 NC_000003.12:196865920-196867919 483 497 + AAGAAAACAAAGATA 

MA0007.2 MA0007.2.AR 5.441425 0.8155326995085984 NC_000003.12:196865920-196867919 947 961 + AAGACCAGCCTGGGC 
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Table SV. SENP6: Total 4 putative site(s) were predicted with relative profile score threshold 80%. 

Matrix ID Name Score Relative score Sequence ID Start End Strand Predicted sequence 

MA0007.2 MA0007.2.AR 7.1098657 0.8379763381539111 NC_000006.12:75599880-75601879 753 767 - AAGATCAGCCTGACC 

MA0007.2 MA0007.2.AR 5.149829 0.8116101906965809 NC_000006.12:75599880-75601879 293 307 - CAGAACTATCAGAAA 

MA0007.2 MA0007.2.AR 4.5514803 0.8035612865909715 NC_000006.12:75599880-75601879 727 741 + TAGTACAGACGGGGT 

MA0007.2 MA0007.2.AR 4.315956 0.8003930474339845 NC_000006.12:75599880-75601879 1340 1354 - AAGCACAGAAAATGA 
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Table SVI. SENP7: Total 6 putative sites were predicted with relative profile score threshold 80%. 

Matrix ID Name Score Relative score Sequence ID Start End Strand Predicted sequence 

MA0007.2 MA0007.2.AR 10.489783 0.8834425296401425 NC_000003.12:c101324204-101322205 1711 1725 - AAGAACTAAGAGTTA 

MA0007.2 MA0007.2.AR 8.787593 0.8605448962363554 NC_000003.12:c101324204-101322205 827 841 - AAGTACATCTTCATC 

MA0007.2 MA0007.2.AR 6.7650466 0.8333378790048309 NC_000003.12:c101324204-101322205 621 635 + AGGTACTTCCTCTGC 

MA0007.2 MA0007.2.AR 6.3277726 0.8274557289954535 NC_000003.12:c101324204-101322205 985 999 - AGGTACAATGTCACA 

MA0007.2 MA0007.2.AR 6.080675 0.824131807185906 NC_000003.12:c101324204-101322205 1336 1350 + AAGCACAGAGTTTTA 

MA0007.2 MA0007.2.AR 5.8335857 0.8208079944202831 NC_000003.12:c101324204-101322205 1156 1170 - GAGAAAAACGTGTAT 
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Table SVII. SENP8: Total 9 putative sites were predicted with relative profile score threshold 80%. 

Matrix ID Name Score Relative score Sequence ID Start End Strand Predicted sequence 

MA0007.2 MA0007.2.AR 10.236267 0.8800322642853715 NC_000015.10:72112258-72114257 14 28 + CAGGACAGCTAGTCC 

MA0007.2 MA0007.2.AR 7.472151 0.8428497484743747 NC_000015.10:72112258-72114257 1859 1873 - AAGAAGAAAAAGAAC 

MA0007.2 MA0007.2.AR 7.231982 0.8396190335629508 NC_000015.10:72112258-72114257 1526 1540 + AAGTACACAGACTTG 

MA0007.2 MA0007.2.AR 7.076047 0.8375214133149037 NC_000015.10:72112258-72114257 461 475 + AGGTACAGAAACCTA 

MA0007.2 MA0007.2.AR 6.6538157 0.831841616757808 NC_000015.10:72112258-72114257 1823 1837 - AAGAACAAGAACCTA 

MA0007.2 MA0007.2.AR 6.427137 0.8287923637655854 NC_000015.10:72112258-72114257 1826 1840 - AAGAAGAACAAGAAC 

MA0007.2 MA0007.2.AR 5.441425 0.8155326995085984 NC_000015.10:72112258-72114257 772 786 + AAGACCAGCCTGGGC 

MA0007.2 MA0007.2.AR 5.2601457 0.81309415663752 NC_000015.10:72112258-72114257 1421 1435 - TGGGACAGTGTGCAG 

MA0007.2 MA0007.2.AR 4.5743766 0.8038692843631275 NC_000015.10:72112258-72114257 707 721 - GATTACAGGCTGAGC 
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