Mining and analysis of homologous proteins of
TET enzymes
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Protein Abundance Histogram

M.musculus - Whole organism (Integrated) protein abundance (ppm) [Tet2 marked red]
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RecName: Full=Methylcytosine dioxygenase TET2; AltName: Full=Protein Ayu17-449 [Mus musculus] Mus musculus 1296 1296 100% 0.0 100.00% 1912 Q4JK59.3
RecName: Full=Methylcytosine dioxygenase TET2 [Homo sapiens] Homo sapiens 680 680 100% 0.0 59.94% 2002 QBN021.3
RecName: Full=Methylcytosine dioxygenase tet3-A [Xenopus laevis] Xenopus laevis 240 335 39% 1e-66 62.01% 1925 AOQATL8GSAZ2.1

RecName: Full=Methylcytosine dioxygenase tet3 [Xenopus tropicalis] Xenopus tropicalis 238 336 39% 9e-66 62.57% 1901 A0JP82.1

]\'2 :wﬁ*ﬁ RecName: Full=Methylcytosine dioxygenase TET3 [Mus musculus] Mus musculus 235 332 39% 7e-65 63.13% 1803 Q8BGE7.4
- RecName: Full=Methylcytosine dioxygenase TET3 [Homo sapiens] Homo sapiens 234 331 47% 2e-64 52.16% 1795 0431514
RecName: Full=Methylcytosine dioxygenase tet3-B [Xenopus laevis] Xenopus laevis 232 329 39% 6e-64 61.45% 1915 K9JHZ4.1

RecName: Full=Methylcytosine dioxygenase TET1; AltName: Full=CXXC-type zinc finger protein 6; AltName: ... Homo sapiens 231 333 47% 1e-63 52.10% 2136 Q8NFU7.2

I*E:gjj RecName: Full=Methylcytosine dioxygenase TET1; AltName: Full=CXXC-type zinc finger protein 6; AltName: ... Mus musculus 205 294 40% 1e-54 50.46% 2039 Q3URK3.3
/ RecName: Full=Methylcytosine dioxygenase TET; AltName: Full=DNA 6mA demethylase; AltName: Full=DNA ... Drosophila mela... 191 274 41% 6e-50 48.95% 2860 MSNEY8.1
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DOI: (10.1021/ja500979K)
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Scientific Max otal Query E Per. Acc. for to New

Descripti i
I-‘-l\dbE PS I _BLAST eserpien Name Score Score Cover value Ident Len Accession | oo | | dde
v v hd hd v hd v
B 5 blast PSSM

RecName: Full=Methylcytosine dioxygenase TET; AltName: Full=DNA 6mA demethylase; Al... Drosophilam... 287 393 72% 1e-82 32.30% 2860 MONEYS8.1

FFAERE

: Eﬁ RecName: Full=Methylcytosine dioxygenase TET2; AltName: Full=Protein Ayu17-449 [Mus ... Mus musculus 948 948 100% 0.0 100.00% 1912 Q4JK59.3 (]

n‘ 'E\ — RecName: Full=Methylcytosine dioxygenase TET2 [Homo sapiens] Homo sapiens 914 914 100% 0.0 59.08% 2002 QBN021.3 /]

RecName: Full=Methylcytosine dioxygenase TET3 [Homo sapiens] Homo sapiens 445 445 100% 3e-138 32.46% 1795 0431514 (/)

(o = RecName: Full=Methylcytosine dioxygenase TET3 [Mus musculus] Mus musculus 344 470 51% 2e-102 49.40% 1803 Q8BG87.4 (/]
E{M 5 E{? RecName: Full=Methylcytosine dioxygenase TET1; AltName: Full=CXXC-type zinc finger pr... Homo sapiens 344 465 60% 2e-102 43.22% 2136 QB8NFU7.2 Q
RecName: Full=Methylcytosine dioxygenase tet3-A [Xenopus laevis] Xenopus laevis 329 448 47% 4e-97 50.65% 1925 AOQA1L8GSA2.1 Q

RecName: Full=Methylcytosine dioxygenase tet3-B [Xenopus laevis] Xenopus laevis 329 451 52% 6e-97 53.99% 1915 K9JHZ4.1 Q

RecName: Full=Methylcytosine dioxygenase tet3 [Xenopus tropicalis] Xenopus tropi... 326 453 53% 5e-96 52.65% 1901 AQJP82.1 0

]

]

RecName: Full=Methylcytosine dioxygenase TET1; AltName: Full=CXXC-type zinc finger pr... Mus musculus 281 393 59% 1e-80 44.19% 2039 Q3URK3.3

RecName: Full=Protein piccolo; AltName: Full=Aczonin; AltName: Full=Multidomain presyn... Rattus norveg... 63.3 118 24% 6e-09 26.67% 5085 Q9JKS6.1
RecName: Full=Protein piccolo; AltName: Full=Aczonin; AltName: Full=Brain-derived HLMN... Mus musculus  62.5 625 39% 1e-08 22.99% 5068 Q9QYX7.4

Y B RecName: Full=Nik-related protein kinase; AltName: Full=Nck-interacting kinase-like embry... Mus musculus 56.3 56.3 27% 6e-07 15.43% 1455 QIR0G8.2
]2 :wﬁ*ﬁ RecName: Full=Protein piccolo; AltName: Full=Aczonin [Homo sapiens] Homo sapiens 54.0 104 35% 4e-06 24.76% 5142 Q9Y6V0.5
RecName: Full=Pollen-specific leucine-rich repeat extensin-like protein 1; Short=AtPEX1; S... Arabidopsis th... 52.9 52.9 24% 7e-06 20.69% 956 QILJ64.1

RecName: Full=Protein lifeguard 1; AltName: Full=Glutamate [NMDA] receptor-associated p...Homo sapiens  52.1 52.1 22% 8e-06 26.09% 371 Q7Z429.1

RecName: Full=Protein lifeguard 1; AltName: Full=Glutamate [NMDA] receptor-associated p...Bos taurus 51.7 517 23% 9e-06 26.24% 366 Q32L53.1

I*E;gjj RecName: Full=Protein piccolo; AltName: Full=Aczonin [Gallus gallus] EEEHBEE' Gallus gallus 529 104 33% 9e-06 19.89% 5120 Q9PU36.1

RecName: Full=COPII coat assembly protein sec16; AltName: Full=Protein transport protein.§. 50.2 35% 6e-05 20.61% 1835 A1DLN3.1

RecName: Full=Axotactin; Flags: Precursor [Drosophila melanogaster] Drosophila m... 49.8 49.8 32% 8e-05 16.98% 2179 MO9PEG5.1

RecName: Full=Stress response protein nst1 [Aspergillus niger CBS 513.88] Eﬂﬂ% Aspergillus ni... | 49.4 494 59% 8e-05 19.02% 1201 A2R7P5.1
RecName: Full=Stress response protein NST1 [Coccidioides immitis RS] ¥R & 474 471 32% 4e-04 19.05% 1235 QIE1H4.2
RecName: Full=Global transcription regulator sge1 [Fusarium fujikuroi IMI 582831)(417&% Fusarium fujik...| 45.9 459 15% 6e-04 28.26% 333 SOE3HO0.1

46.3 35% 8e-04 18.94% 1832 Q4WD95.1
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