Conceptual translation of Homo sapiens TMEM39B, transcript variant 1, mRNA (NM_018056.4)
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KHSRP binding site

exl|ex2 SFRS9 binding site
isol N-term YBX1 binding site

ex2|ex3
serine-rich region

transmembrane region 1

ex3|ex4

transmembrane region 2
M alt N-term (iso2)
exd|ex5

transmembrane region 3

[leucine coiled coil]
[F..Y motif]

ex5|ex6, M alt N-term (iso3/4)
transmembrane region 4

found elsewhere in human genome

transmembrane region 5

ex6 | ex7
transmembrane region 6

gacctgctgcacaaggccgccgeccatectgggetgttggeag: gtggacccagcgetg
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stem loop

agagacctggaccaccgtttctcctgagececctggggtcacctcagggacagegteccagge
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ttcagccaagggctccctggcaaggggectgttgggtagaagtggtggtgggggggacaaa
agacaaaaaaatccaccagagctttgtatttttgttacgtactgtttctttgataattga

tgtgataaggaaaaaagtcctatttttatactcccaa
gcctgtgtectgtggttettttecttegtgtgtgtgagacctattacagaggtgtgg
gattctggtttaggaagccccaacatgtggcttctgaagectectgtgggtactgecttet
tcagtagagaggagatgagaaggcactggaggccacgggagcagtgatagctactgcgaa
ctgaatgctcactgtgtgccagatgctgectectgtgtgtatttcaggecttgecttaatet
aacttttatgacaaccctaggaggaaagtgctatcactccaatggatgaagaactggage
tcagagagttatagtgacttgcccgtagtaacacagctaggaagtggtagagctggacat
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cgaggtgggcagatcactgaaagccaggagttcgagaccagecctggccaagatggcaaaa
ccccatctctactaaaaatataaaaattagccaggtgtggtggecgcatgtecggtagteee
agctacttggaaggctgagccacgagaatcgcttgaacctggaggcaggggttgcagtga
gctgagatcgcgccattacactccagecctgggtgacagagcaagatgectgtctcaaaaaa
aataaaataaggccgggcgccatggctcacacctgtaate
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transmembrane region 7
[F.F.F.F]

found elsewhere in human genome
transmembrane region 8

found elsewhere in human genome
SFRS13A binding site

miR-1290, miR-4450, MiRNA-520d-5p
KHDRBS3 binding site
ELAVL1 binding site

extended 3’ UTR using BLAT

poly-A signal






