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[bookmark: comment_NC_000024.10]COMMENT     REFSEQ INFORMATION: The reference sequence is identical to
            CM000686.2.
            
            On Feb 3, 2014 this sequence version replaced NC_000024.9.
            Assembly Name: GRCh38.p14 Primary Assembly
            The DNA sequence is composed of genomic sequence, primarily
            finished clones that were sequenced as part of the Human Genome
            Project. PCR products and WGS shotgun sequence have been added
            where necessary to fill gaps or correct errors. All such additions
            are manually curated by GRC staff. For more information see:
            https://genomereference.org.
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[bookmark: feature_NC_000024.10]FEATURES             Location/Qualifiers
     source          1..2815
                     /organism="Homo sapiens"
                     /mol_type="genomic DNA"
                     /db_xref="taxon:9606"
                     /chromosome="Y"
     gene            1..2815
                     /gene="TSPY4"
[bookmark: _GoBack]                     /gene_synonym="TSPY10; TSPY8"
                     /note="testis specific protein Y-linked 4; Derived by
                     automated computational analysis using gene prediction
                     method: BestRefSeq,Gnomon."
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
     mRNA            join(1..550,1158..1235,1364..1475,1577..1722,1818..1910,
                     2605..2815)
                     /gene="TSPY4"
                     /gene_synonym="TSPY10; TSPY8"
                     /product="testis specific protein Y-linked 4, transcript
                     variant X1"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Gnomon. Supporting evidence
                     includes similarity to: 2 ESTs, 30 Proteins, and 96%
                     coverage of the annotated genomic feature by RNAseq
                     alignments, including 7 samples with support for all
                     annotated introns"
                     /transcript_id="XM_005272743.5"
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
     mRNA            join(1..550,1158..1235,1364..1475,1577..1722,1829..1910,
                     2605..2815)
                     /gene="TSPY4"
                     /gene_synonym="TSPY10; TSPY8"
                     /product="testis specific protein Y-linked 4"
                     /note="Derived by automated computational analysis using
                     gene prediction method: BestRefSeq."
                     /transcript_id="NM_001164471.2"
                     /db_xref="Ensembl:ENST00000426950.6"
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
     misc_RNA        join(1..550,1158..1235,1364..1475,1584..1722,1818..1910,
                     2605..2815)
                     /gene="TSPY4"
                     /gene_synonym="TSPY10; TSPY8"
                     /product="testis specific protein Y-linked 4, transcript
                     variant X3"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Gnomon. Supporting evidence
                     includes similarity to: 1 EST, and 80% coverage of the
                     annotated genomic feature by RNAseq alignments, including
                     7 samples with support for all annotated introns"
                     /transcript_id="XR_001756006.2"
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
     mRNA            join(1..550,1158..1235,1364..1475,1584..1722,1829..1910,
                     2605..2815)
                     /gene="TSPY4"
                     /gene_synonym="TSPY10; TSPY8"
                     /product="testis specific protein Y-linked 4, transcript
                     variant X2"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Gnomon. Supporting evidence
                     includes similarity to: 2 ESTs, and 96% coverage of the
                     annotated genomic feature by RNAseq alignments, including
                     9 samples with support for all annotated introns"
                     /transcript_id="XM_017030065.2"
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
     CDS             join(47..550,1158..1235,1364..1475,1577..1722,1829..1910,
                     2605..2627)
                     /gene="TSPY4"
                     /gene_synonym="TSPY10; TSPY8"
                     /note="Derived by automated computational analysis using
                     gene prediction method: BestRefSeq."
                     /codon_start=1
                     /product="testis-specific Y-encoded protein 4"
                     /protein_id="NP_001157943.1"
                     /db_xref="CCDS:CCDS48202.1"
                     /db_xref="Ensembl:ENSP00000399668.2"
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
                     /translation="MRPEGSLTYRVPERLRQGFCGVGRAAQALVCASAKEGTAFRMEA
                     VQEGAAGVESEQAALGEEAVLLLDDIMAEVEVVAEVEVVAEEEGLVERREEAQRAQQA
                     VPGPGPMTPESALEELLAVQVELEPVNAQARKAFSRQREKMERRRKPHLDRRGAVIQS
                     VPGFWANVIANHPQMSALITDEDEDMLSYMVSLEVEEEKHPVHLCKIMLFFRSNPYFQ
                     NKVITKEYLVNITEYRASHSTPIEWYPDYEVEAYRRRHHNSSLNFFNWFSDHNFAGSN
                     KIAEILCKDLWRNPLQYYKRMKPPEEGTETSGDSQLLS"
     CDS             join(47..550,1158..1235,1364..1475,1577..1722,1818..1880)
                     /gene="TSPY4"
                     /gene_synonym="TSPY10; TSPY8"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Gnomon."
                     /codon_start=1
                     /product="testis-specific Y-encoded protein 4 isoform X1"
                     /protein_id="XP_005272800.1"
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
                     /translation="MRPEGSLTYRVPERLRQGFCGVGRAAQALVCASAKEGTAFRMEA
                     VQEGAAGVESEQAALGEEAVLLLDDIMAEVEVVAEVEVVAEEEGLVERREEAQRAQQA
                     VPGPGPMTPESALEELLAVQVELEPVNAQARKAFSRQREKMERRRKPHLDRRGAVIQS
                     VPGFWANVIANHPQMSALITDEDEDMLSYMVSLEVEEEKHPVHLCKIMLFFRSNPYFQ
                     NKVITKEYLVNITEYRASHSTPIEWYPDYEVEAYRRRHHNSSLNFFNWFSDHNFAGSN
                     KIAESPDRSYVRTCGAIPCNTTRG"
     CDS             join(47..550,1158..1235,1364..1475,1584..1722,1829..1880)
                     /gene="TSPY4"
                     /gene_synonym="TSPY10; TSPY8"
                     /note="Derived by automated computational analysis using
                     gene prediction method: Gnomon."
                     /codon_start=1
                     /product="testis-specific Y-encoded protein 4 isoform X2"
                     /protein_id="XP_016885554.1"
                     /db_xref="GeneID:728395"
                     /db_xref="HGNC:HGNC:37287"
                     /translation="MRPEGSLTYRVPERLRQGFCGVGRAAQALVCASAKEGTAFRMEA
                     VQEGAAGVESEQAALGEEAVLLLDDIMAEVEVVAEVEVVAEEEGLVERREEAQRAQQA
                     VPGPGPMTPESALEELLAVQVELEPVNAQARKAFSRQREKMERRRKPHLDRRGAVIQS
                     VPGFWANVIANHPQMSALITDEDEDMLSYMVSLEVEEEKHPVHLCKIMLFFRSNPYFQ
                     NKVITKEYLVNITGLLIPLQLSGIRIMKWRPIAADTTTAALTSSTGSLTTTSQDLTRL
                     LRSYVRTCGAIPCNTTRG"
ORIGIN      
[bookmark: sequence_NC_000024.10][bookmark: _Hlk145181790]        1 ggcccttcgc gcgcagtccc ttagggggcg cctggaagcc cggcgcatgc gccctgaggg
       61 ctcgctgacc taccgggtgc cagagaggct gcggcagggt ttctgtggcg tgggtcgggc
      121 agcacaggcc ttggtgtgtg cgagtgccaa ggagggcacc gccttcagga tggaggctgt
      181 acaggagggg gcggccgggg tggagagtga gcaggcggct ttgggggagg aggcggtgct
      241 gctgttggat gacataatgg cggaggtgga ggtggtggcg gaggtggagg tggtggcgga
      301 ggaggagggc ctcgtggagc ggcgggagga ggcccagcgg gcacagcagg ctgtgcctgg
[bookmark: _Hlk145163030][bookmark: _Hlk145162910]      361 ccctgggccc atgaccccag agtctgcact ggaggagctg ctggccgttc aggtggagct
[bookmark: _Hlk145162128]      421 ggagccggtt aatgcccaag ccaggaaggc cttttctcgg cagcgggaaa agatggagcg
      481 gaggcgcaag ccccacctag accgcagagg cgccgtcatc cagagcgtcc ctggcttctg
      541 ggccaatgtt gtatccttct cagtgtttct tcggcctttc tagtggagag gtgctctcgg
      601 ggaagtgtaa gtgaccgatg ggcagctcgg cgtcgatgtg actctttggg gaacaaaggg
      661 gagttgccac ggaccagtgt ggctgtggaa agccggagca ggcgtgggta ctattgtcct
      721 gcatgcggca gagaaaccct tggtgatgcc gagcagcaga cgtttggggc atctttttga
      781 agagcagaag cgagttcaga gcggaagagg tttttcagtg aatgaagcta tttttaaggg
      841 agtgtgattg ctgccccttg ctagtccgat ctgggactgg gcgtcttcgg ctataagcag
      901 attctgccac tcctcagaca ccagcaagtc tctgcaaatc gcgcctcccc atgtcagtgc
      961 agtcagcctc agaatcatac accctctgtg aacacaggag gccttagttt acggggaggg
     1021 ggaggcgaaa ggagatcata catggaagca gatctgagaa atcccctacc ccagcctctg
     1081 ggtgctctta ggccttcttc cctgttgctc ctcgctttcc cttccatcgt gtgtaaagtc
     1141 tctttgacct aaatcagatt gcaaaccacc cccagatgtc agccctgatc actgacgaag
     1201 atgaagacat gctgagctac atggtcagcc tggaggtgag gccaggaaga ctggggctag
     1261 agggtttagc gggggagggt aagggaaata attcattcct gtaagcaaga gtgagcacct
     1321 cacccgaaaa cctatctaag ctttctccac cttgtcctga caggtggaag aagagaagca
     1381 tcctgttcat ctctgcaaga tcatgttgtt ctttcggagt aacccctact tccagaataa
     1441 agtgattacc aaggaatatc tggtgaacat cacaggtgac aggtggctcc caggatgggt
     1501 agtggaagga agatggtggg tggatcattg ccaacgggat ccagccccct tcccacaaaa
     1561 actcctgtct ctgtagaata cagggcttct cattccactc caattgagtg gtatccggat
     1621 tatgaagtgg aggcctatcg ccgcagacac cacaacagca gccttaactt cttcaactgg
     1681 ttctctgacc acaacttcgc aggatctaac aagattgctg aggtgagtcc tcactgggaa
     1741 acatgaggaa tgaccccatg tgttcccagc tgcttgggtc acctttctga gccctgatga
     1801 ggcctttccc gattgagtcc cctgacagat cctatgtaag gacctgtggc gcaatcccct
     1861 gcaatactac aagaggatga agccacctga agagggaaca gagacgtcag gtgagccgtt
     1921 agttggcact ggagctgttt gatgcccagt ataagggggt tgacacacct gcctattcag
     1981 ggagcctggg tgctcatttc agaaatgtag aaattgaggc tcctttcgta catgtagaaa
     2041 ttccttgaga ggaagacaga gagtgacaga atccaggacg ttcatggcat tgggctgaaa
     2101 aggcacgtta gagactgcac tgcaaagcgg gtgatagctg tggagtctta agcccagtga
     2161 agaatcgtcc atttccagaa tcaatgagaa gtaaagctga aaatcattca gttcagtctg
     2221 tggcacttga ttccacggct gtcaacccca ccggcagtca tcccgccaac cccatgagat
     2281 tgggctccct gaatgtgcgt cctggtcatc cttgccccaa accacaaagg actgtttaga
     2341 ttgatggatt tccttaagct gttgccccat cagacttgtg tgtgctttta gggtccagtg
     2401 catcttgtta gctgactccc ctcacagaca atactgggaa tggggcaggg attgcgcaga
     2461 acagtttgta acacgtggta ggaggaagtt taagggatca caaatgggga agggatatcc
     2521 ttttctcagc gggccccaca attgaaacat ttcaaagtat ggctcagaga aaatgcgttt
     2581 taacatgagt ttgtgtttct ctaggggact cccagttgtt gagttgaata tgatggagca
     2641 tcagatttta cctaatacag cagaactcct aaaaagttac agccatatgc aggacggcag
     2701 tactcagcat ggtcttatgc acaggaacta aaggaaaaag agatcgagtc acaaaaattc
     2761 aggaagaggg ggtaaatgtg gattgtatgg aatgaaaaat aaacattctc aagga

