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>NP_062695.2 N6-adenosine-methyltransferase subunit METTL3 [Mus musculus]
MSDTWSSIQAHKKQLDSLRERLQRRRKQDSGHLDLRNPEAALSPTFRSDSPVPTAPTSSGPKPSTTSVAP
ELATDPELEKKLLHHLSDLALTLPTDAVSIRLAISTPDAPATQDGVESLLQKFAAQELIEVKRGLLQDDA
HPTLVTYADHSKLSAMMGAVAEKKGLGEVAGTIAGQKRRAEQDLTTVTTFASSLASGLASSASEPAKEPA
KKSRKHAASDVDLEIESLLNQQSTKEQQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDYGT
KEECMKASDADRPCRKLHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDACVDSESPGSKEHMPS
QELALTQSVGGDSSADRLFPPQWICCDIRYLDVSILGKFAVVMADPPWDIHMELPYGTLTDDEMRRLNIP
VLQDDGFLFLWVTGRAMELGRECLNLWGYERVDEIIWVKTNQLQRIIRTGRTGHWLNHGKEHCLVGVKGN
PQGFNQGLDCDVIVAEVRSTSHKPDEIYGMIERLSPGTRKIELFGRPHNVQPNWITLGNQLDGIHLLDPD
VVARFKQRYPDGIISKPKNL
>XP_025001735.1 N6-adenosine-methyltransferase catalytic subunit [Gallus gallus]
MSDTWSSIQAHKKQLDSLRERLQRRRKQDPLGEGHFGMNHPPPFLPPGSVGSSIPTPGGVGGGSANPSTD
GGGPELAPDPALERRLLLHLADVALPLPTDAGAIRGAIDTPETPATQRMVESLLQKFAAQELIEVRRGLL
AEGPTIVTYADHSKLAAMTGAERGGDGDADVTGRKRRAEQDNPGGVGSAGTETGKEMVKKSRKQASDVDL
EIESLLSQQSTKEQQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDHGTKEECIKATGADRP
CRKLHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDACTEPTGEATAPPGREHGQELARPQPDAG
ADRLFPPQWICCDIRYLDVSILGKFAVVMADPPWDIHMELPYGTLTDDEMRRLNIPVLQDEGFLFLWVTG
RAMELGRECLNLWGYERVDEIIWVKTNQLQRIIRTGRTGHWLNHGKEHCLVGVKGNPQGFNRGLDCDVIV
AEVRSTSHKPDEIYGMIERLSPGTRKIELFGRPHNVQPNWITLGNQLDGIHLLDPDVVAQFKQHYPDGII
Score	Expect	Method	Identities	Positives	Gaps
910 bits(2351) 	0.0 	Compositional matrix adjust. 	460/588(78%) 	493/588(83%) 	30/588(5%)

Query  1    MSDTWSSIQAHKKQLDSLRERLQRRRKQD---SGHLDLRNPEAALSP-TFRSDSPVPTAP  56
            MSDTWSSIQAHKKQLDSLRERLQRRRKQD    GH  + +P   L P +  S  P P   
Sbjct  1    MSDTWSSIQAHKKQLDSLRERLQRRRKQDPLGEGHFGMNHPPPFLPPGSVGSSIPTPGGV  60

Query  57   TSSGPKPSTTSVAPELATDPELEKKLLHHLSDLALTLPTDAVSIRLAISTPDAPATQDGV  116
                  PST    PELA DP LE++LL HL+D+AL LPTDA +IR AI TP+ PATQ  V
Sbjct  61   GGGSANPSTDGGGPELAPDPALERRLLLHLADVALPLPTDAGAIRGAIDTPETPATQRMV  120

Query  117  ESLLQKFAAQELIEVKRGLLQDDAHPTLVTYADHSKLSAMMGAVAEKKGLGEVAGTIAGQ  176
            ESLLQKFAAQELIEV+RGLL +   PT+VTYADHSKL+AM GA  E+ G G+    + G+
Sbjct  121  ESLLQKFAAQELIEVRRGLLAEG--PTIVTYADHSKLAAMTGA--ERGGDGDA--DVTGR  174

Query  177  KRRAEQDLTTVTTFASSLASGLASSASEPAKEPAKKSRKHAASDVDLEIESLLNQQSTKE  236
            KRRAEQD             G+ S+ +E  KE  KKSRK A SDVDLEIESLL+QQSTKE
Sbjct  175  KRRAEQDN----------PGGVGSAGTETGKEMVKKSRKQA-SDVDLEIESLLSQQSTKE  223

Query  237  QQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDYGTKEECMKASDADRPCRK  296
            QQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCD+GTKEEC+KA+ ADRPCRK
Sbjct  224  QQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDHGTKEECIKATGADRPCRK  283

Query  297  LHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDACVD----SESPGSKEHMPSQE  352
            LHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDAC +    + +P  +EH   QE
Sbjct  284  LHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDACTEPTGEATAPPGREH--GQE  341

Query  353  LALTQSVGGDSSADRLFPPQWICCDIRYLDVSILGKFAVVMADPPWDIHMELPYGTLTDD  412
            LA  Q    D+ ADRLFPPQWICCDIRYLDVSILGKFAVVMADPPWDIHMELPYGTLTDD
Sbjct  342  LARPQP---DAGADRLFPPQWICCDIRYLDVSILGKFAVVMADPPWDIHMELPYGTLTDD  398

Query  413  EMRRLNIPVLQDDGFLFLWVTGRAMELGRECLNLWGYERVDEIIWVKTNQLQRIIRTGRT  472
            EMRRLNIPVLQD+GFLFLWVTGRAMELGRECLNLWGYERVDEIIWVKTNQLQRIIRTGRT
Sbjct  399  EMRRLNIPVLQDEGFLFLWVTGRAMELGRECLNLWGYERVDEIIWVKTNQLQRIIRTGRT  458

Query  473  GHWLNHGKEHCLVGVKGNPQGFNQGLDCDVIVAEVRSTSHKPDEIYGMIERLSPGTRKIE  532
            GHWLNHGKEHCLVGVKGNPQGFN+GLDCDVIVAEVRSTSHKPDEIYGMIERLSPGTRKIE
Sbjct  459  GHWLNHGKEHCLVGVKGNPQGFNRGLDCDVIVAEVRSTSHKPDEIYGMIERLSPGTRKIE  518

Query  533  LFGRPHNVQPNWITLGNQLDGIHLLDPDVVARFKQRYPDGIISKPKNL  580
            LFGRPHNVQPNWITLGNQLDGIHLLDPDVVA+FKQ YPDGIISKPKN+
Sbjct  519  LFGRPHNVQPNWITLGNQLDGIHLLDPDVVAQFKQHYPDGIISKPKNM  566





METTL14

>NP_964000.2 N6-adenosine-methyltransferase non-catalytic subunit [Mus musculus]
MDSRLQEIRERQKLRRQLLAQQLGAESADSIGAVLNSKDEQREIAETRETCRASYDTSAPNSKRKCLDEG
ETDEDKVEEYKDELEMQQEEENLPYEEEIYKDSSTFLKGTQSLNPHNDYCQHFVDTGHRPQNFIRDVGLA
DRFEEYPKLRELIRLKDELIAKSNTPPMYLQADIEAFDIRELTPKFDVILLEPPLEEYYRETGITANEKC
WTWDDIMKLEIDEIAAPRSFIFLWCGSGEGLDLGRVCLRKWGYRRCEDICWIKTNKNNPGKTKTLDPKAV
FQRTKEHCLMGIKGTVKRSTDGDFIHANVDIDLIITEEPEIGNIEKPVEIFHIIEHFCLGRRRLHLFGRD
STIRPGWLTVGPTLTNSNYNAETYASYFSAPNSYLTGCTEEIERLRPKSPPPKSKSDRGGGAPRGGGRGG
TSAGRGRERNRSNFRGERGGFRGGRGGTHRGGFTPR

>NP_001026319.1 N6-adenosine-methyltransferase non-catalytic subunit [Gallus gallus]
MNSRLQEIRERQKLRRQLLAQQLGAENADSIGAVLNSKDDQREIAETRETCRASYDTSAPNAKRKYPDEG
EADEEEIEEYKDEVELQQDEENLPYEEEIYKDSSTFLKGTQSLNPHNDYCQHFVDTGHRPQNFIRDVGLA
DRFEEYPKLRELIRLKDELISKSNTPPMYLQADLEAFDIRELKSKFDVILLEPPLEEYYRETGITANEKC
WTWDDIMKLEIEEIAAPRSFVFLWCGSGEGLDLGRVCLRKWGYRRCEDICWIKTNKNNPGKTKTLDPKAV
FQRTKEHCLMGIKGTVRRSTDGDFIHANVDIDLIITEEPEIGNIEKPVEIFHIIEHFCLGRRRLHLFGRD
STIRPGWLTVGPTLTNSNFNAETYSSYFTAPNSHLTGCTEEIERLRPKSPPPKSKSDRGGGAPRGGGRGG
TSAGRGERGRERNRTNFRGERGGFRGGRGGTHRGGFPTR

Query  1    MDSRLQEIRERQKLRRQLLAQQLGAESADSIGAVLNSKDEQREIAETRETCRASYDTSAP  60
            M+SRLQEIRERQKLRRQLLAQQLGAE+ADSIGAVLNSKD+QREIAETRETCRASYDTSAP
Sbjct  1    MNSRLQEIRERQKLRRQLLAQQLGAENADSIGAVLNSKDDQREIAETRETCRASYDTSAP  60

Query  61   NSKRKCLDEGETDEDKVEEYKDELEMQQEEENLPYEEEIYKDSSTFLKGTQSLNPHNDYC  120
            N+KRK  DEGE DE+++EEYKDE+E+QQ+EENLPYEEEIYKDSSTFLKGTQSLNPHNDYC
Sbjct  61   NAKRKYPDEGEADEEEIEEYKDEVELQQDEENLPYEEEIYKDSSTFLKGTQSLNPHNDYC  120

Query  121  QHFVDTGHRPQNFIRDVGLADRFEEYPKLRELIRLKDELIAKSNTPPMYLQADIEAFDIR  180
            QHFVDTGHRPQNFIRDVGLADRFEEYPKLRELIRLKDELI+KSNTPPMYLQAD+EAFDIR
Sbjct  121  QHFVDTGHRPQNFIRDVGLADRFEEYPKLRELIRLKDELISKSNTPPMYLQADLEAFDIR  180

Query  181  ELTPKFDVILLEPPLEEYYRETGITANEKCWTWDDIMKLEIDEIAAPRSFIFLWCGSGEG  240
            EL  KFDVILLEPPLEEYYRETGITANEKCWTWDDIMKLEI+EIAAPRSF+FLWCGSGEG
Sbjct  181  ELKSKFDVILLEPPLEEYYRETGITANEKCWTWDDIMKLEIEEIAAPRSFVFLWCGSGEG  240

Query  241  LDLGRVCLRKWGYRRCEDICWIKTNKNNPGKTKTLDPKAVFQRTKEHCLMGIKGTVKRST  300
            LDLGRVCLRKWGYRRCEDICWIKTNKNNPGKTKTLDPKAVFQRTKEHCLMGIKGTV+RST
Sbjct  241  LDLGRVCLRKWGYRRCEDICWIKTNKNNPGKTKTLDPKAVFQRTKEHCLMGIKGTVRRST  300

Query  301  DGDFIHANVDIDLIITEEPEIGNIEKPVEIFHIIEHFCLGRRRLHLFGRDSTIRPGWLTV  360
            DGDFIHANVDIDLIITEEPEIGNIEKPVEIFHIIEHFCLGRRRLHLFGRDSTIRPGWLTV
Sbjct  301  DGDFIHANVDIDLIITEEPEIGNIEKPVEIFHIIEHFCLGRRRLHLFGRDSTIRPGWLTV  360

Query  361  GPTLTNSNYNAETYASYFSAPNSYLTGCTEEIERLR  396
            GPTLTNSN+NAETY+SYF+APNS+LTGCTEEIERLR
Sbjct  361  GPTLTNSNFNAETYSSYFTAPNSHLTGCTEEIERLR  396
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---
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-
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Sbjct  1    MSDTWSSIQAHKKQLDSLRERLQRRRKQDPLGEGHFGMNHPPPFLPPGSVGSSIPTPGGV  
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y  57   TSSGPKPSTTSVAPELATDPELEKKLLHHLSDLALTLPTDAVSIRLAISTPDAPATQDGV  
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Sbjct  224  QQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDHGTKEECIKATGADRPCRK  
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Query  297  LHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDACVD


----


SESPGSKEHMPSQE  
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Conservation between Chicken and mouse METTL3 and METTL14      >NP_062695.2 N6 - adenosine - methyltransferase subunit METTL3 [Mus musculus]   MSDTWSSIQAHKKQLDSLRERLQRRRKQDSGHLDLRNPEAALSPTFRSDSPVPTAPTSSGPKPSTTSVAP   ELATDPELEKKLLHHLSDLALTLPTDAVSIRLAISTPDAPATQDGVESLLQKFAAQELIEVKRGLLQDDA   HPTLVTYADHSKLSAMMGAVAEKKGLGEVAGTIAGQKRRAEQDLTTVTTFASSLASGLASSASEPAKEPA   KKSRKHAASDVDLEIESLLNQQSTKEQQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDYGT   KEECMKASDADRPCRKLHFRRIINKHTDESLGDCSFLNTCFHM DTCKYVHYEIDACVDSESPGSKEHMPS   QELALTQSVGGDSSADRLFPPQWICCDIRYLDVSILGKFAVVMADPPWDIHMELPYGTLTDDEMRRLNIP   VLQDDGFLFLWVTGRAMELGRECLNLWGYERVDEIIWVKTNQLQRIIRTGRTGHWLNHGKEHCLVGVKGN   PQGFNQGLDCDVIVAEVRSTSHKPDEIYGMIERLSPGTRKIELFGRPHNVQPNWITLGNQLDGIHLLDPD   VVARFKQRYPDGIIS KPKNL   >XP_025001735.1 N6 - adenosine - methyltransferase catalytic subunit [Gallus  gallus]   MSDTWSSIQAHKKQLDSLRERLQRRRKQDPLGEGHFGMNHPPPFLPPGSVGSSIPTPGGVGGGSANPSTD   GGGPELAPDPALERRLLLHLADVALPLPTDAGAIRGAIDTPETPATQRMVESLLQKFAAQELIEVRRGLL   AEGPTIVTYADHSKLAAMTGAERGGDG DADVTGRKRRAEQDNPGGVGSAGTETGKEMVKKSRKQASDVDL   EIESLLSQQSTKEQQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDHGTKEECIKATGADRP   CRKLHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDACTEPTGEATAPPGREHGQELARPQPDAG   ADRLFPPQWICCDIRYLDVSILGKFAVVMADPPWDIHMELPYGTLTDDEMRRLNIPVLQDEGFLFLWVTG   RAMELGRECLNLWGYERVDEIIWVKTNQLQRIIRTGRTGHWLNHGKEHCLVGVKGNPQGFNRGLDCDVIV   AEVRSTSHKPDEIYGMIERLSPGTRKIELFGRPHNVQPNWITLGNQLDGIHLLDPDVVAQFKQHYPDGII   Score   Expect   Method   Identities   Positives   Gaps   910 bits(2351)    0.0    Compositional matrix adjust.    460/588(78%)    49 3/588(83%)    30/588(5%)     Query  1    MSDTWSSIQAHKKQLDSLRERLQRRRKQD --- SGHLDLRNPEAALSP - TFRSDSPVPTAP   56                MSDTWSSIQAHKKQLDSLRERLQRRRKQD    GH  + +P   L P +  S  P P      Sbjct  1    MSDTWSSIQAHKKQLDSLRERLQRRRKQDPLGEGHFGMNHPPPFLPPGSVGSSIPTPGGV   60     Quer y  57   TSSGPKPSTTSVAPELATDPELEKKLLHHLSDLALTLPTDAVSIRLAISTPDAPATQDGV   116                      PST    PELA DP LE++LL HL+D+AL LPTDA +IR AI TP+ PATQ  V   Sbjct  61   GGGSANPSTDGGGPELAPDPALERRLLLHLADVALPLPTDAGAIRGAIDTPETPATQRMV   120     Query  117    ESLLQKFAAQELIEVKRGLLQDDAHPTLVTYADHSKLSAMMGAVAEKKGLGEVAGTIAGQ   176                ESLLQKFAAQELIEV+RGLL +   PT+VTYADHSKL+AM GA  E+ G G+    + G+   Sbjct  121  ESLLQKFAAQELIEVRRGLLAEG -- PTIVTYADHSKLAAMTGA -- ERGGDGDA -- DVTGR   174     Query  177  KRRAEQDLTTVTTFASSLASGLAS SASEPAKEPAKKSRKHAASDVDLEIESLLNQQSTKE   236                KRRAEQD             G+ S+ +E  KE  KKSRK A SDVDLEIESLL+QQSTKE   Sbjct  175  KRRAEQDN ---------- PGGVGSAGTETGKEMVKKSRKQA - SDVDLEIESLLSQQSTKE   223     Query  237  QQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDYGTKEECMK ASDADRPCRK   296                QQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCD+GTKEEC+KA+ ADRPCRK   Sbjct  224  QQSKKVSQEILELLNTTTAKEQSIVEKFRSRGRAQVQEFCDHGTKEECIKATGADRPCRK   283     Query  297  LHFRRIINKHTDESLGDCSFLNTCFHMDTCKYVHYEIDACVD ---- SESPGSKEHMPSQE   352  

