>TRINITY_DN7468_c0_g1_i4 len=1728 path=[1:0-705 4:706-820 7:821-897
11:898-910 27:911-1095 28:1096-1632 29:1633-1727]
Length=1728

Score = 97.1 bits (240), Expect = 1e-21, Method: Compositional matrix adjust.
Identities = 78/220 (35%), Positives = 128/220 (58%), Gaps = 11/220 (5%)
Frame = -3

Query	12	EFDIIKKYCIYIGNIPFFASKNDVVVKFAEYGETCNIYMQSNKPHCDVKPAIVRYRSRKS	71
+FD +K   +YIGNIP  ASK D+ +   EYG+   I    N+ H  VK A VR+   +S
Sbjct	1549	KFDQMKNKIVYIGNIPLGASKKDIFMLLEEYGKIFTI--SENQNHA-VKTAYVRFCDPES	1379

Query	72	VDKSLCLNNSKFGNTIILIVlplslpysryllTYDTCIVVY—INDKNSCKTSMAELYDEF	129
VDK L  NN+ +   +ILIV  +++PYS YLL  +T ++V    +KN     ++ +++ F
Sbjct	1378	VDKCLEKNNTTYCESILIVKRMAMPYSYYLLPVETTVLVSTELQEKN---ITLKDIHGIF	1208

Query	130	QKIGDIQNMFKTTNNMIYINFESEKSMQLSLATKPFLINNNIFKIKKVERNINMCGLNSE	189
+ G++  + + T+   +Y++F SE+S Q+SL+ +   I     K+ ++ RNIN    + E
Sbjct	1207	KCFGELFCILQRTDTFVYVSFCSEESAQISLS-RSIKIGGCPIKVGQIYRNINCRLFDIE	1031

Query	190	SQDFSTN--LKKKLLYNRSIGIFGLPSNATEERIAQIFSR	227
 +   T  +  K+++Y R +GIFGL    TE  IA+ FS+
Sbjct	1030	YKINQTTEAIIKEMVYPRCLGIFGLSKETTETSIAKHFSK 911

In silico identification of the putative Aedes japonicus male-determining factor Nix. Pairwise protein-to-nucleotide sequence alignment obtained via tBLASTn search against the de novo assembled Ae. japonicus male transcriptome. The Ae. aegypti NIX protein was used as a query against the subject transcript TRINITY_DN7468_c0_g1_i4 (Frame -3). The alignment highlights the structural conservation within the RNA-binding regions (~35% identity, ~58% positives), despite the rapid evolutionary divergence typical of mosquito upstream M-locus primary signals. In the alignment schematic, identity matches are indicated by the respective amino acid letters, conservative substitutions are denoted by plus (+) signs, and mismatching positions or gaps are represented by empty spaces.

>TRINITY_DN2596_c1_g1_i2 len=1479 path=[3:0-541 4:542-688 5:689-691
6:692-810 7:811-961 8:962-1355 9:1356-1396 11:1397-1478]
Length=1479

Score = 94.4 bits (233), Expect = 7e-21, Method: Compositional matrix adjust.
Identities = 74/217 (34%), Positives = 125/217 (58%), Gaps = 7/217 (3%)
Frame = -1

Query	12	EFDIIKKYCIYIGNIPFFASKNDVVVKFAEYGETCNIYMQSNKPHCDVKPAIVRYRSRKS	71
+F+ +K   +YIGNIP  ASK D+ +   EYG+   I    N+ H  VK A VR+   +S
Sbjct	1449	KFNQMKNKIVYIGNIPLGASKKDIFLLLEEYGKIFTI--SENRNH-AVKTAYVRFCDPES	1279

Query	72	VDKSLCLNNSKFGNTIILIVlplslpysryllTYDTCIVVYINDKNSCKTSMAELYDEFQK	131
VDK L  NN+ +   +ILIV  +++PYS YLL  +T ++V + +      ++ +++  F+
Sbjct	1278	VDKCLEKNNTTYCESILIVKKMAMPYSYYLLPVETTVLVSTELQEN--NITLKDIHSMFKC	1102

Query	132	IGDIQNMFKTTNNMIYINFESEKSMQLSLATKPFLINNNIFKIKKVERNINMCGLNSESQ	191
 G++  + + T+  +Y++F SE+S Q+SL+ +   I     K+ ++ RNIN    + E +
Sbjct	1101	FGELFCILQRTDTFVYVSFCSEQSAQISLS-RSIKIGGCPIKVGQIYRNINCRLFДVEYK	925

Query	192	DFSTN--LKKKLLYNRSIGIFGLPSNATEERIAQIFS	226
   T  + K+++Y R +G+FGL    TE  IA+  FS
Sbjct	924	INQTTEAIIKQMVYPRCLGVFGLSQETTETSIAKHFS	814

In silico identification of the putative Aedes koreicus male-determining factor Nix. Pairwise protein-to-nucleotide sequence alignment obtained via tBLASTn search against the de novo assembled Ae. koreicus male transcriptome. The Ae. aegypti NIX protein was used as a query against the subject transcript TRINITY_DN2596_c1_g1_i2 (Frame -1). The alignment documents a conserved sequence similarity profile within the core regions (~34% identity, ~58% positives), tracking the expected evolutionary divergence of the upstream M-locus signal within the Aedes genus. In the alignment schematic, identity matches are indicated by the respective amino acid letters, conservative substitutions are denoted by plus (+) signs, and mismatching positions or gaps are represented by empty spaces.
