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Supplementary Fig. 4
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Extended Data Figure 18
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Extended Data Figure 21

Clustal format | Fasta format | MAFFT result | View | Tree | Refine dataset | Return to home

View

Reformat  to GCG, PHYLIP, MSF, NEXUS, uppercase/lowercase, etc. with Readseq

GUIDANCE2  computes the residue-wise confidence scores and extracts well-aligned residues.

Refine dataset

Phylogenetic tree

MAFFT-L-INS-i Result

CLUSTAL format alignment by MAFFT (v7.511)

BAB92012.1 MSKEKQCRPGPRVPKCSRCRNHSLKTPLKGHKRFCRWKDCHCLKCKLIVDRQRVMAAQVA
HNI_01BRAK MSKEKQCRPGPRVPKCSRCRNHSLKTPLKGHKRFCRWKDCHCLKCKLIVDRQRVMAAQVA
Hd-rR_02BR MSKEKQCRPGPRVPKCSRCRNHGLKTPLKGHKRFCRWKDCQCFKCEQIMVRQRVMAAQVA
HSOK_02BRA MSKEKQCRPGPRVPKCSRCRNHGLKTPLKGHKRFCRWKDCQCFKCEQIVVRQRVMAAQVA
           **********************.*****************:*:**: *: **********

BAB92012.1 LRRQQAQEEELGICSPEASSGPEVVVKNEAGADCLFSVEGRSGTPAPPPNPNPLSVAGSY
HNI_01BRAK LRRQQAQEEELGICSPEASSGPEVVVKNEAGADCLFSVEGRSGTPAPPPNPNPLSVAGSY
Hd-rR_02BR DRRQQAQEEELGICSPEASSGPEVVVKNEAGADCLFSVEGRSGTLAIPPSPNPLSAAGSY
HSOK_02BRA DRRQQAQEEELGICSPEASSGPEVVVKNEAGADCLFSVEGRSGTLAIPPSPNPLSAAGSY
            ******************************************* * **.*****.****

BAB92012.1 SASSSSPSAAARVYSEEASDQPLETSYYNFYQPSRYSSYYGNLYNYQQYQQMPPSDGRLS
HNI_01BRAK SASSSSPSAAARVYSEEASDQPLETSYYNFYQPSRYSSYYGNLYNYQQYQQMPPSDGRLS
Hd-rR_02BR SASSSSPSAAARVYGEEASDCLLETSYYNFYQPSRYSSYYGNLHNYQQYQQMPPSDGRLS
HSOK_02BRA SASSSSPSAAARVYGEEASDRLLETSYYNFYQPSRYSSYYGNLYNYQQYQQMPPSDGRLS
           **************.*****  *********************:****************

BAB92012.1 GHSMPSQYRMHSFYPGTAYLPQGLGSPVPPYFSLEDNDGAAASFFPSSLTSTHDSTLTYR
HNI_01BRAK GHSMPSQYRMHSFYPGTAYLPQGLGSPVPPYFSLEDNDGAAASFFPSSLTSTHDSTLTYR
Hd-rR_02BR GHSMPSQYRMHSFYPGTTYLPQGLGSPVPPYFSLEDNDDAAASFFPSSLTSTHDSTLTYR
HSOK_02BRA GHSMPSQYRMHSFYPGTTYLPQGLGSPVPPYFSLEDNDDAAASFFPSSLTSTHDSTLTYR
           *****************:********************.*********************

BAB92012.1 SISSLVNDGVKAEFESGGQPP------SSRPTP
HNI_01BRAK SISSLVNDGVKAEFESGGQPP------SSRPTP
Hd-rR_02BR SISSLVNDGVKAEFESGGQPPVFPADSMSSETK
HSOK_02BRA SISSLVNDGVKAEFESGGQPPVFPADSMSSETK
           *********************       *  * 

Method

L-INS-i (Probably most accurate, very slow)

% mafft --reorder --auto input 

References:
   Katoh et al. (2002) describes FFT-NS-1, FFT-NS-2 and FFT-NS-i.
   Katoh et al. (2005) describes G-INS-i, L-INS-i, E-INS-i and Mafft-homologs.
   Katoh and Toh (2008) describes Q-INS-i.
   Katoh and Frith (2012) describes *-fragment.
   Q-INS-i uses the McCaskill routine from the Vienna RNA package (Hofacker et al. 2003) and MXSCARNA (Tabei et al. 2008).
   Kuraku et al. (2013) outlines this web service.
   Katoh and Standley (2016) describes the VSM technique (--unalignlevel x).
   Yamada et al. (2016) explains how to build large MSAs.
   Rozewicki et al. (2019) describes the --dash option.

MAFFT home:
   https://mafft.cbrc.jp/alignment/software/
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Supplement Fig A.

Y-specific region の確定

Supplement Fig. B.
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