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1st Amino Acid Sequence; m-Msi1 (363 aa) 

2nd Amino Acid Sequence; m-Msi2 (346 aa) 

 

Analyzed by Genetyx 7 

[67.131% / 359 aa] 

 

      1'  METDAPQPG LASPDSPHDP CKMFIGGLSW QTTQEGLREY FGQFGEVKEC LVMRDPLTKR  
             ..* ..  .. **.***  ********* **....**.* *..***..** .***** ***  
      1" MEANGSPGTS GSANDSQHDP GKMFIGGLSW QTSPDSLRDY FSKFGEIREC MVMRDPTTKR  
 
     60' SRGFGFVTFM DQAGVDKVLA QSRHELDSKT IDPKVAFPRR AQPKMVTRTK KIFVGGLSVN  
         *********  *.*.*****. *..******* ********** ********** ********.*  
     61" SRGFGFVTFA DPASVDKVLG QPHHELDSKT IDPKVAFPRR AQPKMVTRTK KIFVGGLSAN  
 
    120' TTVEDVKHYF EQFGKVDDAM LMFDKTTNRH RGFGFVTFES EDIVEKVCEI HFHEINNKMV  
         *.*****.** ******.*** ********** *********. **.******* **********  
    121" TVVEDVKQYF EQFGKVEDAM LMFDKTTNRH RGFGFVTFEN EDVVEKVCEI HFHEINNKMV  
 
 
    180' ECKKAQPKEV MSPTGSARGR SRVMPYGMDA FMLGIGMLGY PGFQATTYAS RSYTGLAPGY  
         ********** * *.* .*** .* .**.*** ****.***** *.* ..** . *.*.*.**.*  
    181" ECKKAQPKEV MFPPG-TRGR ARGLPYTMDA FMLGMGMLGY PNF-VATY-G RGYPGFAPSY  
 
 
    240' TYQFPEFRVE RSPLPSAPVL PELTAIPLTA YGPMAAAAAA AAVVRGTGSH PWTMAPPPGS  
         .****.*...      .*... ..  .  *.. *.. .. .*. *.               *.**  
    238" GYQFPGFPAA AYGPVAAAAV AAARGSVLNS YSAQPNFGAP AS-------- ------PAGS  
 
 
    300' TPSRTGGFLG TTSPGPMAEL YGAANQDSGV SSYISAASPA PSTGFGHSLG GPLIATAFTN  
         .*.*.*** * ..****.*.* **.*.***** ..*******. *..****... **********  
    284" NPARPGGFPG ANSPGPVADL YGPASQDSGV GNYISAASPQ PGSGFGHGIA GPLIATAFTN  
 
    360' GYH 
         *** 
    344" GYH 
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Supplemental FigS 2. 

Msi1 and Msi2 amino acid sequence alignments. The rectangle indicates the 

N-terminal domain including RRM, which is highly conserved between Msi1 and 

Msi2. Cdel indicates each Msi1 C-terminal deletion, and lines with arrows indicate 

the position of deletion in Msi1. 


