






Andreas Kroh
Hervorheben

Andreas Kroh
Notiz
please provide more details



Andreas Kroh
Hervorheben
replace "and" by "consisting of"

Andreas Kroh
Hervorheben
which insert size was targeted?

Andreas Kroh
Hervorheben
the whole genome or the mitogenome?

Andreas Kroh
Hervorheben
why this species rather than the available mitogenomes of one of the other diadematids?

Andreas Kroh
Hervorheben
remove blank from URL

Andreas Kroh
Hervorheben
please provide a coverage graph too



Andreas Kroh
Hervorheben
the mitogenome is circular - thus this information is useless unless you mention what you defined as zero 

Andreas Kroh
Hervorheben
replace by "echinoids"

Andreas Kroh
Hervorheben
replace by "echinoids"

Andreas Kroh
Hervorheben
replace by "are"

Andreas Kroh
Hervorheben

Andreas Kroh
Notiz
what was used - the complete nucleotid sequence?, just the protein coding regions?, tRNAs + rRNAs + CDS?, or ...?



Andreas Kroh
Hervorheben
please add references to the original papers that published the mitogenome sequences used in your analysis

Andreas Kroh
Hervorheben
in italics please

Andreas Kroh
Hervorheben
why? did you run a ModelTest?

Andreas Kroh
Hervorheben
see above






















