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Unlike ENA1 and SHC1, these new atkaline response genes are
not induced by high salinity.
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Cell cycle commitment is associated not only with major
alterations in gene expression but also with highly
polarized cell growth ; the mitogen- activated protein
kinase ( MAPK ) Sit2 is required to maintain cell wall
integrity during periods of polarized growth and cell wall
stress .

] MAjor alterations. n gene expression
g highly polarized ceif growth
arg2 Cell cycle commitment
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