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1,27572413
1,26760624
1,26760624
1,25963731
1,25181197
1,25181197
1,25181197
1,24412514
1,24412514
1,24412514
1,23657201
1,23657201
1,23657201
1,22914799
1,22914799
1,22914799
1,22914799
1,21467016
1,21467016
1,20065945



GOTERM_BP_. cellular prote 24 20 0,09 0,063 1,4 1,20065945

GOTERM_BP_. protein modit 24 20 0,091 0,063 1,4 1,20065945
GOTERM_CC . cytoplasm 62 51,7 0,074 0,063 1,1 1,20065945
GOTERM_BP_. phosphorus nr 22 18,3 0,093 0,063 1,4 1,20065945
GOTERM_BP_. phosphorus nr 22 18,3 0,095 0,065 1,4 1,18708664
GOTERM_BP_. protein metal 35 29,2 0,087 0,066 1,3 1,18045606
GOTERM_BP_. protein metal 35 29,2 0,089 0,068 1,3 1,16749109
GOTERM_CC_. cytoplasm 62 51,7 0,084 0,072 1,1 1,1426675
GOTERM_BP _. cellular prote 30 25 0,099 0,073 1,3 1,13667714
GOTERM_BP_. cellular prote 30 25 0,1 0,074 1,3 1,13076828
GOTERM_CC_. intracellular c 67 55,8 0,092 0,081 1,1 1,09151498
GOTERM_CC _. intracellular c 67 55,8 0,094 0,082 1,1 1,08618615

11 fromyour list are not in the output,



