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 Table s2. Comparing TSS prediction results for 21 genes with promoters of
                TATA or unknown type by TSSW  and  PromH

Total  estimation of TSS
predictions for  21 genes

ol-H
BE

r-M
LC

1V

h-M
YF4

m
-M

YO
G

r-PGAM2

ol-H
BG

G

True (reasonable)

False – positive

False - negative
TSS predicted
by  TSSW

not
found

not
found

-1066 -862 not
found

not
found

15 3 6

TSS predicted
by PromoterH

-10 +4 -27 -2 -1 -531 21 0 0

Putative TSSs, predicted from -300 to +100 (in relation to the annotated TSS), but always
before CDS start, are beleved as true or reasonable predictions and are shown in bold.
1Predicted TSS position is given in relation to CDS start (TSS was not annotated).
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  Table s4. Comparing TSS prediction results for 40 genes with annotated
                 TATA-less promoters by TSSW  and  PromH

Total estimation of
TSS predictions for

40 genes

h-ABC
D

2  (15)

h-neu4  (74)

m
-U

TN
   (76)

h-B29  (43)

h-HIC-1  (61)

True (reasonable)

False - positive

False - negative

TSS predicted
by  TSSW

-2550 -1104 -458 not
found

-798 22 6 10

TSS predicted
by    PromH

+1 -1 -44 +1 +4 27 2 9

    Putative TSSs, predicted  from -300 to +150 (in relation to the annotated TSS),
    but always before CDS start, are believed as true or reasonable predictions  (are
    given in bold).
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