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Reviewer 1

As suggested by the reviewer the two corrections are made on lines 1726-1729 “showed the
maximum” number of............... and “A notable”..................l

Reviewer 2

1) In Fig. 2A, only the conserved regions are shown. The non conserved blocks are not shown;
(mentioned in the legend at the bottom of the figures). Therefore, the numbers are correct and it
is only 125-178. After 178 since there are no conserved blocks, there is big jump in the
alignment numbers. The full alignment is shown below without any break in the numbers for the
Referee’s kind perusal.

2) The organism’s full name is written when it appears for the first time in the text (Escherichia
coli in the abstract and Thermus aquaticus and Pyrococcus furiosus in the introduction part).

3) For each DNA polymerase family, different microorganisms are selected for comparison in
prokaryotes. This is to show diverse group of microorganisms still have the same conserved set
of amino acids in the active sites. Secondly insertion or deletion of even one amino acid is
enough to miss the conserved blocks. This is exemplified in my article that appeared in Indian
Journal of Biotechnology using invertases and polygalacturonases as examples.

Ref: Palanivelu P. [2007] Multiple sequence analysis of polygalacturonases and invertases
and phase shift in conserved motifs. Indian J. Biotechnol. 6: 24-30.

4) Page 33 line 1886 SDM is written completely when it appears for the first time in the text
and the abbreviation is given in brackets. The IN should be in the lower case (typo error with
caps lock). Correction is made.

5) 5°>—3” and 3’—5’ exonuclease is corrected in all the places with arrow marks. (Page
numbers 32/33/35/37).

6) The main focus of the article is to show that the catalytic amino acid (K/R) and steric gate
amino acids (YG/A) are highly conserved in almost all the families of polymerases irrespective
of their sources. Their absence and deviations, if any, are interpreted in the text.
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sp|Q9CDS1|DPO1_LACLA
sp|P59199|DPO1_STRPN
sp|Q9S1G2|DPOLl_RHILE
sp|Q92GB7|DPO1_RICCN
sp|POA551 | DPO1_MYCBO
sp|Q9HT80 |DPO1l_ PSEAE
sp|Q04957|DPO1_BACCA
sp|P46835|DPO1_MYCLE
sp|P52027|DPO1_DEIRA

GISDYGLAQNLNISRKEAAEFIERYFESFPGVKRYMENIVQEAKQKGYVTTLLHRRRYLP
GLSAYGLATQLKISTEEAKLOMEQYFARFGGVRDYLMDVVEQARKDGYTSTVLGRRRYLP
GMSAHRLSNDLGIPYAEAATFIEIYFATYPGIRRYINHTLDFGRTHGYVETLYGRRRYVP
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DITSRNENVRSFAERTAMNTPIQGSAADITIKKAMIDLSVRLREERL--QARLLLQVHDEL
DIKSSNGARRAAAERAAINAPMQGTAADIIKRAMIAVDAWLQAEQP--RVRMIMQVHDEL
ELDSSNRQVREAAERAALNAPIQGSAADIIKVAMIQVDKALNEAQL--ASRMLLQVHDEL
ELTSRNFNIRSFAERTAMNTPIQGSAADIIKKAMIDMAAKLKEKQL--KARLLLQVHDEL
DIKSSNAARRAGAERAAINAPMQGTAADIIKRAMIAVDAWLOAEQP--RVRMIMQVHDEL
DINSRNFNIRGFAERTAINSPIQGSAADILKIAMIQLDKALVAGGY--QTKMLLQVHDETL
DINARNFNVRGFAERTAINSPIQGSAADILKIAMINLDKALTERQS--KSKLLLQVHDETL
DINSSNAMRRKGAERVAINAPMQGTAADIIKRAMIKLDEVIRH-DP--DIEMIMQVHDEL
DFTGVNDYVKGNYLREGVNAIFQGSASDLLKLGMLKVSERFKN-NP--SVRLLLQVHDEL
DINARNFNVRGFAERTAINSPIQGSAADILKIAMINLDKALSARDEF--KSKLLLQVHDETL
DINSRNFNIRGFAERTAINSPIQGSAADILKIAMIQLDKALVAGGY--QTKMLLQVHDETL
EIRSSNPSVRAFNERAAINAPIQGSAADVIRRAMIKIEPALVEVGLADRVRMLLQVHDEL
LIHDK--KLKQFAERAAINAPIQGTNTDIIKIAMINLDQEIEKRKL--KTRLVLQIHDEL
ELDSSNRQVREAAERAALNAPIQGSAADIIKVAMIQVDKALNEAQL--ASRMLLQVHDEL
ETHSKNGAMRKAAERTAINAPMQGTAADIMKRAMVAVDNWLQESGL--DARVILQVHDEL
DITSRNEFNVRSFAERMAMNTPIQGSAADIIKKAMIDLNARLKEERL--QARLLLQVHDEL
ELDSSNRQIREAAERAALNAPIQGSAADIIKVAMIAVDKSLKQAKL--ASRMLLQVHDEL

GLSSRNRVQREAEERLAYNMPIQGTAADIMKLAMVQLDPQLDA--I--GARMLLQVHDEL
: : - : HEE R R

ILEAPKEEIERLCRLVPEVME-QA-—---VTLRVPLKVDYHYGPTWYD-AK 876
VFEVHKDDVDAVAKQIHQLME-NC----TRLDVPLLVEVGSGENWDQ-AH 928
LFEIAPGERERVEALVRDKMG-GA----YPLDVPLEVSVGYGRSWDAAAH 904
IFEAPKEEIEILEKLVPEVME-HA----LALDVPLKVDFASGPSWYD-AK 880
VFEVHKDDLDAVAKRIHQLME-NC----TRIDVPLLVEVGSGENWDQ-AH 928
VLEVPKSELVEMKKLVKQTME-EA----IQLSVPLIADENEGATWYE-AK 877
ILDVPLEELEDIKALVKQTME-EA----IELAVPLKVDDNTGKTWYE-AK 877
VFEVRSEKVAFFREQIKQHME-AA----AELVVPLIVEVGVGQONWDE-AH 930
IFEIEEKNAPELQQEIQRILNDEV----YPLRVPLETSAFIAKRWNELKG 897
ILDVPLEELDEIKVLVKQTME-EA-—---IELAVPLKVDENTGKTWYE-AK 877
VLEVPKSELVEMKKLVKQTME-EA----IQLSVPLIADENEGATWYE-AK 877
IFEVEDQDVEKAMPVIVSVME-NATMPALEMRVPLRVDARAATNWDE-AH 1016
LFEAPIDEVEIITPIIKKIME-NS----TNMAVPIITEIRAGNNWME-IH 875
LFEIAPGERERVEALVRDKMG-GA----YPLDVPLEVSVGYGRSWDAAAH 904
VLEVREDLVEQVCEGIRPLMS-GA----ATLDVPLVVEAGVGSNWDE-AH 913
ILEAPKEEMERLCRLVPEVME-QA--—--VTLRVPLKVDYHYGSTWYD-AK 877
LFEVAIGEREQIEAMVREQMG-SA----YPLDVPLEVSVGFGRSWGAAAH 911

956

LIEAPLDKAEQVAALTKKVME-NV----VQLKVPLAVEVGTGPNWEFD-TK

* K . *

775
808
856

832
884
859
836
884
833
833
886
851
833
833
968
831
859
869
833
866
912



