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*Forward ODS_Amvlasze &

A ACAG T PC T TAG T TG T CTG T AN AAGGA TO AL
Al 1A el 1O T DO 11 DET Al D 00 AAAANTTTT T T NGOG AT T
OO G T AN ARG A O AN TAGA A Gl T T TO00 T TG e A AT A TG PG el Al |

A T A A PO ACOUA TAA TG ITTIE OGS T T EAS A TOAA A TEAATTT TG PO T T T Askllnl % AT
POl 1 L PETECT T PR OG0 ACG T A TOCC A AR A AL TOA G AU C PO A GA T ADCE TG TG AL
AT AR G A G A A Gl T T T AR CAA AT TG A AN PO CAC T AN A OGS T TGO O0C T G0 TG
Gl e Aol 1 1A DO CAA A A A A TOC AR T T T A TG A AT T T T A AA RO Cod oAl
CEAC TGO T IEAA ACAAAT T TCCCTCAATAT T AN T AADCCOC OO TOCDCOTG TG T DO A TGO AA AT GG
G PO A A TG TAGE TACGA TACAA AT T OO CCAAC A T T OAAC AU AU ACCA TOAAANC TOGEAAT TATTAAANTT T TG
ATGTATT TG T PCC T O A CAS T O TOC T T AT TS T S A Gl Tl SRS T PO AR TUT T 00T Al AL
CAAA AT TAAATA T A0 AGACC A PG TGO TOA A A TOCAG T TTATAT TGAC T T AT TTAC G TA
DU T A PO AT A Tl A Gl A T 1Al O AT A OO0 A TG A A e 1T DU T AC e T
CAGTATATOCA TGO N A

A Aol e AL e A T TR e T ALA

*Reverse ODS_Amvlase @

HHMNHNENNN AT TG TR GO TG T EATT T T O TEATE T PO T PG TG00 TEATT T T A A GG DGl AN T
Al AL A TG AT ATTT P A TG TACA TG OC AN TG AU AR AT PGAA GG T AN
AU TCGE A TAT T PGl AN A AT A T T T AT T OC 0l A TA T AN Gl e AN O A O S A
AT PG TAC GG TG T TACGACCT T EATGA T T TAGGIGAG TT T A TEA AN A A Gl T PGl A A A T
oA A A Al T A T A TEAAA A T T PO T PO GO0 AU T AN T T A Ol el T T T A
PO AACC A A A GO0 O I0A TGO A GAAGA TG TAADCG TG Al TG A TOC GO Gt Gl A AU
FAAT T TC A A AR AU GAN T TAA AU TOACACA T U TEA T T T OO el Gl A AU A AU AL GATTL
FAAA TGRC AT TG TACEA T T T IGACGGA S OGAT TG A UGS PUOC G A A G TOA ACC A TUT ATARG T AN
Gl A A T IRGA T TG ARG T T IO CAN T GAAAAC GO ARCTA TGAT TAT T TEA TG T AT GOEGAC A TOGA T TAT
LA A PO DA T PO Al A AR T T A A T el Al T I 1A T OO0 AR T A AL T AT P A e
GO T TG A TR TG T AAACAC AT T AAATTTTETTT T T PG T T Gl T TAA IO A TG PE ARG A A A Gl
AL A TG T T AU PAGE TOA AT T A AN TR T P e GGl Tl A A A A TA T T T ARC AAAACANATI
FEAATEA T PE AL TG T T TGS G POU Gl T T AT A TEAG T TOCA TG TGO A TE AU A e A0 CT A TGATAT
oA AT TGO ARG TAL POG TTTECAAGC AT [T FACAT TG TOGATASCCATEA TALA
A A PO TRl DOCA T PO AR A T T T ARG TR T A T AT I T A A
AT TGEEAANCOC TCAGH T T T PO T OO GG A T TG T GG A Gt A A G A A T C AN CA AT PO IGO0 T TGN
AU AAAA T TOAAC AT T T TAAANCCAA AN AOC T TG T TOC G A THATT T T TN OO T TANNNTT T
LG TREA AAAGGASGAA S ACCHNNTTT TOEA AANNOGN N TTERCGE TT TR NAAAA NAGAC OO Gl AR A
AAATTTT TRGOCGEAAA A ACCOG A AAAGEAG ASATT T TCAAANN TIGEGEACGIN N THEN TATAAS AN GOl T
ANATC TANNNNGUCOGET NN TINTT TTT EAAA AGAAAAAAAANA AAMGAATTTANNNNENATITTTTTTTITT

Supplementary Fig 2. The nucleotide sequence of cloned amylase gene
fragment amplified from e-DNA of Atri geothermal Spring of Odisha



Supplementary Fig 3. Homology modelling of the translated

gene sequence coding protein showing similarity with alpha
amylase using Phyre 2 program
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X ILLTLLFALTIFLLPHSAAL ARNLNGTLMOYFEN YMPNDGOHWERLONDSAY LARHGT TAVH T

PRRYRGTSQADVGYGRAYDLYDLGEFHQEGTVRTEYGTEGELOSAIESLHSRDINVYGDVVINHE
GGADATEDVTAVEVDPADENRVI SGEHRIKAWTHFHFPGRGSTYSDFEWHWYHFDGTDWDESRE
LNRIYEFQGEAWDWEVSNENGNY DY LMY ADIDYDHPDVARETERNGTWYANELQLDGFRLDAVE
HIFFSFLRDWVNHVRERTGEEMF TVAEYWONDLGALEN YLNETNFNHSVFDVPLHYQFHAASTQ
GGGYDMRELLNSTVVSEHPLEAVTFVDNEDTQPGQSLE STVOIWFEPLAYAFILTRESGNEPQVE
SGNCTGREETPEXRNSCLETEIEP ILXRENLWFRPTXFFHPLEXFPVGEGREXKF KXXLXLXEXDP
GERFNEFXEPFNPERERFS XX GT XXX - KCCGE SX KPR XFLEEREXRIXX XFFFF

b amylase A, partial [Bacillus licheniformis]
sequence ID; AMJ27400.1 Length: 469 MNumber of Matches: 1

Range 1: 1 te 308 GenPept  Graphics

Score Expect Method Identities Positives Gaps Frame
780 bits{2015) 0.0 Compositional matrix adjust. 377/398(95%) 384/398(96%) 1/398(0%) +3

Query 43 PHSAAAAANLNGTLMQYFEWYMPHDGOHWKRLONDSAYLAEHGI TAVWIPPAYKGTSQAD 227
PHSAAAAANLNGTLMQYF EWYMPNDGOHWKRLONDSAY LAEHGI TAVWIPPAYKGTSQAD
Sbjct 1 PHSAAAAANLNGTLMOYFEWYMPHDGOHWKRLQNDSAYLAEHGI TAVWIPPAYKGTSQAD 6@

Query 228  VGYGAYDLYDLGEFHQKGTVRTKYGTKGELQSAIKSLHSRDINVYGDVVINHEGGADATE 487
VGYGAYDLYDLGEFHQKGTVRTRYGTKGE LQSAIKS LHSRDINVYGDVVINHKGGADATE
Sbjct 61 VGYGAYDLYDLGEFHQKGTVRTKYGTKGELQSAIKSLHSRDINVYGDVVINHKGGADATE 120

Query 423  DVTAVEVDPADRNRVISGEHRIKAWTHFHFPGRGSTYSDFKWHWYHFDGTDWDESRKLNR 587
DVTAVEVDPADRNRVISGEHR IKAWTHFHFPGRGS TYSDFKWHWYHFDGTDWDESRELNR
Sbjet 121  DNVTAVEVDPADRNRVISGEHRIKAWTHFHFPGRGSTYSDFKWHWYHFDGTOWDESRKLNR 186

Query 588  IVKFQGKAWDWEVSNENGNYDYLMYADIDYDHPDVAAEIKRWGTWYANELQLDGFRLDAV 767
IYKFQGKAWDWEVSHENGNYDY LMYADIDYDHPDVAAE IKRWGTWYANELQLDGF RLDAY
Sbjct 181  IYKFQGKAWDWEVSNENGNYDYLMYADIDYDHPDVAAE TKRWGTWYANELQLDGFRLDAY 248

Query 768  KHIKFSFLRDWYNHVREKTGKEMFTVAEYWQNOLGALENYLNKTHENHSVEDVPLHYQFH 947
KHIKFSFLRDWVNHVREKT GKEMF TVAEYHQNDLGALENY LNKTHFNHSVE DVPLHYQFH

Sbjet 241  KHIKFSFLRDWVNHVREKTGKEMFTVAEYWONDLGALENYLNKTHFNHSVFDVPLHYQFH  38@

Query 948  AASTQGGGYDMRKLLNSTVVSKHPLKAVTFVDNHDTQPGQSLESTVQTWFKPLAYAFILT 1127
AASTOGGGYDMRKLLNSTVVSKHPLKAVT FVDNHDTQPGRSLESTVQTWFKPLAYAFILT

Sbjct 381  AASTQGGGYDMRKLLNSTVVSKHPLKAVTFVDHHDTQPGOSLESTVQTWFKPLAYAFILT 368

Query 1128 RESGNPQVFSGNCTG-RKETPXRNSCLETKIEPILXRK 1238

R+5G P WFSG+ G ++ +P L+ KIEPIL +
Sbject 361  RKSGYPHVFSGDMYGTKRNSPPEILALKHKIEPILKAR 398

Supplementary Fig 4 a. Longest ORF in the sequence of the cloned gene present in T vector. b. Sequence of the
cloned gene analvsed using BLASTx tool using translated nucleotide sequence as query and searching protein
database.



371 GGTCATCAACCACAAMGGCGGCGL TGATGCGACCOAAGATGTAMCCGCGOTTGARGTCGA 430
DLLULECETEEELEEEEL R LR LR L LR ELEL R LRLELE ]
S70  GGTCATCAACCACAAMGGCGGCGCTGATOCGACCOAAGATGTAACCGCGOTTGARGTCOA 629

431 TCCCOCTEACCECAACCOCOTAAT TTCACGAGAACACCOAAT TARAGCCTCOACACATTT 492

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIlIIIIlIIIIII
630 GCTGACCGLAALT TTCAGGAGAACACCGAL 689

491 TCATTTTCCGOOGCOCGACAGCACATACAGLGAT TTTAAATGGCAT TEGTACCATTY 550
DULELERRLRREREERE L LR R L L ReLaLiiy

690  TCATTTTCCGGOGCGCGECAGCACATACAGCGAT TTTAAATGACATTGGTACCAT 748

$51  CGGAACCOATTGGGACGAGTCCCGAAMGCTGAACCOCATCTATAAGT TTCARGGAMAGES 610
LLLELLEETRLELELEL] Illllllllll lllllllllllllIIIIlIlIlIIIIIll

758  CGGAACCGATTGGGACGAGTCCCGAAAGLTC TTCAAGGAAMGGC 899

611 TTCGGATTGOGAAGT TTCCAATEARMACCGCAACTATCATTATTTGATGTATGCCGACAT 670
R R Ry
812  TTCGCATTGOCAAGTTTCCAATCAMAACCGCAACTATGATTATTTGATGTATGLCGACAT 865

671  CGATTATGACCATCC TCGCAGCAGARAT TAAGAGATGGOGCACTTGGTATGCCAA 730
111 IIlIlIlIlIlIlIlIIIIlIIllII|I LULLREELETRRLRLRLRietnl
870  CGATTATGAC TCGCAGCAGAAATTAAGAGATGGGGCACTTGGTATGCCAL 929

731 TGAACTGCAATTGGACGE CGTCTTCATGCTCTCARACACATTARATITICTTITIT 790
lllllllllllllllllllllll 1111 IIIII IIIIIIIIIIIIIIIIIIII 111
93 TTGCACGETTTCCGTCTTGATGLC TGTCAAACACATT, TITITYT $8%

791 GCGGGATTGGGTTRATCATGTCAGGGAARARACGOGGAAGGAAATGTTTACGGTAGCTGA 850
PELELERRLRER R R R e LR R R PR e e i iiniiinnil
GLGGGATTGGGT TAATCATGTCAGGGAAAAAAC GOGGAAGGAAATGT TTACGGTAGC TGA
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851  ATATTGGCAGAATGACTTGGGCGCOCTOOARMMACTATTTGARCARRACARATTTTAATCA 919
DELLLCEELREEREE R R R L R R LR R iuiuinttel

ATATTGGCAGAATGACTTGGGCGCGCTGRALMAAC TATTTGAACAARACAAATTTTAATCA 1109
911 T TTGACGTGCCGCTTCATTATCAGTTCCATGCTGCATCGACACAGEGAGECGE 979

IIIIIIIIIIIIIIII|I|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sojet 1110 GACACAGGGAGECGE 1169
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3

Query 971  CTATGATATGAGGAAATTGCTGAACAGTAC TTCCARGCAT meer 1032
lIIlllllllllllllllllllllIlllllIllllllllllllllllll LI
Sbjet 1170 CTATGATATGAGGAAATTGCTGAACAGTACGGTCGTTTCCAAGCATCCOTTGAAMGCGET 1229

Query 1831 GATACACAGCCGGOGCAATC GTCCARAC 1099
IIIIIIIIIlIlllllllllllllIIIIlIIIIIIIIIIIIIIIIIlIIIIIIlIIIIII
Sbjet 1230 TTGTCGATAACCA ACAGCCGGGGCAATC 1289

Query 1891 ATGGTTTAAGCCGCTTGCTTACGCTTTTATTCTCACAAGGGAATCTGRAMMCCCTCAGET 1150
ey
Sbjct 1299 ATGGTTTAAGCCGCTTGCTTACGCTTTTATTCTCACAAGGGAATCTGGATACCCTCAGET 1349

Query 1151 17 GOGACGAMAGGARACT - CCOARATTCCTGCCT 1208

| I| IIIl II llIlIIIIIIIIIIIII 11 III | IIIIIIIIlIIlIIllII
Sbjet 1350 TTTCTACGGGGATA GOGACGAAGGAGALTCC 1429
Query 1209

AC-CAAAATTGAACCGATTTTAAAN- COAAAAAAC
)] Illllll lllllll L
ACACARAATTGAACCGATCTTAAAAGCGAGARAAC

sofct 1410

Supplementary fig 5. BLAST n search exhibiting nucleotide similarity of query
sequence with amyla se gene of Bacillus licheniformis 548.



