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» dwlpkutph 1hqungbyning jpipuginng hwdwlkgm pinituubphg (Yndwnuwn, ukjuny
énnu) Ubnwghindubph uvinugnidp, yuwhuywunidp b twbununpujht
ubipybwynpuwdp hudnpuwghugh yepswtinidp;

* unugywd vUknwgkundutph fhpundwdp tnp ntndphtwtin ghpnywuqubph,
htJhgbnijuqubph n1 jhquht Unghdhljugunn pEpdkunutph unwgnidp, b nputg

Ypw hhdudws 1hquingbpningh jEiuwuntgpunugdwt (Jhtiyh Unuinuwpawphnubp,
wpnduwnhl vhwgnipyniubp b wyb) wkutininghwtbph unbnénidp:
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MinION Flow cell - 50 Gb per/Run ‘Luunynpuyht ukpytwdnpdw npudwputimipniup
Flongle Flow Cel — 2.8 Gb per/Run

P Prepare > TH"JJ Sequence > Analyse >

w Extract nucleic acid Sequence your library Analyse your data
from your sample and on a device that suits from as soon as you
prepare it for your needs start sequencing

sequencing
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M1 M2 dtimwuqitimittiph hnud phptiph hwdwgdwh b whinnmuwgiwh wpymbpbtpp

Utunwghund M1 (MinION R10.4.1)

Utkunwghund M2 (MinION R9.4.1)

Flye assembled Prokka annotated | Flye assembled Prokka annotated
tigs: 16455 igs:

Total length: 325871196 | o oL, iovisc | Total length: 25063188 O e i
Fragments: 17056 CDS: 479350 Fragments: 935 CDS: 40763
Fragments N50: 28637 rRNA: 426 Fragments N50: 71931 rRN;A: 73
Largest frg; 1362323 repeat_region: 36 Largest frg: 973877 repeat_region: 31
Scaffolds: 0 tRNA: 3285 Scaffolds: 0 tRNA: 432
Mean coverage: 9 tmRNA: 50 Mean coverage: 38 tmRNA: 6




2 UGinnwgbtundhg Yinuwynpdwt hwdwp punpybp U hGnlywp $epdtunubph gbub

1. B-gpnLjwlwq 1,3-1,4-B-glucanase (NGJGEFEI_28564 Beta-glucanase)
Rhodothermus marinus beta-glucanase-hu 93.75% Udwu

wnuwyubnubn® BetaGluc_M2_28564 F GCCGGTGCACATATGGGCGGTCACGGCTGGG
BetaGluc_M2 28564 R ATGGTGATGTCTAGACTACTCCACCCATCGGTACACG

2. Puhpjwluwq Endo-1,4-B-xylanase (NGJGEFEI_14874)

Thermus brokianus-h Endo-1,4-B-xylanase-hUu 75.56% Udwl

wnuwyubnubn® Xyl_M2_14874 F GCCGGTGCACATATGGGAAAGTCTAGAACCCAATCGGGG
Xyl_M2 14874 R ATGGTGATGTCTAGACTACTTTGCACCCAGGTGCAAAAG

3. Luhjwluwq Endo-1,4-B-xylanase (NGJGEFEI 34975)

Rhodothermus marinus-h Endo-1,4-B-xylanase-hu 82.51% Udwu

wpuwjdtpubn® Xyl_M2_34975 F GCCGGTGCACATATGGCCGTTACGTTCAACATGGCC
Xyl_M2 34975 R ATGGTGATGTCTAGATCAGAAAATCCTCCATGAACGAAGC

4. Dyp-type Peroxidase dye-decolorizing peroxidase (NGJGEFEI_05038)
Acinetobacter indicus-h dye-decolorizing peroxidase-hu 99.02% Udwu

wpuwjdtpubn® Pox_M2_05038_F GCCGGTGCACATATGACAGCTCAATCTGTAATCTTGCCATTAC
Pox_M2 05038 R ATGGTGATGTCTAGATTATAAATTATCCTTCAGCACTGTTTCCAGC

5. Heme-dependent Peroxidase (NGJGEFEI_20739)

Bacilli bacterium-h heme dependent peroxidase-hu 99.44% LJwu

wpwjdtpubn® Pox_M2_20739_F GCCGGTGCACATATGTTTTGGCTTTTGCGTCCAACACC
Pox M2 20739 R ATGGTGATGTCTAGATTACACTTTTAAGTAGTCGGCCAATTTGTC



Luhjubiuqujhtt b wipopuhnuqujhtt wjmhynipjub qgibtipp pBE-S tljmnph
Ypuw §pnn 2muibtiph qunnipwjhtt MG wpyniLbpubtpp

12 34 567 8 L 9101112
il el

1-4 — Xyl_M2_34975, 5-8 — Pox_M2_05038, L — Neb TriDye™ 1 kb Plus DNA ladder, 9-12 —
Xyl_M2_14874,13-17 — Pox_M2_20739, 18 — pBE-S vector, L — Neb TriDye™ 1 kb Plus DNA ladder



Wipnnowljul gitimittiph utipybbunnpnid Ligation Sequencing (SQK-LSK114) KIT-ng

Mean coverage: 96

Pwljnbphw Oquwuwnbp Flye assembly enndnund Muuquhn NCBI hwu.
hwdwnp
Bacillus subtilis MDC Shanwl Unnndnbywl Total length: 4149258 4088757 bp, | 60540 bp, Chr.
Fragments: 6 F ¥
3500 Fragments NSO: 1134955 circular circular CP184275
Largest frg; 1820355 PL.
Scaffolds: 0 CP1i84276
Mean coverage: 23
Bacillus spizizenii dwhb nghlywl Total length: 4369144 >4369144 7575 bp, circular
Fragments: 4381 b
Fragments NSO: 16895 P
Largest frg: 91261
Scaffolds: 0
Mean coverage: 15
Bacillus safensis Uluh Muwnjwls 2_'001 length: 3683533 3683688 bp, Chr.
ragments: ;
Largest frg: 3683588
Scaffolds: 0
Mean coverage: 90
Sinorhizobium meliloti | UpUhUt Uwnpgwnjwl Total length: 6978705 3642095 bp, | 1661822 bp, circ.
Fragments: 5 - :
Fragments NSO: 3642005 circular 1411811 bp, irc.
Largest frg: 3642005 258377 bp, circ.
Scaffolds: 0 3600 bp, lin., 40
Mean coverage: 102 copy
Pseudarthrobacter Upuhut Uwnqupjwl Total length: 6577117 4122470 bp, | 2184622 bp, lin.
Fragments: 5 i 262543 bp, circ,, 3
o Fragments NS0: 4122470 S P AT
Largest frg: 4122470 copy
Scaffolds: 0 3997 bp, lin., 94
Mean coverage: 101 copy
3485 bp, lin,, 58
copy
Lacticaseibacillus dinpw Shupntuh >3007568 64502 bp, lin., 2
rhamnosus MDC 2012 bp, copy
5558 bp, circ. 255
copy
Lactobacillus «IwgyEluwnBhibninghua» Total length: 1923890 >1923890 bp | 9857 bp, 2 copy
; Fragments: 490
helveticus MDC 9602  [QUY Fragments N50: 4401 3594 bp, 4 copy
Largest frg: 10332 1555 bp, 7 copy
Scaffolds: 0
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4614 qu, onwl.

4614 qu, onwl.

Failed

1545 ql, Brevibacillus
laterosporus

1512 g, Bacillus
licheniformis

2065 qU, Bacillus
licheniformis

1517 q, Bacillus cereus

1517 q, Bacillus cereus

1517 ql, Paenibacillus
amylolyticus
6924 qu, onwl.

64 nhwh 165 LR

108 tnhwh 165 NLER

Lacticaseibacillus
paracasei, 1535 qu
Lacticaseibacillus
rhamnosLus, 1534 qu
Lacticaseibacillus
rhamnosLus, 1521 qlu
Enterococcus faecalis,
1525 qu
Rhodopseudomonas
palustris, 1445 qu
Rhodopseudomonas
palustris, 1445 qu
Rhizobium laguerreae,
1445 qu
Agrobacterium
tumefaciens, 1450 qu
Agrobacterium
tumefaciens. 1446 au
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Obtaining and Characterizing Thermostable x-Amylases
Secreted by Bacillus sub]ti lis, Originating from Bacillus Q2
amyloliquefaciens and Bacillus subtilis

Tigran Soghomonyan 1, Artur Hambardzumyan *{), Anna Mkhitaryan !, Lev Khoyetsyan !, Marina Paronyan 11,
Marieta Izmailyan !, Marina Kinosyan !, Valeri Bagiyan ', Vahe Ghochikyan !, Hovik Panosyan %3
and Ani Paloyan !

Fermentation 2024, 10, 547. https://doi.org/10.33%0/ fermentation10110547

Structural Analysis and Substrate Specificity of D-Carbamoylase
from Pseudomonas Q2

Marina Paronyan '), Haykanush Koloyan **, Hovsep Aganyants *, Artur Hambardzumyan *
Tigran Soghomonyan ', Sona Avetisyan !, Sergey Kocharov 2, Henry Panosyan 2, Vehary Sakanyan 3*
and Anichka Hovsepyan !

BioTech 2024, 13, 40. https:/ /doi.org/10.3390 /biotech13040040

Genetic and Biochemical Characterization of Lacticaseibacillus rhamnosus MDC 2012 and its Potential in
Processing of Raw Pork Meat

Hasmik Grigoryanl,2*, Gayane Marmaryan?, Tigran Soghomonyan?, Lev Khoyetsyan?, Ani Paloyan?, Flora Tkhruni?,
Kristina Karapetyan?, Artur Hambardzumyan?

Bioactive Compounds in Health and Disease (BCHD)

Armenian fermented dairy functional food “Narine”: Characterization of starter bacteria Lactobacillus helveticus
full genome sequences and potential functional food marker genes

Karine Chitchyan?, Arshaluys Verdyan?!, Susanna Hovhannisyan?, Tigran Soghomonyan?, Lev Khoyetsyan?!, Anna
Mkhitaryan!, Monika Gogchyan?, Artur Hambardzumyan?, Oleg Reva3, Hrachya Hovhannisyan?, Valeri Bagiyan?
Functional Food Science (FFS)

Lev Khoyetsyan, Oleg Reva, Anna Mkhitaryan, Marina Paronyan, Karine Dyukova, Marieta lzmailyan, Anichka
Hovsepyan, Artur Hambardzumyan Metagenomic Insights into Lignocellulose-Degrading Microbiota in High-
Temperature (75°C) Hen Compost Using Nanopore Sequencing with MinlON Flow Cells in Press
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