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CIRCULAR

In continuation of the circular no. 6-48/21-NIPB/1892/7 dated 18-10-2022, the
Director, ICAR-NIPB is pleased to empanel two firms other than L1 in Annual Rate Contract
for DNA/ RNA/ Protein/ Metabolite Sequencing and related Bioinformatics services for
services as listed in Annexure-l, as per terms and conditions of the bid document.

The Competent Authority has provided opportunity to empanelled firms at the rates
of L-1. If the corresponding L1 firm deny for providing any particular service, same may be
availed from first empanelled firm at L-1 rates. If, first empanelled firm deny for providing
any particular service, same may also be availed from second empanelled firm at L-1 rates.

The empanelment of firms have been done without any commitment of apportion of
order value or order will be given as per example below L1:12:13::50:30:20 to any firm.

The empanelment will be effective from the date of issue of this circular till
17-10.2023. All the other terms and conditions shall be same as in circular dated 18-10-
2022.

N

(Vipin Kumar)
Assistant Admin. Officer
011-25841787
Encl: As Above

Copy for information and necessary action to: -

Director, IARI/NBPGR/NRCIPM/IASRI/NIAP, New Delhi

. Comptroller SFAO/FAO/AFAO, IARI/NBPGR/NRCIPM/IASRI/NIAP, New Delhi
. All Division of IARI, New Delhi

. All Scientists of NIPB, New Delhi

. SAO/SFAOQ/DDO NIPB, New Delhi

. Incharge, Website Cell for uploading on NIPB website

Director Cell, NIPB, New Delhi for information
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Annexuss - T

Sl.No. Item Description Item Qty. | Units
E & 1st 2nd
Code
Empan | Empanelle
elled d Firm
Firm
Rate Firm Firm Firm
1 2 3 4 5 13 14 15 16
2 Sanger/Capillary Sequencing ; [
2.01 |PCR/Plasmid Sequencing single pass Item 1 1.000|Nos 175.00Eurofins NxGenBio Not Applicable
2.02 |PCR/plasmid, single pass, 96 well format Item 2 1.000{Nos 175.00|Eurofins NxGenBio Not Applicable
3 Nucleic Acid Extraction Services
3.01 |DNA Isolation for lllumina Libraray Item 3 1.000|Nos 250.00|NxGenBio _ [Clevergene NEUBERG
3.02 DNA Isolation for PacBio/Nanopore/HiC/10X Library Item 4 1.000(Nos 1000.00|NEUBERG Nucleome NxGenBio
3.03 |DNA Extraction for Genotyping Item 5 1.000{Nos 220.00(Clevergene |NxGenBio NEUBERG
3.04 |DNA extraction from environmental samples Item 6 1.000{Nos 250.00|NxGenBio |NEUBERG Eurofins
3.05_|DNA isolation/purification from biological samples Item 7 1.000|Nos 250.00{NxGenBio  |NEUBERG Clevergene
4 RNA Extraction Services : :
4.01 [Small RNA isolation for illumina Library Item 8 1.000|Nos 600.00{NxGenBio _[Eurofins NEUBERG
4.02 |RNA isolation for illumina Library Item 9 1.000{Nos 600.00{NxGenBio Eurofins NEUBERG
4.03
RNA isolation for Pacbio Library (Isoseq)
Item 10 1.000|Nos 600.00(NxGenBio |[NEUBERG Not Applicable
4.04 . i Item 11 1.000|Nos 700.00|NxGenBio Clevergene
RNAi tal
A isolation from environmental Samples NEUBERG
5 Next Generation Sequencing Services Library Preparation
Services ( DNA/RNA extraction included,Sequencing is not
included) / 1% ;
5.01 |PE Library for WGS with 300-450 bp insert size Item 12 1.000{Nos 3000.00|NxGenBio _|Eurofins Clevergene
5.02 |PE Library for WGS with 500-700 bp insert size Item 13 1.000|Nos 3000.00{NxGenBio _ |Eurofins Clevergene
5.03 |PE Library for WGS with 800-1000 bp insert size Item 14 1.000{Nos 3500.00|Clevergene [Eurofins NEUBERG
5.04 |PCR Free Library PE library with 300-500 bp insert size Item 15 1.000|Nos 3000.00|NxGenBio _ |NEUBERG Eurofins
5.05 |PE Library with 300-450 bp for WGS on Hiseq X Item 16 1.000{Nos 3000.00|NxGenBio _ [Clevergene NEUBERG
506 MP Library with 2 Kb to 10 Kb insert Item 17 1.000|Nos 4000.00|NEUBERG NxGenBio .
Not Applicable
5.07 _[Bisulfite Library for Methylome analysis Item 18 1.000{Nos 7500.00|Clevergene |NxGenBio NEUBERG
5.08 [RNA-Seq/Chip-Seq Library with 300 bp insert for tern 19 1.000|Nos
2x100bp,Hiseq 4000 4500.00(NxGenBio [Clevergene NEUBERG
5.09 |RNA-Seq/Chip-Seq Library with 300 bp insert for 2x100bp Itemn 20 1.000|Nos
Hiseq 4000 : 4500.00{NxGenBio  |Clevergene NEUBERG
5.10 |smallRNA Library for sequencing on 1x50 bp Item 21 1.000{Nos 6500.00(NEUBERG  |NxGenBio |Clevergene
5.11
Degradome Library for sequencing on 1x50 bp Item 22 1.000(Nos 6500.00| NEUBERG NxGenBio .
Not Applicable
5.12 1.000(Nos
SMRTbell library CLR (>30Kb) Item 23
35000.00{NxGenBio  |Not Applicable |Not Applicable
213 SMRTbell library CCS HiFi (20Kb) Item 24 1.000|Nos 40000.00|NxGenBio  |Nucleome .
Not Applicable
5.14 |PACBIO CLR Library with Upto 20Kb Insert Item 25 1.000|Nos 35000.00|NxGenBio Nucleome Not Applicable
5.15
P i Kb Item 26 1.000{Nos 35000.00(Nucl NxGenBi
ACBIO IsoSeq Library upto 5 em ucleome xGenBio Not Applicable
316 PACBIO IsoSeq Library upto 5-10 Kb Item 27 1.000(Nos 40000.00{NxGenBio Nucleome .
Not Applicable
517 Linked read (10X Genomics) Library Item 28 1.000(Nos 10000.00{Nucleome |NxGenBio .
Not Applicable
5.18 |HiC Library Item 29 1.000|Nos 45000.00|Genotypic  |Nucleome NxGenBio
5.19 |Optical Mapping Library DLS Item 30 1.000|Nos 30000.00|Nucleome  |NxGenBio Not Applicable
5.20 |Optical Mapping Library NLRS Item 31 1.000{Nos 25000.00({Nucleome |NxGenBio Not Applicable
6 NGSS ing Services ¥ § ¥l =
6.01 [Sequencing on Sequel Il for 10Kb Library CLR 1Gb per |tem 32 1.000|Nos 18500.00|Nucleome  |NxGenBio }
genome (48 samples) Not Applicable
6.02 [Sequencing :.:)f Sequel Il CCS 20Kb library to generate 100 Gb {tern 33 1.000|Nos 150000.00|NxGenBio  |Nucleome )
CCS reads (Single) Not Applicable
6.03 [Sequencing of Sequel Il CCS 20Kb library to generate 200 Gb Item 34 1.000|Nos | 300000.00|NxGenBio  |Nucleome .
CCS reads (Dual) Not Applicable
6.04 [Sequencing of Sequel Il CCS 20Kb library to generate 300 Gb ltemn 35 1.000|Nos 380000.00| NxGenBio Niidlesiie )
CCS reads Not Applicable
6.05 [Sequencing of Sequel Il CLR 30Kb library,SMRT cell upto {tem 36 1.000(Nos 48000.00|NxGenBio  |Nucleome :
30Gb data Not Applicable
6.06 1.000|Nos
S i S | 11 CLR 30Kb lib te 60Gb |ltem 37
gquencing of Sequd Kb library to generate em 96000.00|NxGenBio _|Not Applicable |Not Applicable
6.07 1.000|Nos
S i fS I CLR i te 100Gb |ltem 38
equencingof sequel|l CLAA0KD library 1o gengrate 148000.00|NxGenBio | Not Applicable [Not Applicable
6.08 g/l/ztagenomlc Sequencing Variable Region V3/V4 and ITS Item 39 1.000| Nos 5000.00| NEUBERG Nucisoiiie Clevergene
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Sh.No. Item Description Item Qty. | Units
g ! 1st 2nd
Code
Empan | Empanelle
elled d Firm
Firm
Rate Firm Firm Firm
1 2 3 4 5 13 14 15 16
6.09 Metagen_omlc Sequencing with Complete 16s RNA Item 40 1.000|Nos 5000.00| NEUBERG Nucleome
Sequencing Clevergene
6.10 |Metagenomic Sequencing with 1 GB Data Item 41 1.000|{Nos 1000.00|NEUBERG NxGenBio Eurofins
6.11 |Metagenomic sequencing upto 4 Gb data Item 42 1.000{Nos 3400.00|NEUBERG __ |NxGenBio Eurofins
6.12 |Metagenomic sequencing, upto 10 Gb data Item 43 1.000{Nos 7400.00{NEUBERG Nucleome Clevergene
6.13 |Metatranscriptome Sequencing- 20-30 Million raw \tem 44 1.000|Nos 3100.00|NEUBERG NxGenBio Clevergene
Reads/Sample
6.14 [Targeted Amplicon Sequencing upto 20KB with atleast 60X {tem 45 12.000|Nos 1400.00| NEUBERG NxGenBio i
raw coverage Not Applicable
6.15 |Hiseq 4000 2x100bp, One Lane- 45-50 Gb raw data, with item 46 1.000|Nos 27000.00| NEUBERG NxGenBio
Ready to Run samples Clevergene
6.16 |Hiseq X 2x150bp, One Lane- 90-100 Gb raw Data with {tem 47 1.000|Nos 60000.00| NEUBERG Nieclsome
Ready to Run samples Clevergene
6.17 |Transcriptome Sequencing - 10Gb raw Data /Sample-100 ltem 48 1.000|Nos 6000.00| NEUBERG NxGenBio Clevergene
Million Reads, 2x 100 bp, Only Raw Data
6.18 Tr‘arfscrlptome Sequencing - 4Gb raw Data/Sample-40 Jtem 49 1.000|Nos 3000.00| NEUBERG NxGenBio Clevergene
Million Reads-2X100bp PE - Only Raw Data
6.19 |Transcriptome Sequencing - 10Gb raw Data /Sample-100 Clevergene
Million Reads-2x100bp PE -Raw Data with Standard Data Item 50 1.000|Nos 11400.00|NEUBERG NxGenBio
Analysis
6.20 |Transcriptome Sequencing - 4 Gb raw Data /Sample-40
Million Reads-2x100bp PE -Raw Data with Standard Data Item 51 1.000|Nos 6000.00|NxGenBio Nucleome
Analysis NEUBERG
6.21 |Transcriptome Sequencing - 5 GB Q30 data/sample, Item 52 1.000|Nos 3500.00| NEUBERG NxGenBio Clevergene
2x150bp, raw data only
6.22 |Transcriptome Sequencing - 10 GB Q30 data/sample, > ltem 53 1.000|Nos 6000.00| NEUBERG NxGenBio Clevergene
2x150bp, raw data only
6.23 |Small RNA Sequencing -1x50bp 30 Million reads - Only Raw {tem 54 1.000|Nos 12400.00| NEUBERG NxGenBio
Data i Clevergene
6.24 [Small RNA Seguerl\cm'g-lx_)obp 30 Million reads with {tem 55 1.000|Nos 13900.00| NEUBERG NxGenBio i
Standard Data Analysis i Clevergene
6 i ina - -l E
23 |Sequencing on lllumina - Only raw data -Lib 2X150 BP PE -, 5¢ 1.000|Nos 1600.00{NEUBERG  |NxGenBio Nucleome
800MB to 2GB i
6.26 |Sequencing on Illumina - only raw data -Lib 2X150 BP PE -5 {tem 57 1.000| Nos 1400.00|NEUBERG NxGenBio
GB g ¥ Clevergene
6.27 [Sequencing on Illumina - only raw data, 2X150 BP PE - 25 ltem 58 1.000|Nos 15400.00| NEUBERG NxGenBio
GB Clevergene
6.28 |Sequencing on lllumina - only raw data -Lib 2X150 BP PE-  |ltem 59 1.000({Nos 1824.00|NxGenBio |Clevergene Eurofins
800MB to 2GB With Standard reference based Data Analysis
6.29 |Sequencing on lllumina - only raw data -Lib 2X150 BP PE-5 [ltem 60 1.000|Nos 5600.00|NxGenBio |Clevergene Eurofins
GB With Standard reference based Data Analysis
630 S i Numi Onl data -Lib 2X150 BP PE -
Z:“;:"\;’;‘;‘;’: dm;"a : my 'a;" Hots Arlvel item 61 1.000|Nos | 18800.00|Eurofins NxGenBio
i andard reference based Data Analysis NEUBERG
6.31 |[Sequencing on PacBio - Only raw data -average 10 KB read tem 62 1.000|Nos 18256.00|NxGenBio Nucleome )
length , 800MB to 2GB Not Applicable
6.32 |Sequencing on PacBio - Only raw data -average 10 KB read ltem 63 1.000|Nos
length - 5GB 45640.00{ NxGenBio Not Applicable |[Not Applicable
6.33 [Sequencing on PacBio - Only raw data upto average120 KB temn 64 1.000|Nos 75000.00|Nucleome | NxGenBio )
read length - 10 GB Not Applicable
6.34 Y ;
Sequencing on PacBio - Ralw data-average 10 KB réad Item 65 1.000|Nos 18256.00{NxGenBio Nucleome
length - 800MB to 2GB With Standard Data Analysis .
Not Applicable
6.35 [Sequencing on P-BCBIO - Raw data —averag_e 10 KB read ltemn 66 1.000|Nos 45640.00| NxGenBio Nucisorie )
length - 5 GB With Standard Data Analysis Not Applicable
6.36 |Sequencing on Pa-cBlo - Raw data —average_lo KB read ltem 67 1.000|Nos 20000.00| Eurofins NxGenBio i
length - 10 GB With Standard Data Analysis Not Applicable
6.37 |Sequencing of bacterial/fungi/virus/Plant/Animal on Oxford
Nanopore - Only raw data -avearge 15 kb read lengths - Item 68 1.000{Nos 18256.00|NxGenBio Nucleome
800MB to 2GB Genotypic
6.38 [Sequencing on Oxford Nanopore - Only raw data -avearge temn 69 1.000|Nos 25000.00| Eurofins ) NxGenBio
15 kb read lengths - 5 GB Genotypic
639 |Sequencing on Oxford Nanopore - Only raw data <avearge .0 oo 1.000|Nos | 50000.00|Nucleome ~|NxGenBio Genotypic
15 kb read lengths - 10 GB
6.40 . .
Sequencing on Oxford-Nanopore - Raw data -Ll-b 2X150 BP tem 71 1.000|Nos 18256.00| NxGenBio NidlEsiia
PE - 800MB to 2GB With Standard Data Analysis Eurofins
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Sl.No. Item Description Item 2 Units
P o 1st 2nd
Code
Empan | Empanelle
elled d Firm
Firm
Rate Firm Firm Firm
1 2 3 4 5 13 14 15 16
6.41 Sequencing on Oxford Nanopore - Raw data -avearge 15 kb
9 e Rl enle Item 72 1.000|Nos | 35000.00|Eurofins  [NxGenBio Genotypic
read lengths - 5 GB With Standard Data Analysis
6.42 Sequencing on Oxford Nanopore - Raw data -avi 15kb
9 & on Lxtore.Nanap earge Item 73 1.000|Nos | 75000.00|NxGenBio Genotypic
read lengths - 10 GB With Standard Data Analysis
Eurofins
.43
& Chip Sequencing - 2x100bp PE Sequencing - 5 GB - Raw Data |Item 74 1.000(Nos 3400.00|NEUBERG NxGenBio Clyarasiia
6.44 Cr_up Sequencing - 2x100b;? PE Sequencing - 5 GB - Raw Data \temn 75 1.000|Nos 8400.00| NEUBERG Clevergene NxGenBio
with Standard Data Analysis
45
6.4 Chip Sequencing - 2x100bp PE Sequencing - 8 GB - Raw Data |Item 76 1.000|Nos 5400.00|NEUBERG ~ |NxGenBio
Clevergene
6.46 |Chip Sequencing - 2x100bp PE Sequencing - 8 GB - Raw Data ltem 77 1.000|Nos
with Standard Data Analysis 8000.00{NxGenBio |NEUBERG Clevergene
6.47 |Methylation/ Bisulphite Sequencing on lllumina Hiseq - tem 78 1.000|Nos 15500.00|Neuberg NxGenBio
2X150 BP PE - 25 GB -Raw Data Only Clevergene
6.48 |Methylation/ Bisulphite Sequencing on Illumina Hiseq - ltem 79 1.000|Nos 35000.00|Neuberg Genatypic
2X150 BP PE - 50 GB -Raw Data Only Clevergene
6.49 |Methylation/ Bisulphite Sequencing on Illumina Hiseq - Item 80 1.000|Nos 29000.00(NxGenBio |Clevergene NEUBERG
2X150 BP PE - 25 GB -Raw Data with Standarad Data
Analysis
6.50 [Methylation/ Bisulphite Sequencing on Illumina Hiseq - Item 81 Clevergene
2X150 BP PE - 75 GB -Raw Data with Standarad Data 1.000|Nos 50000.00|Neuberg Nucleome
Analysis
6.51 |MeDIP Sequencing with upto 10GB data Item 82 1.000{Nos 9000.00({Neuberg NxGenBio Clevergene
6.52 - " A 5
ddRAD _Sequencmg‘and Analysis on lllumina Hiseq - 80 to tem 83 48.000|Nos 1280.00|Clevergene |NxGenBio
120 MB Data :
Not Applicable
6.53 ddRAD Sequencing and Analysis on lllumina Hiseq - 120 to
q € v n q Item 84 48.000|Nos 1280.00(Clevergene [NxGenBio
200 MB Data .
Not Applicable
6.54
i i 8 pl Item 85 1.000|Nos 1280.00|Clev NxGenBi
Genotyping by Sequencing 48 plex em os evergene [NxGenBio |Not Applicable
6.55 1.000|Nos
Genotype by Sequencing 96 plex Item 86
1200.00|Clevergene |Eurofins Not Applicable
6.56 (;I;Loroplast/MltochondrlaIGenome Sequencing of Plant- tem 87 1.000| Nos 12000.00|NEUBERG NxGenBio Clevergene
X
6.57 -
Degradome sequencing and Analysis- 50 Million raw Reads |Iltem 88 1.000(Nos 20400.00|NEUBERG NxGenBio .
Not Applicable
6.58 |Iso-Seq Sequencing on f’ac Bio Sesl.je' with 1 CLR Lib and temn 89 1.000|Nos 80000.00|Nucleome | NxGenBio i
One SMRT Data Only (Library additional) Not Applicable
6.59 . . . «
Iso-Seq Sequencln_g on Pac Bio Se'que.l with 1 CL_R.le and ltem 90 1.000|Nos 89000.00| NxGenBio Nicieome
One SMRT Data with Data Analysis (Library additional) .
Not Applicable
6.60 |One run on MiSeq, upto 4 GB data Iltem 91 1.000|Nos 8500.00|Nucleome |NxGenBio Clevergene
6.
61 One run on MiSeq, upto 16 GB data Iltem 92 1.000|Nos 20000.00|Nucleome |[NxGenBio Clevergene
6.62 1.000|Nos
One run on NexSeq, upto 100 Gb data Item 93
72000.00{NxGenBio _ |Not Applicable [Not Applicable
6.63 |SMRT Sequencing, upto 8 to 10 GB Data Item 94 1.000|Nos 48000.00|NxGenBio  |Nucleome Not Applicable
6.64 |One full run of Novaseq with one sample library Item 95 1.000{Nos 75000.00|Nucleome  [NEUBERG Clevergene
863 | One full lane of Hiseq 4000, not less than 100 GB Q30 data |Item 96 1.000[Nos | 60000.00|NEUBERG |NxGenBio Clevergene
6.66  |One full run on Promethion, one sample library Item 97 1.000|Nos 240000.00|NEUBERG NxGenBio Genotypic
6.67 1.000|Nos
One ful i le lib Item 98
mefull v an GrdiON, ne sanplelibrany 120000.00|NxGenBio _|Genotypic Not Applicable
6.68 1.000|Nos
One full run on MinilON, one sample library Item 99
: 50000.00|NxGenBio _|Not Applicable |Not Applicable
6.69 |One full run of MGl Seq 200 Item 100 1.000{Nos 60000.00|NxGenBio _ |Not Applicable |Not Applicable
6.70 _|One full run of MGI Seq 2000 Item 101 1.000|{Nos | 200000.00(Nucleome |NxGenBio Not Applicable
6.71 |One sample run on MGl Seq 200, 10 GB data, per sample, |, 14, 1.000|Nos | 15000.00|Nucleome [NxGenBio i
including library preparation Not Applicable
6.72 |One sample run on MG Seq 2000, 10 GB data, persample, |, 163 | 1 000[nos | 15000.00|Nucleome  |NxGenBio )
including library preparation Not Applicable
Sl Genotyping Services and Analysis
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SL.No. Item Description Item Qty. | Units
B 4 1st 2nd
Code
Empan | Empanelle
elled d Firm
Firm
Rate Firm Firm Firm
1 2 3 4 5 13 14 15 16
701 Maize Infinium 50K Array Genotyping Item 104 48|Nos 9000.00|NxGenBio Nucleome .

Not Applicable
7.02__|Cotton Infinium 70 K Array Genotyping Item 105 48|Nos 9000.00|NxGenBio  |Nucleome Not Applicable
7.03 Nos

T to | i 8K A G i It 106 48
omato Infinium rray Genotyping em 10000.00|Nucleome |Not Applicable |Not Applicable
7.04 |Pepper Infinium 20K Genotyping Item 107 48|Nos 10000.00{Nucleome  |[Not Applicable |Not Applicable
7.05 [Wheat Infinium 90K Genotyping Item 108 48|Nos 7200.00|NxGenBio  [Nucleome Not Applicable
7.06 _|Brassica infinium 90K Chip Item 109 48|Nos 12000.00{Nucleome |Not Applicable |Not Applicable
7.07 Nos
Rice Infinium 6K G i Item 110 48
ce Intinium enotyping em 6500.00|Nucleome |[Not Applicable |Not Applicable
7.13 |Trait Mapping by QTL-Seq/Mutmap 10 X (1 Gb genome item 116 4.000|Nos
size) 21250.00|Nucleome |Not Applicable |Not Applicable
7.14 |Marker Assisted Foreground Selection (per Marker) Item 117 96|Nos 1500.00{Nucleome _ |Not Applicable [Not Applicable
7.15 |Marker Assisted Background Selection Iltem 118 48{Nos 1500.00{Nucleome [Not Applicable [Not Applicable
7.16 _|KASP Marker Development (KBD) Item 119 1|Nos 1000.00{Nucleome _ |Not Applicable |Not Applicable
7.17 _|KASP Marker Development (KOD) Item 120 1|Nos 1500.00{Nucleome |Not Applicable |Not Applicable
7.18 |Fluidigm Marker Development for 24.192 set Item 121 192|Nos 2500.00{Nucleome [Not Applicable |Not Applicable
7.19  |Fluidigm Marker Development for 96.96 set Itern 122 96|Nos 1250.00|Nucleome |Not Applicable |Not Applicable
7.20 _|Fluidigm IFC Genotyping, 24.192 set Item 123 192{Nos 1500.00{Nucleome |[NxGenBio Not Applicable
7.21 |[Fluidigm IFC Genotyping 96.96 set Item 124 96|Nos 1500.00{Nucleome |Not Applicable |Not Applicable
7.22 _|Genetic Purity Analysis 96 Item 125 96|Nos 5000.00|Nucleome |Not Applicable |Not Applicable
7.23 _|Immunodiagnostic Services 96 R Item 126 96(Nos 2000.00|{Nucleome [Not Applicable [Not Applicable
7.24 |Immunodiagnostic Services 96 SPL Item 127 96|Nos 2000.00|Nucleome [Not Applicable |[Not Applicable
8 Additional Sequencing and Mapping offerings 2 2 » iR
8.01 |[10X Chromium Lib and Data generation Upto 50 GB raw {temn 128 1.000|Nos 100000.00|Nucleome  |NxGenBio
‘|data . . NEUBERG
8.02 10X Chromium Lib and Data generation Upto 100 GB raw lter 129 1.000|Nos 150000.00|Nucleome  |NxGenBio
data NEUBERG
8.0
3 HiC Lib and Data Generation upto 50 GB Item 130 1.000|Nos 32000.00( NEUBERG NxGenBio .
Not Applicable
8.0
. HiC Lib and Data Generation upto 100 GB Item 131 1.000{Nos 64000.00| NEUBERG NxGenBio .
i . R . Not Applicable
8.05 |saphyr Optical Mapping with 1 Liband 1 Flow cell with ltem132 |  1.000|Nos | 200000.00|Nucleome |NxGenBio !
100Gb data for each flow cell Not Applicable
8.06 |Saphyr Optical Mapping with 2 Lib and 2 Flow cell with {tem 133 1.000| Nos 350000.00|Nucleome | NxGenBio i )
100Gb data for each flow cell Not Applicable
8.07 |Saphyr Optical Mapping with 3 Lib and 3 Flow cell with {tern 134 1.000/Nos 500000.00|Nucleome NxGenBio
100Gb data for each flow cell Not Applicable
9 Bioinformatics service (Data generation notincluded) X
9.01 .Genorfw wide Association ?tudv by dlffer.ent methods {temn 135 96|Nos 200.00|NxGenBio Nucleome
including haplotype analysis and generation of maps Eurofins
9.02 |Complete QTL Mapplng by different algorithms/methods {tem 136 96| Nos 200.00| NxGenBio Nucleome
and related services Eurofins
9.03
Whole Genome De-Novo Assembly and Annotation (Data
size of 10GB data) Comprehensive Raw Data QC, Leverage a 137 onio |1 a0a0.colNED X
rapidly growing number of Assemblers optimized for short tem 1.000f Nos . BERG Nucleome NxGenBio
and long reads, HiC, 10X and Bicnano data reads, assembly
validation, Repeat Masking, Gene Prediction, Annotation,
Pathway & Ontology Enrichment, Domain Enrichment etc
9.04 |Whole Genome De-Novo Assembly and Annotation (Data Eurofins
size of 100GB data) Comprehensive Raw Data QC, Leverage
a rapidly growing number of Assemblers optimized for
short and long reads, HiC, 10X and Bionano data reads, Item 138 1.000|Nos 25000.00|Nucleome  |NxGenBio
Assembly validation, Repeat Masking, Gene Prediction,
Annotation, Pathway & Ontology Enrichment, Domain
Enrichment
9.05 [Complete bacterial genome assembly, annotation and Item 139 1.000({Nos 3000.00|NxGenBio |Clevergene Eurofins
comparative studies, phylogeny etc
9.06 Complete.fungal ge.nome assembly, annotation, \tem 140 1.000|Nos 4500.00| NEUBERG NxGenBio Clevergene
comparative analysis, phylogeny etc
9.07 |Complete transcriptome analysis for one more types of RNA
including assembly(denovo/ref), annotation, Differential
expression, comparative analysis, splice variants, GO Item 141 1.000{Nos 2500.00( NEUBERG NxGenBio Nucleome
analysis, KEGG mapping, co-expression analysis among the
datasets, target prediction etc
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Sl.No. Item Description gem Qty. | Units 1 st 2 n d
ode
Empan | Empanelle
elled d Firm
Firm
Rate Firm Firm Firm
1 2 3 4 5 13 14 15 16
9.08 |Complete DNA seq analysis assembly(denovo/ref),
annotation, comparative analysis , SSR markers Item 142 1.000(Nos 3500.00(Nucleome [NxGenBio
identification, etc Eurofins
9.09 |Complete bisulfite sequencing data analysis including Clevergene
scanning/d?stribytion_, GO analysis, methylated region_'l/gene Item 143 1.000|Nos 5000.00|Nucleome NxGenBio
/promoter identification, plotting, graphs , comparative
mapping, etc
9.10 |Complete metagenome analysis including identification of
genus/taxa, distribution, abundance, diversity, Item 144 1.000|Nos 2500.00(Clevergene [Nucleome NxGenBio
phylogenetics, etc
9.11 |Complete assembly of organelle genomes : assembly,
annotation, development of circular/linear genome, SSR Item 145 1.000|Nos 4500.00(NEUBERG ~ (NxGenBio
identification, repeat density etc Not Applicable
912" |Exome sequenicing dataanalysisincluding assembly, ltem 146 |  1.000|Nos 2500.00|NEUBERG  |NxGenBio Nucleome
annotation, variant analysis, etc
9.13 GBS/RAD data analysis including data filtering, clustering, 1.000INos
variant analysis, haplotype analysis, association analysis,
statistical analysisietc Item 147 400.00|Clevergene |Not Applicable |Not Applicable
10 ' |Proteomics Services >
10.01 |Epitope Design Item 148 1.000|Nos N/A N/A N/A N/A
10.02 |Synthesis of Peptide for Modified Peptide 1.000|Nos
(Phosphorylated/Methylated/Acetylated/etc.) Item 149 N/A N/A N/A N/A
10.03 |Synthesis of Peptide (HPLC Purified) Item 150 1.000[{Nos N/A N/A N/A N/A
10.04 |KLH/BSA Conjugation Item 151 1.000|Nos N/A N/A N/A N/A
10.05 |BSA-EDC Conjugation for Ab Generation Item 152 1.000|Nos N/A N/A N/A N/A
10.06 |FITC Conjugation Item 153 1.000|Nos N/A N/A N/A N/A
10.07 |Generation of Polyclonal Antibody (in two Rabbits) Item 154 1.000|Nos N/A N/A N/A N/A
10.08 |Generation of Polyclonal Antibody (in one Rabbit) Item 155 1.000{Nos N/A N/A N/A N/A
10.09 |Generation of Polyclonal Antibody (in four Mice) Item 156 1.000|Nos N/A N/A N/A N/A
10.10 |Generation of Polyclonal Antibody (in four Rats) Item 157 1.000|Nos N/A N/A N/A N/A
10.11 |Protein A Affinity Purification of Antibody ltem 158 1.000|Nos N/A N/A N/A N/A
10.12 |Peptide Affinity Purification of Antibody Item 159 1.000|Nos N/A N/A N/A N/A
10.13 |Double Peptide Affinity Purification of Antibody Item 160 1.000|Nos N/A N/A N/A N/A
10.14 |Triple Peptide Affinity Purification of Antibody Item 161 1.000{Nos N/A N/A N/A N/A
10.15 |Extension of Custom pAb Service per month per Rabbit Item 162 1.000{Nos N/A N/A N/A N/A
10:16 Extension of Custom pAb Service per month in two Rabbits {tem 163 1.000|Nos N/A N/A N/A N/A
10.17 |Final bleed of Custom pAb Development in one Rabbit Item 164 1.000|Nos N/A N/A N/A N/A
10.18 Final bleed of Custom pAb Development in two Rabbits e 165 1.000Nos N/A N/A N/A N/A
10.19 |Protein Extraction Service by Gel Elution Item 166 1.000|Nos N/A N/A N/A N/A
10.20 |Angiten QC Testing by SDS-PAGE Item 167 1.000|Nos N/A N/A N/A N/A
10.21 |Phase-I: Anti-sera Development (in 4 Mice) for Custom mAb 1.000|Nos
Production. Item 168 N/A N/A N/A N/A
10.22 |Phase-II: Fusion and Screening for Positive Clone for 1.000|Nos
Custom mAb Production, Item 169 N/A N/A N/A N/A
10.23 |Phase-IIl: Sub-cloning and Screening for Positive Clone for 1.000|Nos
Custom mAb Production Item 170 N/A N/A N/A N/A
1024 Phase-IV: Large Scale Production and Purification of mAb tem 171 1.000/Nos N/A N/A N/A N/A
10.25 |Selection of Match-paired Clones and Conjugation of mAb 1.000|Nos
to Biotin Item 172 N/A N/A N/A N/A
10.26 IHC Testing Service for one Antibody from Paraffin Block tem 173 1.000{Nos N/A N/A N/A N/A
1027 Processing of Tissue for IHC and Staining with one Antibody tem 174 4000 Nes N/A N/A N/A N/A
10.28 Tissue Section and Slide Preparation from Paraffin Block Item 175 1.000{Nos N/A N/A N/A N/A
10.29 |Block Preparation, Slide Preparation and Staining Item 176 1.000|Nos N/A N/A N/A N/A
10.30 |Block Preparation and Slide Preparation Item 177 1.000|Nos N/A N/A N/A N/A
10.31 |Codon Optimization for Gene Synthesis Item 178 1.000|Nos N/A N/A N/A N/A
10.32 |Gene Synthesis (minimum 500 bp) [more bp enquire] Item 179 1.000{Nos N/A N/A N/A N/A
10.33 |Gene Cloning into Expression Vector Item 180 1.000|Nos N/A N/A N/A N/A
10.34 |Transformation and Protein Expression Item 181 1.000{Nos N/A N/A N/A N/A
10.35 |Mass Culture for Protein Purification Item 182 1.000|Nos N/A N/A N/A N/A
10.36 |Purification through Ni-NTA Chromatography Item 183 1.000|Nos N/A N/A N/A N/A
10.37 |Purification for GST Tagged Protein Item 184 1.000|Nos N/A N/A N/A N/A
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10.38 |Additional Two-step Purification (lon Exchange and Gel 1.000{Nos
Filtration) Item 185 N/A N/A N/A N/A
10.39 |Protein Refolding Service Item 186 1.000|Nos N/A N/A N/A N/A
10.40 |In vitro Anti-Cancer Experiment Item 187 1.000{Nos N/A N/A N/A N/A
10.41 |Label-free nano-LC- MS/MS Analysis- single sample Item 188 1.000|Nos 20000.00{NxGenBio  |VALERIAN Not Applicable
10.42 |LC/MS - single sample Item 189 1.000|Nos 12000.00{NxGenBio  [VALERIAN Not Applicable
10.43 |LC/MS - multiple samples (10-25) Item 190 1.000{Nos 21000.00{VALERIAN N/A N/A
10.44 |LC/MS - bulk (>25) and no result Item 191 1.000|Nos 17000.00|VALERIAN N/A N/A
10.45 |Multiplexed protein analysis using 2-Plex iTRAQ — 120 min 1.000|Nos
run Item 192 N/A N/A N/A N/A
10.46 |Multiplexed protein analysis using 3-Plex iTRAQ — 120 min 1.000{Nos
run Item 193 N/A N/A N/A N/A
10.47 |Multiplexed protein analysis using 4-Plex iTRAQ — 120 min 1.000(Nos
run Item 194 260000.00|NxGenBio N/A N/A
10.48 |Multiplexed protein analysis using 5-Plex iTRAQ — 120 min 1.000|Nos
run Item 195 N/A N/A N/A N/A
10.49 |Multiplexed protein analysis using 6-Plex iTRAQ — 120 min 1.000|Nos
run Item 196 N/A N/A N/A N/A
10.50 [Multiplexed protein analysis using 7-Plex iTRAQ — 120 min 1.000|Nos
run Item 197 N/A N/A N/A N/A
10.51 |Multiplexed protein analysis using 8-Plex iTRAQ — 120 min 1.000|Nos
run Item 198 510000.00{NxGenBio N/A N/A
10.52 |Multiplexed protein analysis using 02-Plex TMT — 120 min 1.000|Nos
run Item 199 N/A N/A N/A N/A
10.53 [Multiplexed protein analysis using 03-Plex TMT — 120 min 1.000|Nos
run ] Item 200 N/A N/A N/A N/A
10.54 |Multiplexed protein analysis using 04-Plex TMT — 120 min 1.000(Nos T
run Item 201 N/A N/A N/A N/A
10.55 |Multiplexed protein analysis using 05-Plex TMT — 120 min 1.000{Nos
run Item 202 ) N/A N/A N/A N/A
10.56 |Multiplexed protein analysis using 06-Plex TMT — 120 min 1.000|Nos
- [run ) ‘ Item 203 N/A. N/A N/A N/A
10.57 |[Multiplexed protein analysis using 07-Plex TMT — 120 min 1.000|Nos
run g Item 204 ) " N/A N/A N/A N/A
10.58 [Multiplexed protein analysis using 08-Plex TMT — 120 min 1.000|Nos s
run Item 205 N/A N/A N/A N/A
10.59 |Multiplexed protein analysis using 09-Plex TMT — 120 min 1.000|Nos
run Item 206 N/A N/A N/A N/A
10.60 |Multiplexed protein analysis using 10-Plex TMT — 120 min 1.000(Nos
run Item 207 N/A N/A N/A N/A
10.61 |2D-DIGE Analysis of 2 samples + LC-MS/MS analysis of 10 1.000{Nos
protein spots Item 208 N/A N/A N/A N/A
10.62 |2D-DIGE Analysis of 4 samples + LC-MS/MS analysis of 10 1.000|Nos
protein spots Item 209 N/A N/A N/A N/A
10.63 |2D-DIGE Analysis of 6 samples + LC-MS/MS analysis of 10 1.000(Nos
protein spots Item 210 N/A N/A N/A N/A
10.64 |MALDI-TOF/TOF (PMF+MS/MS),Database search using 1.000{Nos
Mascot, Raw data export, MS Report (in PDF) Peak list data
(in mascot generic format) Item 211 N/A N/A N/A N/A
10.65 |[(In-gel/solution Digestion + Extraction ZipTip® Desalting 1.000|Nos
MALDI-TOF/TOF (PMF+MS/MS), Database search using
Mascot, Raw data export, MS Report (in PDF), Peak list data
(in mascot generic format). Item 212 N/A N/A N/A N/A
10.66 |iTRAQ 4-plex labeling and sample preparation Item 213 1.000{Nos 60000.00|NxGenBio N/A N/A
10.67 |iTRAQ 8-plex labeling and sample preparation Item 214 1.000{Nos | 120000.00|NxGenBio N/A N/A
10.68 |Label Free Quantitative proteome analysis Item 215 1.000|Nos 20000.00|NxGenBio  |VALERIAN Not Applicable
10.69 |De-Novo Proteome profiling: Six-enzyme digestion, UPLC- 1.000|Nos
MS/MS, up to 50,000 sequencing events, 50 cm column, 90
min gradient Item 216 N/A N/A N/A N/A
10.70 |[Six-enzyme digestion, UPLC-MS/MS, up to 150,000 1.000|Nos
sequencing events, 50 cm column, 90 min gradient. PLUS de
novo assembly Item 217 N/A N/A N/A N/A
10.71 |UPLC-MS/MS, up to 10,000 sequencing events, 15 cm 1.000{Nos
column, 20 min gradient (ID upto 1000 Proteins) Item 218 N/A N/A N/A N/A
10.72 |UPLC-MS/MS, up to 50,000 sequencing events, 50 cm 1.000|Nos
column, 90 min gradient (ID upto 4000 Proteins) Item 219 N/A N/A N/A N/A
10.73 |UPLC-MS/MS, up to 150,000 sequencing events, 50 cm 1.000|Nos
column, 240 min gradient (ID upto 9000 Proteins) Item 220 N/A N/A N/A N/A

Page 6 of 7

) =
AN



Sl.No. Item Description item Qty. | Units
5 Y, 1st 2nd
Code
Empan | Empanelle
elled d Firm
Firm
Rate Firm Firm Firm
1 2 3 4 5 13 14 15 16
10.74 |3 high pH fractions, UPLC-MS/MS, up to 450,000 1.000{Nos
sequencing events, 50 cm column, 3 x 240 min gradient
(15000 Proteins) Item 221 N/A N/A N/A N/A
105 Multi-enzyme digestion, 12 high pH or OGE-IEF fractions, 1.000|Nos
UPLC-MS/MS, up to 1,850,000 sequencing events, 50 cm
column, 12 x 240 min gradient (All proteins) {temn 222 N/A N/A N/A N/A
10.76 |2D DIGE Preparative Gel (2 CyDye labeling) Item 223 1.000|Nos N/A N/A N/A N/A
10.77 |Spot Picking: up to 96 spots per gel Item 224 1.000{Nos N/A N/A N/A N/A
10.78 |LC-MS/MS on low complexity samples (1D Gel band) Item 225 1.000|Nos 17000.00{VALERIAN N/A N/A
10.79 |LC-MS/MS on moderate complexity samples Item 226 1.000|Nos 19000.00|VALERIAN N/A N/A
10.80 |LC-MS/MS on high complexity samples Item 227 1.000{Nos 30000.00| VALERIAN N/A N/A
10.81 |Service - N-terminal protein and peptide sequencing (Set-up 1.000{Nos
with first 5 amino acid sequencing steps) Item 228 N/A N/A N/A N/A
10.82 |ICP-MS analysis of plant sample Item 229 1.000|Nos N/A N/A N/A N/A
10.83 |ICP-MS analysis of soil sample Item 230 1.000{Nos N/A N/A N/A N/A
10.84 |ICP-MS analysis of plant sample with bioinformatics 1.000(Nos
analysis Item 231 N/A N/A N/A N/A
10.85 |AAS analysis of plant tissue sample Item 232 1.000(Nos N/A N/A N/A N/A
10.86 |XRF analyis of plant tissue sample Item 233 1.000|Nos N/A N/A N/A N/A
10.87 |HPLC analysis with the appropriate standards Item 234 1.000{Nos N/A N/A N/A N/A
'/I//
\r\ \\I\
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