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Amaranthus hypochondricus:
Noncoding RNA Database

The genus Amaranthus is an herbaceous C4 dicotyledonous
plant which comprises approximately 70 species relatively
having high genetic variability Amaranthus plants are a source
of highly nutritious pseudo-cereals, rich in vitamins and minerals
and also cultivated as ormamentals (Akubugwo et al., 2007, Hill
and Rawate, 1982, Shukla et al 2006). Thus, Amaranthus
seeds are also a rich source of gluten-free protein having a
composition of amino-acid that are nutritionally balanced
(Brenner et al 2000). Moreover, it has greater ability to
withstand the salt and drought stress than crops like wheat
sorghum cotton and corn through superficial water use
efficiency (Jiayi and WS, 1989. Johnson and Henderson, 2002)
The grain amaranths have also been noted for their drought
tolerance (Brenner 2000) disease and pest resistance, high
yield in production. Considering its agronomic and economic
importance, attention is being given to the cultivation
conservation, and sustainable utilization of this promising crop
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This database include of following menu bar:

1) Home

2) mMIRNA

3) IncRNA

4) circRNA

5) SSR
Enter the no. of SSR (type from 1-6)
Enter the repeat
*Click for search

User can explore these options for extracting information which are available in the
database.

For any information, please contact us through the email id provided in the contact
us tab.



This window shows miRNA details: After clicking on miIRNA the following page will be
opened in which user can view detail information like miIRNA id, Sequences, GC%,
MIRNA length, MFE, MFEI, miRNA’s target gene, miRNA’s Target Function and type of

SSR

Click on shown menu for miRNA detail
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- miRMNA"s target - twpe .
unction
miRMNAGd Sequence{5 -37) gene miRMNAs Target F SSR »
1 ahy-mireeT = S Fo o7 el iz =Y V. AlLind oo s L RS S SN PN
Protein
2 ahy-mir413 AGCAGAAACTACTTTTTTAGGET 20 .44 23 -63.2 1.294 AHOT1239-RA non-intrinsic ABC protein 9 MNLA
3 ahy-mir-1333 CTCTTTCCTGS GTTTGATAT 20 .44 23 -11.9 .54 AHOOG344-RA cation/hydrogen exchanger 15 nuclg:l:btide
4 ahy-mir-1-5Sp TATTCATGTGT TGAAT GTAAGGS 20 .44 23 -58 1.314 AHOZO0895-RA Exostosin family protein MLA
= SGMNH hydrolase-type esterase
5 ahy-mir-4952-3p AT TCC TTGCCGCCA CAMG 43 48 23 -58.2 1.307 AHO14850-RA superfamily protein MNLA
& ahy-mir-D14-3p TGACGGATTATTATGTTTTCTG 30.44 23 -60.5 | 1.200 | AHOD4936-RA | C¥steine/Histidine-rich C1 domain family NA
T ahy-mir-759 ATAAATAT GGET T TGEGCACACT 20 44 23 -84 .9 1.28 AHOO1955-RA Pre-mRMNA-processing-splicing factor MA
8 ahy-mir-8930 ATTGTTGGGCTAG CTCTA 3479 23 -54.3 1.275 AHOOSTA8-RA tormado 1 A
ahy-mir-130d-1- Tetratncopeptide repeat (TPR}M ke
Q 5p AT TOOAMC AATCGTTGT TGO 20 .44 23 -S54 7 1.266 AHOT14032-RA superfamily protein LA
10 ahy-mir-153-5p TTTTTGTGATGGAT TGAGCAT T 30 44 23 -45 1.232 AHOOEBE26-RA Bictinflipoate A/B protein ligase family ML
11 ahy-mir-10b-3p TTICGAAGGTGGGAT T ITCAATIT 3479 23 -56.5 1.212 AHOO9E518-RA BCL-2-associated athanogene 6 LA,
12 ahy-mir-259 TGAT GG CCCTOCGTCATT 39 14 23 -59 .1 1. 208 AHOZ22TE8-RA auxin transport proteind (BI1G) A
13 ahy-mir-12074-5p | AGTT rAAGA GTTTGTGGG 30.44 23 -45.1 1.205 AHOO9000-RA holocarboxylase synthase 1 LA
14 ahy-mir156g-3p AC CG ACTCTC CATA 30.44 23 -1 1.19 AHOT10589-RA Frigida-like protein MNLA
15 ahy-mir-10464-5p | GTGTTCAATTGCAGTCCATAGA 39 14 23 634 | 1.183 | AHO08037-Ra | JDPClyeosylransferase superfamily A
186 ahy-mir-12-5p AGTAAGATTTTCATTCTCATCC 30 44 23 -49 [ 1.142 | AHO20167-Ra |DEMD/MHIbox  RNA - helicase  family NA,
17 ahy-mir002 ASATSAAMCAATCGTAT GAACGGEC 29 14 23 -56.6 1.13 AHOOET17-RA Patatin-like phospholipase family protein MNLA
18 ahy-mir003 TCGATATACTCTTITGTACATCT 30.44 23 -51.2 1.123 AHO18704-RA nuclectide-rhamnose ‘synthase LA
19 ahy-mir-5849 TGATCTTGTTTCTTCACCAAAT 30 44 23 524 1118 AHOZ1944-RA  |FA20E protein  of  unknown  function NA
e — i — - e~ i —




31 ahy-mir-750-5p TACACAAGATCCAACCTTAATT 30.44 23 -41.3 | 1.044 AHO11509-RA MNA NA,
32 ahy-mir1886.3 TATGTCCATCGAAAGATTTCAT 30.44 23 -415 | 1.041 AHOOT551-RA | NA NA,
UTP:galactose-1-phosphate
X ahy-mir096 CTTCGACAACAACTTCCTCATA 2914 23 -68.7 | 1.039 AHO00715-RA uridylyltransferases NA
34 ahy-mir-8379b-5p | AGATGCTGTCAAAAGACAGCTG 43 .48 23 B22 | 1.037 NA MNA NA,
35 ahy-mir-10143-3p |CCTGCAGGACTTTTGTCCATTG 47 .83 23 -83.7 | 1.036 AHO04699-RA Domain of unknown function (DUF23) MNA,
36 ahy-mir-10734 CTTAACATCTTTAGAATTGAGG 30.44 23 447 | 1.02 AHO21488-RA | aspartic proteinase Al NA,
37 ahy-mir-10555 TAAGGAAGCTGCTGCTTATTCT 3914 23 -587 |1.014 AHO03920-RA | GRAM domain family protein NA,
38 ahy-mir-9237b ATCAGGTGTTGGTGTCTCACGT 47 .83 23 BG28 | 1.01 AHO18815-RA | AMP deaminase; putative NA,
39 ahy-mir-9993a-3p |AGTCCCATCTCGGTGGGATCGG 60.87 23 -134.4| 1.008 AHO13636-RA | actin depolymerizing factor 4 MNA
) Transducin®WD4NA repeat-like
40 ahy-mir-7304-3p (A ATACAATGGGGTCTCCTT 3479 23 -55.9 | 1.004 AHO009533-RA superfamily protein NA
41 |ahy-mir9559-3p | TAGGGAATTTGGATTTGGAAAA 3044 | 23 |-506 |1.002 | AHO14667-RA Bf&gfpmm&mh glycoprotein family NA
- Pentatricopeptide repeat (PPR)
42 ahy-mir8775 CTCAACCATCAGCTTGAAGT 3914 23 -83 | 0.987 AHO11176-RA superfamily protein NA,
43 ahy-mir-6-3p TGCTGTTCTT TCCTTTTC 30.44 23 -44 1 | 0.979 AHO06656-RA | poly(A) polymerase 1 NA,
44 ahy-mir-2498a-5p | TATAGCATACTTATGCGGAAGTA 30 .44 23 -41.4 | 0.979 AHO04686-RA MA NA,
45  |ahy-mir-10314  |GTGTATGAACCAAGGCGGAAAT 4348 | 23 | 602 [0975| AHO19374RA |3Pnameta-Hydrolases superfamily |
45 ahy-mir2936 TTGAGAACACTCTCTCAAGATA 3479 23 -67.2 |0.971 AHO03309-RA | NA NA
47 ahy-mir-8362-3p |CACAAGTATCTTTAAAGTCAGA 30.44 23 -51.1 | 0.965 AHO03925-RA | NA NA
- cleavage and polyadenylation specificity di
48 ahy-mir-7132b-5p | TTCGACCAAGTCTGTACAATTG 3914 23 -53.3 | 0.634 AHO012287-RA factor 16NA nuclectide
ahy-mir-11619d- - )

49 5p CGAAAACGATATATTCTTCATG 30.44 23 -61.8 | 0.958 | AH020514-RA | DWNN domain; a CCHC-type zinc finger NA
50 ahy-mir4349-3p GAGTATATAACGTATCCTGATG 34 .79 23 -71.5 | 0.956 AHO008075-RA | exostosin family protein MNA,
MFE: Minimum free energy; MFEI: Minimum free energy index;
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Some important points on above used scientific abbreviations

*miRNAId : miRNA are nomenclature as per Ambros Rule.

*Sequences : Nucleotide sequences are provided.

*GC%: The highest value is 70.26 followed by 30.43 as lowest value with an average of 37.20.
*miRNA length: The miRNA length lies between 21-25 nucleotides.

*MFE: Minimum free energy.

*MFEI: Minimum free energy index.

*miRNA’s target gene: Target gene were retrieved from Phytozome database.

*miRNA’s Target Function: Target gene’s function were retrieved from Phytozome database.

*Type of SSR: Krait tool was used for SSR identification.



This page display the detail information of IncRNA e.g. IncRNAId, Length, CPC index,
IRSOM Accuracy score, FPKM value, MFE, type of SSr, IncRNA’s target gene and
IncRNA’s target function

Click on shown menu for IncRNA detail
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RSoM | | xa
IncRNA id Length CPC index Accuracy Value MFE Type of SSR IncRNA's Target gene
Score

Ahy_Inc_0519 0.994927| 14787 6 NA NA

Ahy_Inc_0176 397 |-1.09396 0.962619] 1086.88 | 1608 NA NA NA
3 | Anhy_Inc_2621 287 |-1.07418 0.997325| 1010.72 | 968 NA NA NA
Peptidase C12, ubiquitin
4 Ahy_Inc_2148 380 -1.299 0.986279| 83857 196 9 NA AHO18098-RA carboxyl-terminal
hydrolase 1
5 |Any_Inc_2076 217 |-1.0592 0.988083| 74069 | 194.4 | Tri nucieotide AHO18735-RA MATEpe,g:g}‘n’a'“"V
6 | Ahy_Inc_0995 230 |-1.07993 099351 | 64999 | 861 NA AHO18624-RA receptor like protein 50
7 | Ahy_Inc_2390 340 |-1.16572 0988106| 42597 | 632 NA NA NA
8 |Any_Inc_2189 290 [-1.14278 0.990963| 35019 | 2097 NA AHO018735-RA MATEperg:g:‘n'a’“"y
9 Ahy_Inc_1888 224 |-1.15843 0989427| 33605 97 NA AHO22193-RA Ribosomal protein L13
= — = family protein
Protein of unknown
10 |Ahy_Inc_2280 238 |-1.52351 0.990779| 20279 | 938 NA AHO18310-RA St DU 150}
DNAJ heat shock N-

11 Ahy_Inc_2381 210 -1.17968 0957129 29193 1287 NA AHO18456-RA terminal domain-
containing protein

Inorganic H

12 Ahy_Inc_2160 753 -1.13204 0.956337| 277 .52 821 NA AHO20681-RA pyrophosphatase family
protein
C2H2 and C2HC zinc
13 |Ahy_Inc_1822 286 |-1.07785 0.984981| 264.13 | 1169 NA AHO18384-RA fingers superfamily
protein
14 | Any Inc_1416 315 |-1.07039 0.972505| 23923 | 202.3 NA AHO18832-RA ubiquiin activating

enzyme 2
NA

Ahy_Inc_2084 0992028 NA




Some important points on above used scientific abbreviations

* IncRNA id: First letter from genus and last two letter from species eg. Ahy IncRNA_001
» Length: Length is greater than 200 base pair.

» CPC index: coding potential calculator index less than -1.

* IRSOM Accuracy score:

 FPKM value: Expression value of IncRNA

* MFE: Minimum free energy

» Type of SSR: SSR bearing INCRNA

* IncRNA'’s target gene: Target gene were retrieved from Phytozome database

* IncRNA’s target function: Target gene’s function were retrieved from Phytozome database



This window displays the Information of circRNA e.g circRNA id, Length, FPKM Value,
CPC_Index, Non_Coding Prob, Sponge miRNA and miRNA’s Target Function

Click here for circRNA
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""’";"n‘fi““ Sponge miRNA miRNA's Target Function »
) - 2061.34 |0.0813656 ahy-mird382
2 Ah_circ003 3157 e Uo5 Lipase class 3-related protein
3 Ah_circ004 23683 | 482.08 |0.0895304 0.91047 ahy-mir11475 F-box family protein
4 Ah_circD05 146 | 644602 | 00104434 0989557 NA NA
s Ah_circ006 157 152292 |0.0102073 0.989793 NA NA
(5] Ah_circO07 295 21070.7 | 0.036269 0.963731 ahy-mir079 with no lysine (K) kinase 4
7 Ah_circ008 o828 23014 |0.197288 0.802712 ahy-mir5298a DNA’cb;g‘tj;?r‘ﬁnbg;opT;gﬁjmai"’
8 Ah_circD09 172 136304 | 00661077 0.033892 NA NA
=] Ah_circ010 7594 56.93 0.202038 0.797962 ahy-mir-10743 O-acetyltransferase family protein
10 |Ah_circD11 179 173610 |0.012588 0987412 NA NA
11 |Ah_circ012 198 56016 | 0.00563652 0.994363 NA NA
12 |Ah_circD13 163 | 394002 |0.129681 0.870319 NA NA
13 |Ah_circo14 27121 | 39829 |0.0473755 0.952624 ahy-mira712 NA
14 |Ah_circD15 10361 | 1933 47 | 0.0604998 09305 ahy-mir5649b WHIRLY 2
15 | Ah_circ016 2201 1110.03 |0.0736799 0.02632 ahy-mir-2704 NAD(Z{;EEﬁgﬂI?%ﬁg?Q”’fc"d
16 Ah_circO17 7855 376869 |0.0327066 0.967293 ahy-mir156g-3p Frigida-like protein
17 |Ah_circo18 182 58087 |0.00858435 0.991406 NA NA
18 | Ah_circD19 440 131647 |0.00000804 0009992 NA NA
19 | Ah_circ020 128 o 0.170647 0.820353 ahy-mir5208a DNA;:b;gf;Tr‘f’mbg;opTcggﬁ]mai"’
20 |Ah_circo21 9200 | 620166 |0.145006 0.854004 ahy-mir073 ARM repeat profein interacting wis
21 |Ah_circoz22 178 | 2524.88 | 0.0699805 0.930019 NA NA




Some important points on used scientific abbreviations

«circRNA id : First letter from genus and last letter from species eg. Ah_circ001

Length: Length of circularRNA. It ranges from 138 to 27121 as longest and smallest length respectively.
*FPKM Value: Expression value of circRNA

*CPC _Index: Coding potential calculator

*Non_Coding Prob: it shows the non coding probability of circular RNA.

*Sponge MiRNA: Interaction between circular RNA and miRNA.

*miRNA Target Function: Target gene’s function were retrieved from Phytozome database



Click here for SSR

IncRNA circRNA Help-Manual Contact US

Enter SSR. type : | SSR type 1/2/3/4/5/6

Enter Repeat : |

1: mono nucleotide 2: di nucleotide 3: tri nuclectide 4: tetra !cleotide 5: penta nucleotide 6: hexa nucleotide

ICAR-Indian Agricultural Statistics Research Institute
Library Avenue, PUSA, New Delhi - 110 012

Enter the no. of SSR type
from 1-6
And enter the repeat and
click for search




Total no. records : 215

After clicking on search button the following page will be opened in which user can view
SSR information like SSR_id, Motif, Type, Repeats, SSR length, SSR on Gene and Primer

SSR_ijd Motif Type Repeats SSR length SSR on Gene
Ahy_SSRO1TT CCCATT [ 4 24 0
Ahy SSRO178 CCCATT [ 4 24 V]
W T 5] X oA (8]
) LV AR A e 5] . .- 9]
Ahy_SSRO7T60 TTGGGT 5 4 24 0 i
Ahy_SSRO7T61 TTGGGT [ 4 24 5] i
Ahy SSR0O990 CAAGAC B 4 24 o i .
Ahy _SSR1216 TTCCAT [ 4 24 0 i ClICk here for
Ahy_SSR1226 TITGGGT 3] 4 24 0 i . .
Ahy_SSR1342 TTCCAT 5 4 24 0 i Primer’s detail
Ahy_SSR1343 TTCCAT B 4 24 0 i
Ahy SSR1365 TGGATC B 4 24 o i
Ahy SSR1366 TGGATC B 4 24 0 Primer
Ahy_SSR1581 TTCCCA 5 4 24 0 Primer
Ahy_SSR1501 TEGTGC [ 4 24 5] Primer
Ahy SSR1502 TGGTGC 5 4 o4 0 Primer
Ahy SSR1744 ATTTTA B 4 24 o Primer
Ahy_SSR1906 AGAACA [ 4 24 0 Primer
Ahy_SSR2000 GAGGCT 5 4 24 0 Primer
Ahy_SSR2001 CAGGCT [ 4 24 3] [Primer
Ahy SSR2150 AACATC B 4 24 o Primer
Ahy SSR2228 TTITTGA B 4 24 W) Primer
Ahy_SSR1078 ATTTTG 3 4 24 AATPA Primer
Ahy_SSROG02 TGCTGT [ 4 24 "ABEZ Primer
Ahy_ SSRO0689 TGCTGT (s} 4 24 "ABF2 IPrimer
Ahy SSRO600 TGCTGT B 4 24 FABEZ2 Primer
Ahy_SSRO395 TGGAGG B 4 24 ABP Primer
Ahy_SSRO396 TOGAGG 5 4 24 ABP Primer
Ahy_SSRO403 GAGGTG [ 4 24 ABP Primer




After clicking on Primer the following page will be opened in which user can view detail
Information e.g. SSR_id, Forward Primer, TM, GC%, Reverse Primer, TM, GC% and
Product Size

IncRNA Help-Manual Contact US

Total no. records : 1

TCTTTCCTCTATAATCCGCCCC . GTAATGAGAAAGTAAAACAGGAAACCE 58.92 | _2dwad=t="T47

ICAR-Indian Agricultural Statistics Research Institute
Library Avenue, PUSA, New Delhi - 110 012
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Some important points on above used scientific abbreviations

*SSR _id:

*Motif:

*Type: mono, di, tri, tetra, penta and hexa nucleotide SSRs
*Repeats:

*SSR length: Total length of SSRs

*SSR Gene: Presence of SSRs on gene

eForward Primer
* TM : Melting Temperature
* GC%: Total GC content

* Reverse Primer
* TM: Melting Temperature
* GC% :GC content

*Product Size : Total size of primer including both forward and reverse primer.



For further information, please contact us
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