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Producer’s accuracy: 0.89
User’s accuracy: 0.91




Transportation is one
of the largest
segments that can
benefit from
actionable insights
derived from data
captured by these
cameras.
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http: //tntcc tainan.gov. tw/TalnanTrafflc/Iogln do

Estimating traffic flow characteristics, such as speed
Leveraging unsupervised approaches to detect
anomalies caused by crashes, stalled vehicles, etc.
Multi-camera tracking, and object re-identification
in urban environments

vehicle and road user detection and tracking
vehicle type classification

vehicle re-identification and matching
vehicle/pedestrian behavior analysis, activity
recognition, speed estimation, congestion analysis,
anomaly detection, and event summarization
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(i) orchidbase.itps.ncku.edu.tw/est/P

/7 N
Home About OrchidBase Phalaenopsis Genome(New!)  Transcriptome Tools & Download Help
. Available Tracks Genome  Track View Help ©2 Share
i Unlgene Avera.ge Length 10,000,000 20,000,000 30,000,000 40,000,000 50,000,000 60,000,000 70,000,000 80,000,0C
Species Total Reads Number  of Unigenes(bp) @ =) Q Q @\@\ Scaffold000002] + | Scafiold000002:5429142 5429231 (81b) | Go A
Apostagia shenzhenica 52,977,780 91,487 388 ﬁsgenM:del; 5.420 150 5420175 5.420.200 5420225
Neuwiedia malipoeysis 52,977,780 163,824 356 < Referance sequence 1 | Phalasnopsts Seafford plelelslalels lslelslolslels
Vanilla shenzhenic 84,345 944 486,570 217 Phalaenopsis
Scafford
Gall 52,977,780 128,749 350
Paphiopedilum armefiiacum 63,011,468 121,043 357
Cyphipedium singchi 73,504,160 138,941 362 £ Gene Models e
Habanaria delavayi 72,664,184 110,940 353 -
= Unigene
Hemipili 73,144,276 113,458 343 ;
Phala&nopsis equestris 70,571,268 95,820 379 AECP-30F12
Cymbi 860887227 111,239 367 Singletons14084
~ 662,271,362 | 1562071
5 Highlight this gene
[J Open NCKU CrchidBase Gene Structure in an iframe popup(Scaffold000002-GLEAN)
Orchid genome
i ﬁ y\ ﬁ‘ é r_] l]»" 10 f[a; = O ) O orchidbaseitpsnckueduw % = L@

Back [Phalaenopsis Transcriptome]
Select Library: | FFTEVCPM
Select
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Select & View Results

Selsct & View Resulls

Opening a New Screen

Results (The KEGG pathway map:

K[ee Protein export - Arabidopsis thaliana (thale cress)

d - .
1B Endocybosie(13) electATSG28540 ATIGA8160 ATSG27430
[£) Perouisome(14) Rosult [ Pathway menu | Organism menu | Pathway entry | Download KGML | Show description | User data mapping ]
, Phagosome(16) Arabidopsis thaliana (thale cress, <|[6a 100%
- +H @'7 -l—' “" 3/‘ = %) Regulation of autophagy(1) ) - - - [Arabidopst iana ({ ress)
* _— ? 3 5 @ Emronmental Informaton Processing(7l | [LEPTEVCPMO003 BOI pDNR-F)
- By 7 ; — = (3 Envranmentat information Processin. | ALLG48160
e sgnaliog syl | [(FPTEVCPMO78_CO7_PDNR-F .-
> qo124 = 2 +] ¥ E = 1 Genetc Information Processng(237/2:3 AT. ndent
54 | L) _l = ].q- ] - = (2 Genetic Information Procassing/Foldi ntig0425)-—AT1GO9080 (BIP3), (post-translational
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1A 3 ) SNARE ntsactions nvescolr Hlcontigoszsis = Ilv_u Eeoelsscoplicsly] WA st
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<« > 0O M (@ orchidbase.itps.ncku.edu.tw/PEquestris/gffByGenelD?Id=PEQU_26227 jﬁ\’ 7{‘5 7

Close
45960 298374
v v

range bar: 4 [ ] |
he range bar could be slid to show the position on the scaffold. In the Area chart, the red numbers on the first blue bar represents the respective positio]
oden and stop coden of the gene on the scaffold. The red numbers on the following blue bar represents the position of each exon on the scaffold.
sene Name:|PEQU_26227 Search | Scaffold Name:Scaffold000003 Scafford total Length=347040

Total genes on the selected range of the scaffold:10 from:|45960 0 | to: |298374 0 |

o 50000 100000 150000 200000 3
'EQU_26221(mRNA) —— 3370686887
PEQU_26221(CDS) 1 48796-49202
’EQU_26222(mRNA) 1| 6625166964
PEQU_26222(CDS) 1 6625166964
’EQU_26223(mRNA) | 6751167936
PEQU_26223(CDS) | 6751167936
PEQU_26221(CDS) | 7683277102
PEQU_26221(CDS) | 79987-80370
PEQUJGZZ[ECDS% | 86529-86608 PEQU_26224(CDS)length=284,
PEQU _26221(CDS§ | 86728-86887 - _
'Eq%jézza(mRNA) —— .. Start=101671, End=101955,
PEQU_26224(CDS) | 0105891255 From:PEQU_26224(CDS)
PEQU_26224(CDS) | 991819920 leaf(71.24674972):6.155
PEQU_26224(CDS) | 99562-9970 root(59.54874917):5.896
PEQU_26224(CDS) 1 99810-9992 floral stalk(135.0663863):7.078
PEQU_26224(CDS) 1 100017-10013 flower(176.5527866):7.464
PEQU_26224(CDS) 1 101046-1011 sepal(37.5066):5.229
PEQU_26224(CDS) 110060015 B etal(45.5205):5. 508
PEQU_26224(CDS) ! labellum(34.2759):5.099
PEQU_26224(CDS) 1102057-102¢ gynostemium(36.1198):5.175

PEQU_26224(CDS) 11114
'EQU_26225(mRNA)
PEQU._26225(CDS)
PEQU_26225(CDS)
'EQU_26226(mRNA)
PEQU._26226(CDS)
PEQU_26226(CDS)
PEQU_26226(CDS)
PEQU_26226(CDS)
PEQU_26226(CDS)
PEQU_26226(CDS)

'EQU_26227(mRNA) 181431216804
PEQU_26227(CDS) T 181431182037

PEQU_26227(CDS) | 180807-190028
PEQU_26227(CDS) 1 190110-190195

< S5 O M (D) orchidbase.itps.ncku.edu.tw/est/WebBLAST scaaspx

Back [Phalaenopsis Genome Scaffold]
Program Option

Program name: EXPECT threshold: # of Alignment:
Alignment View: Database: Hi
[Pairwise v|  [Phalaenopsis Genome Scaffold |

Scoring Parameters
Match/Mismatch Scores GapOpen/GapExtend Filter

2 /G

Low complexity regions

BLAST |

Enter Query Sequence: m

'GACGGAGATGAGGAGGATAGAGAAC CCGACGAGTCGGCAGGTTACGTTTTCGAAGAGAAGGAACGGGTTGCTGAAAAAGGCTTTTGAGTTATCAGT
GCTCTGCGATGCTGAGGTTGGACTGATCGTCTTTTCTCCTCGCGGGAAGCTCTACGAGTTCGCGAGTTCCAGCATGCTGAAGACCATTGAGCGTTA
CAAGATGAATAACAAAGAGGTGATCGATAATAACAAATCAAACGAGCAAAACATTCAGCAGTGGAAGCAGGATTCGGAGCTCATGTCAAAGAAGAT
TGATGTACTCGAAGATTCTAAACGGAAGCTGATGGGTGAAAACCTTGAATCCTGCTCTGTGGAGGAGC TGCATGAGT TAGAGACTGAACTTGAGCA
AAGCATAAGCAAAGTTAGATGGCGAAAGAACCATTTGCTGGAAGAGCAGGTAGTGCAACTT, \GA AG) TGCTATTA AGAATGC
CTTGCTACAAAAGCAAGGACCTCACACAACCTTATCTCTGTGGAAGGAGCCATTGCAGGGCTTGAA

BLASTN 2.2.23+
Reference:
Stephen F. Altschul, Thomas L. Madden, Alejandro A. Schaffer,
Jinghui Zhang, Zheng Zhang, Webb Miller, and David 3. Li

search programs", Nucleic Acids Res. 25:3389-344
Database: Pha_1213_scafSeq FG2_superscaffold_sca
236,185 sequences; 1,086,208,791 tota

Query=
Length=546

Score E
Sequences producing significant alignments: (Bits) Value
lcl|Scaffold195661 Scaffold195661 _304 1e-080

lcl|Scaffoldeoeee2 Scaffoldeeeee2 304 le-080
e L e




RUHERER + Bas a3




