A Sample T rac king T o ol for Rice Genome Sequencing Katsumi Sak ata 1 Kazunori W aki 1 T akuji Sasaki 1 sakata@staff.or.jp waki@staff.or.jp tsasaki@abr.affrc.go.jp Mic hihik o Shimom ura 2 Masaki Kise 2 shimomur@mi.mss.co.jp kise@mi.mss.co.jp 1 Rice Genome Researc h Program, NIAR/ST AFF, 446-1 Ippaizuk a, Kamiy ok oba, Tsukuba, Ibaraki, 305-0854, Japan 2 Mitsubishi Space Soft w are Co., Ltd., 1-17-15 Sengen, Tsukuba, Ibaraki, 305-0047, Japan 1 In tro duction The Rice Genome Researc h Program (R GP) has en tered a new stage this y ear with the goal of sequencing the en tire genome. Consequen tly , the In ternational Rice Genome Sequencing Pro ject [1] is organized to p erform this e�ort during a short p erio d. Since the genome size of rice amoun ts to 430 Mb, this will requires an enormous n um b er of samples to b e sequenced (appro ximately 2000 samples p er da y at a constan t rate). In order to k eep the qualit y of exp erimen tal data reliable and stabilized, a sample trac king system has b een prepared. The ma jor features of this system include: (1) a serv er-clien t system, (2) w eb-based in terfaces, and (3) bar-co de data managemen t. No w, a protot yp e v ersion of the system is completed and will b e demonstrated. It is exp ected that b y using this system the w ork load of researc h assistan ts will b e reduced and their errors will b e prev en ted. F urther, useful information ab out the sequencing pro cess will also b e made a v ailable to the researc hers. 2 System con�guration Fig. 1 sho ws the system con�guration of the sample trac king to ol. The t yp e of clien t’s computer is not limited b ecause a general w eb-bro wser is used to displa y the data. 3 F unctions The follo wing data are displa y ed and some of them can b e edited on the w eb-based in terface. (1) W ork history of sample (2) Lo cation of sample (3) Time-line of pro cess (displa y ed graphically) (4) Accum ulated n um b er of bases b eing analyzed (displa y ed graphically) (5) Qualit y information of assem bling (displa y ed graphically) This system is adapted to the assem bling pro cess whic h uses phred-phrap and consed [2, 3, 4] programs. Fig. 2 sho ws examples of w ork history and time-line displa ys. The ab o v e functions ha v e b een deriv ed b y customizing an application soft w are, Sample Data T rac king Manager. 222

Figure 1: System con�guration. Figure 2: Examples of w ork history and time-line displa ys. References [1] ftp://genome1.bio.bnl.go v/pub/maize/RicePro ject.h tml [2] Ewing, B., Hillier, L., W endl, M., and Green, P ., Basecalling of automated sequencer traces using phred. I. Accuracy assessmen t, Genome R ese ar ch , 8:175{185, 1998. [3] Ewing, B. and Green, P ., Basecalling of automated sequencer traces using phred. I I. Error prob- abilities, Genome R ese ar ch , 8:186{194, 1998. [4] Gordon, D., Aba jian, C., and Green, P ., Consed: A graphical to ol for sequence �nishing, Genome R ese ar ch , 8:195{202, 1998. 223